- 1 - Candida tropicalis cells and use thereof Field of the invention The
invention relates to genetically engineered Candida tropicalis cells, use
thereof and a method of production of w-hydroxycarboxylic acids and
w-hydroxycarboxylic acid esters. Pridr art Owing to its ability to form
dicarboxylic acids from alkanes, Candida tropicalis is a well-characterized
ascomycete. W091/006660 describes Candida tropicalis cells that are
completely inhibited in -oxidation through interruption of the PDX4 and/or
PDX5 genes, and achieve increased yields of a,co-dicarboxylic acids.
W000/020566 describes cytochrome P450 monooxygenases and NADPH
cytochrome P450 oxidoreductasesfrom Candida
tropicalisandGstla o fiorvgliieating coe hiysraxdatise, thiesfirgbStep in
co-oxidation. W003/089610 describes enzymes from Candida tropicalis

W llchl at(gsl%ysC thei%eceonntqL step of co-oxidation, the conversion of a fatty

a _ ( , se thereof for improved production of ,
ditArboXiE AELR" THE Lalts and e oS désttibed SBFarare ndt suitapie’
for the preducticredf.co-hydroxybanbexylicacids ortheiogsters, ag ddaict ion
co-hydroxygarh@xdicractgds are always oy present 868 shordivedi ¢ acid
intermediate and are immediately metabolized further. - 2 -
co-Hydroxycarboxylicacidsandtheirestersare economically Important
compounds as precursors of polymers, and this forms the basis of the
cemneercidliusability of the present invention. The task of the invention was to
find anwaytaf preparingeds-hydroxycarboxylic acids-bpeg-hydroxycarhoxstiom
acithesters by fesmentationdn syfficient.amaunts,dn padicularin.therpediun
S%@g%ﬁg@ﬁl&@? cells. Description of the invention It was found, surprisingly,
that the cells described hereunder make a contribution to solution of this task.
The object of the present invention is therefore a cell as described in claim 1.
Ariother(sisieeof dees invigrion isathéiuse dfthe celllactording fo thedftiveation
andmomethod ofipreductien ofigo-pydroxyeamhaxylimacidsiandnterruption
cg-hydroxycarboxylic acid esters,using the cells according 1o, the inyention.. 4
Advarﬂt Sgesfof the ngentl%n are the gen&le conversion of the educt used to

thie" Co-hydroxycarboxylic acidé and correSponding esters and a high
specificity of the method and an associated high yield based on the educt
uged.c0nedtEéect o the present inventionnis adrdidectropicais celemn and
pattispiar one frarthestrain AHCC 20336 - which isscharacterized inthatthe
c%lll_wga%c c%r}wgareda\rflvcilth its V\Sli|d type, 2 reg]lflced fcyvity ofn %tllggrslg one of the

a e r O, . 1in W
enzymes that are encodeduby the intronfree nucleic aC.Idl sequences Selected

frONTHEMWG GGt cbhfprising & $E°R) S I’ KTt 581D No. 3, Seq ID
No. 5, Seq ID No. 7, Seq ID No. 9, Seq ID No. 11, Seq ID No. 13, Seq ID No.
1508eqdBoN00178egdbrl¥e. 18n2e8dD Nordh, SeqHaNe. 23;:5¢G Ha Na.

23n2€f IDNe 2 (..3eq IR No. 29, Seq IDNG., 31,5eq IDNG 433, 3649 IDNQ.
35, Seq ID.No. 3 eq ID No. 39, Se%ID No. 41, Seg ID No. 43, SechID No.
q

q S

45°83TIDNB. 47, S8q IT'No’ 49 S84 TD N6 51 'Sed 1DNS 53, S84 ID'NG.
55nSeg9b N6Tr 57 "SegIErNBr 39U SetID Rib. B1CSePry No: 635 88t ID No.
65 and Seq ID No. 67; in particular Seq ID No. 1, Seq ID No. 3, Seq ID No. 5,
SeqlDNo 17, Sea 1B No. 19, Seq 10 No. 21, Seq D o, 23, Seq D e, 75

Q. 0. 19, Se 0. 21, Seq ID.No. 23, Seq .25,
SEqID NG 27 D Rb. 55, SN BEMD No 53 Bagib N 22,
SBUB Ro. 37, SetfIDNDY 35°SEqATPRGY 41CSEGIDNG 43, SEHAHFNG 45,
SegdBEND. 47, SecsiDNo. U9vand SeelDnibL 8¢ gaite especialiynSegpteNo.
1nSeqdbiNeeg3, SegdR=No. 5, Seq ID No. 7, Seq ID No. 9, Seq ID No. 11,
Seq ID No. 13, Seq ID No. 15, Seq ID No. 17, Seq ID No. 19, Seq ID No. 21,
Seq ID No. 23, Seq ID No. 25 and Seq ID No. 27, B) a sequence that is
identical to at least 80%, especially preferably to at least 90%,even more
preferably to at least 95% and most preferably to at least 99% to one of the
sequences Seq ID No. 1, Seq ID No. 3, Seq ID No. 5, Seq ID No. 7, Seq ID
No. 9, Seq ID No. 11, Seq ID No. 13, Seq ID No. 15, Seq ID No. 17, Seq ID



catalyses the reactions of 12-hydroxydodecanoic acid to - 5 - 1,12-dodecane
diacid by the entire cell. This activity is preferably determined by the following
method: Starting from a single colony, a 100-ml Erlenmeyer flask with 10 ml
of YM medium (0.3% yeast extract, @.3% malt extract, 0.5% peptone and
1.0% (w/w) glucose) is cultivated at 30C and 90 rpm for 24 h. Then, starting
from this culture, 10 ml is Inoculated into a 1-litre Erlenmeyer flask with 100

&9@ uction mediym (for Llitrer 25 g glycose, ,6,gNHACL, .99 5.
Na25 4,300mlofa’l ml\%%fassmm Bhosphate buffer (pH 7.0), 20 mg

Zh5045 mf%‘fidyzo m mﬁ/?n X 4 H28,88'M mg ‘hicotitiic adid, rsors of

PYRAORIAESS m@ftﬁrarhhfe‘sané%c o) p*ahﬁ)th]@ﬁaté) 1313 crﬂﬂ@ateépfdfeﬂchaat
30€anfter 24 bf12Mhydroxydodecanoinatichis added to the cell suspension,
so that the concentration is not greater than 0.5 g/l. Glucose or glycerol is
alf’r? adC q<as ¢co-s Hbstrat that thesconge trat on of the co: s.ub]_,setraateln

does not rop below 0.2 g/ gll. f&t Oh 10, Sh Ih and then ﬁ%uﬁy up to'a d
cUITvEHSM tihre bP 24, Js‘amrﬁésl%f ml)oare (ARG ormea’tnament of 2cid
12syeirexydodecansictacitd 212@wxo-dodecapoictacidearnd 1, B2eodesane in
diagic apd the cofresponaiag metbyl-esters,ianrd forechecking the cell count.
After each measurement, the pH is kept between 5.0 and 6.5 with 6N NaOH
or 4N H2504 Durlng cultlvatlon cell growth is verified by checking the

1t
rease of 12-hydroxydodecanoic acid

and theprodhetien! of 1Sﬂﬂbdééaﬁé§dla0|ﬁh§rtthetéﬁrre§ﬁddcﬁngqﬁéﬂ’iﬂ/}bed
esters anelverifietldhyal CaMiS: Fortthisy 500 picofwcultune bfothhissadjasted to
pH 1 and then extracted with the same volume of diethyl ether or ethyl

tate a n by LC-MS. The measuring. system ¢ nS|stso
P CARLE Tt Th e ot R G aLerEe Sty os
atfosamper ahd €d|6‘rffh furnace, coupled to a mass- - 6 - selective
guadrupole detector MSD (Agilent Technologies, Waldbronn, Germany).
Chromategraphieseparationds achieved on airevensed phase-€.g- h25x2=mm

Lyna G18(2) celumn,(Phenomene, Aschaffenburg, Gegp §¥)o@1tu%qgon of

Gragrent elution is performed at a flow of 0.3 ml/mjn (A: 0.02% formlc acid |g
WAtEHANE B G029 formic adid'in"acetonitrilé). W%rnatlvéilf/, e organic
eRFaciE aresdnaly s8¢ by G ESFRY (PefdR Elffer tRDdgauS: eim,
Germany). Chromatographic separation is performed on a

methvpolysiloxane (6% phenyh phase £4. Elite 545301 0.25 001D, 25 ¢
pm ED Cerkln Elmer thd(gau ~;1ugesh im GermadéQ Be{ore measgrement
OXI

droxyca and
a methy ation reagent e.g. trlmethylsulp onium hy e "TMSH™
(MBERESRRAYRY GRS & CONKG Duréh, GRTmahyy isddded o fred atitk?
apddreinjectiorctheyearebdaiverted tb thesedrrespdhdingdmethyl esters. By

calculating the measured concentration of 1,12-dodecane diacid and the cell

ngmber ghthe ime of sampling it is, ppssible fodgtegnine;the specific ;g4

productlon rate of ]1[ 2- dodecane dracid from 12 drox decan0|c aC|d %nd
there ore‘%rzf Sactiv ity of an eﬁ%)];memfn ace med 5bove: The "

forfid&tion “etiicedi&ctivityPcarfipared dfth I@WHHI'WEG hfb@anscah BActiity -
retative: te the wiitdr ty pe activityreferably reducetbbyat leasti50%y especiatly
preferably, by at least, 20%, merespreferably ky atleagtd9.8%, even mere, -
preferabl ly, l%)i at least 9% 99% and most greferablé( b¥ at least 99.999%,. The
decrease in actlvrty “of the celfaccor ing to t the invention compareg wnﬁ its
w8 Hpé f< B8termined by the method described above for determining
activity using cell numbers/concentrations as identical as possible, the cells
having been grown under the same conditions, for example medium,
gassing, agitation. - 7 - "Nucleotide identity" relative to the stated sequences
can be determined using known methods. Generally, special computer
programs are used with algorithms taking special requirements into account.
Preferred methods for determining identity first produce the greatest
agreement between the sequences to be compared. Computer programs for
determining identity comprise, but are not restricted to, the GCG software



previously stated nucleic acid sequence groups A) and B), the modification
being selected from the group comprising, preferably consisting of, insertion
of foreign DNA into the gene, deletion at least of parts of the gene, point
mutations in the gene sequence and3subjecting the gene to the Influence of
RNA Interference or exchange of parts of the gene with foreign DNA, in
panticularef the ptemoter region. f-areignDNAemeansyin. this, corigxt; mnyo .
DINA sequencethatis "fereigntathe gane and ngt to the organism); ey,
e\{%n'CdeldaDtrc.) icalis endogenous DONA.?gq'ueéréce'slcanN In th S contgxt, -
function as "Foragn'Dl%l,Z\". i tHis con]t\]ex’[, itis’in pa?tlcu]?ar pr‘eferablesfo?ithe
g¥Re t@ Be itetrupted'By irsertici? 6f a3elettion marked géRe Nherefdre firs
fareighdDNAlis aselectionNmarkes gesegthennsertions preferablyr havwing been
efsf%%te@@%@.%@'990@%&3?%“9@8@“%%Tt%gl? Q@"Qﬂ@guiar passiblepthig, .
c e achi or e ple wit elloxR system, with Flippase
R%e%bgr% ne#gré\]‘eqté (EaRm) (%%y ?)rgwcr)?dg())gugs' re%(e)%blyrl?a%f SE7 seq 1n
CefispreferredicchbrdiNgtotneinvéitiondre WRaratterizédinthatlthey e 5S¢4
bloekEd in their 184 oxidafion &teasStepartiallyoprederabiy cérmpldtelyas this
prevepts-eutflows of substrate and therefosg highertitres beceme possible. s,
Examples pf.Candida tropigalis,celis padially blagked;in theit [3-pxidation,are
described in EPO499622 as strains H41, H41B, H51, H45 3, H53, H534,
H534B"ahd 14435, from Whidh a Candida tropicalis céql?pre%é_r"reé %%cgr%in%otb
thelinvéftiontis d&tiveds3 ~ 18°d0tHer Eandidha tréigalidcéliz-blécked f 1D
[3voxidation aserdescrived for exampla in WOO03?BOOGS; InthiscontExt, cells
aﬁeap{merr%w fors/%l]ajchﬁm@: o;gd,aét)i@)e(cﬁs @@g%@sﬂ. bﬁ?ﬂ i;&@@@@ldﬂ@l&nmﬂ@n
of.at least gne of the gene : or refare, in.this context,
cc%l?sqarfc‘a]§ pﬁe?érréé'thgte grefcd;gr%btélrge ienqthg%t?fa?T éngigaat?gp%gﬁs (;feBII #
preférr8d Hctording to e ihvehtion 1 d&tived front Strains Setected 116 tha
ghoup comprsingrATCC 20962<and theNCandida $ropicalisNeDC100 deseribed
inld32004/0044198. The use of thecells according tedhe invention for, theeq
pragdygtion,of coshydrgxyearboxylicacids orgohydroxycarboxyligagid esters
also contributes to solution of the task facing the invention. In particular, the
use of the cells according to the invention for the production of
c&-hydréxyctBERyiiCacits ot colhydrék§gearbtidlic Beid ésters fathta chRairy
lengtle of e garbpxylicaeidiffom 6cto 24+t preferabty 8 0028 and especialbyre
preferably 10to k6 garbon.atoms,swhich are frefarably lingar, saturatedband
ugsybsfituted, and-a chain Jengih of healcogl camponent ofthegsfer from
110 4, In particular 1 or 2 carbon atoms, is’advantageous. In this context, it is
preterabte 16t the cofi§droxycaiboxylic 46ids 16 bEL2-Rydrox§dddedkhoic
a€idcandPfolNthe da-hy@roxycdarbbryliclacid ester 106 bedl-2- hydrég@odecaric
acid, methyl estenA preferred ysens sharagterizedaccording topthe igvention
inthat prefeded celis gecorgding o theipveptionsas described ahoveare s
u§eDd. Ano%‘ger cogtr_lb%]tjlon go S%Iylngstge tallsDk %agm the |rslvent|£)]51 IS mad4elby
a‘method o pdeSUCC{IIOFI of e C: trbplcaﬁs cell according tothe invention ~’
déscribed Aove ‘comprising the'stepé> 1) Preparatiolicof aC: trépicaicélp -
preferabdya tell that i$ blocked irrits [8>oxidatiorsatileast partiathy,,preteralily
cempletely H)Moglification of at lrast epergenesaompusing ®nenf the, seq
infionee pucleic,adid seqperiges sefected flomthe, previously statedinyglete
acid sequence groups é} and 83 by inSertion o?‘]forelgn DNA, in paor[ticu ar of
DNA 268ingfol'a-selectiGif matkBP gene, mitd tHe gihe, deletion diati@ast’”
pars of thelgene! boirftarautafions in theé,gefredsequelece ahl subjecting the -
gene tathe Influgnce obRNAcknterferaace on exchangemofypartsof thegenep
with foreign DNA, in particular of the promoter region. Another contribution to
solving the task facing the invention is made by a method of production of
cohydroxycarboxylic acids or co-hydroxycarboxylic acid esters, in particular
of co-hydroxycarboxylic acids or cohydroxycarboxylic acid esters with a chain
length of the carboxylic acid from 6 to 24, preferably 8 to 18 and especially
preferably 10 to 16 carbon atoms, which are preferably linear, saturated and



- 13 - b) cultivating the cell under conditions that enable the cell to form the
corresponding co-hydroxycarboxylic acid or co-hydroxycarboxylic acid esters
from the carboxylic acid or the carboxylic acid ester and c) optionally
isolating the co-hydroxycarboxylic-acid or co-hydroxycarboxylic acid esters
that formed is quite especially preferred. Suitable cultivation conditions for
Candidastropieglistarexknovery py @epersonskilleddn the artrtn particatay, seq
syitahig conditions for steg;b) argsthose thatarg known bysa pergonskillegsin
thse art {rDommecorl}vergion rrfethlgds 0}‘1 roductiorI1Dof dicarb xyIi(S: acidIsDWiItqh
Candida troﬁéall‘}s. Thase chltivation Conditions are describad foreé][xample?ﬁ
WO0D0/6 27380 ati® WAG0/615828 MeEtholls forfisolatingthe especially to
ce<drydrmoxysarboXxyliccacid v cobydroxycardpoxylicacid estess thatfonmed dre
K@%‘é{hlﬁy @@?rﬁg_ﬂ §EU,J§@D'” ;ﬁ'&e. "?-étl %Th§§§ arg Sﬁ@rjd&l}fﬁ, W@%@Q@f%. 15,
isplating Jong-chain carboxy. ids frgm agueo ution, for example
dié;%ﬁ[at%dn (E)llr% e'xt;ilal?:'tioarsf,e an lga?%&?dr e&%’mpa)%%ls%gbseﬁf)dun%ﬁh §eqmﬂ5 o~
W02005787 786X It i€ advaftatiebustd Gse the co-hydroxycarboxylic acids or
co-hydroxycarboxylic acid esters obtained by the method according to the
invention for dhe preductign efpolymers,in paticulaspplyesierss Moneoverst

actonss.6an Alsp Reaypduged fiom,fhe caiydroxy carbgxdigagiys, and can

then for example be used in their turn for the production of polyesters. - 14 -
to co-aminocarboxylic acids or co-aminocarboxylic acid esters, in order to
oBtaipolyarhitss asPpolymérsl TheeoaminbéarbBryiitcacids orconnection
co-arhinocarhoxytieracid esters tan, also desconverted first 0. thefrom which
cenresperding lactams; whichcan thea in thekfurn-he convertgd using by
Honis, oy Alsgaciq caappls o ahaATICe L e ety e
advantageous, in a first reaction step, to convert the co-h roxycareboﬁ/ﬁc
it B cories gotiding e5fets ifito the Co-ox8cHb SXyIiteAGas or the I for
cerrespording esters andahen to catrrouranminators ofthetexa-group) efdian
the-eeursepfredyctive @minatien. la:thisicontext, the tseefzi2-hydiaxy the
dadgcanaie acid.or12-hydrxydodecanaic. acid metylester fer the, .o tne

production.of polymers, in particular of polyamide 12, js especially preferred.
P H5CChThE L A Catiia HOpICAS CBll- Haractetisdd n hAE e ol s -
campared withitsWwild fpel aretiie®l detivity of &t feast bnelof the epzyHies
that aréehcaded Hydhelintron-free nucteictacd sequencesselected F/dm the
g%gﬁ%llé@?\l @Y?ngn%)slggn%&ieg ofo/lf[)) I%% ;%Ugréf%mgi?%g%r%gq l@%@
eq ID.No. 7, , Seg.ID.No. e 0.43, Seq 0..15,
SiD NG 1 ST 18, BnoNo SErEEE NS 2 g IR0 2R,
SEg9D NG TEESEG D NI 2O BefiD Rib. 3E, S&ty IBPNG %53 °S&¢ ID*RI0 85,
SégibINbyB8%, Seq ID No. 39, Seq ID No. 41, Seq ID No. 43, Seq ID No. 45,
Seq ID No. 47, Seq ID No. 49, Seq ID No. 51, Seq ID No. 53, Seq ID No. 55,
SegdD No.,57.:5e4 1 N@. 5952, 1D No, 61,.$84.D No 63, Sed ID.NQ. 65

and SeqCI,D No. 67 B)as uence that is identical to at least 80% to one of
invention Lhe

the sequenceés SréatlD No. 1, SeqID ﬁfb?%?lélech ID'No. 5r,e§eld)]ib NG. 7,%8(5’
I RO SEED N 11888 1D N613,"Séq 0 NG 215, SEG D No. a7t Setp
DL 195 :Segibrida.c2l, SeqdBiNbe 23] :Sepi) Nar2kzSeq IDaNG. 271 Beq
IR Np: 29; Se R Ne 3k Seq D Ne.33,-5e4 ID:Ne:35,:5eq ID No. 37, Seq
ID No. 39, Seq ID No. 41, Seq ID No. 43, Seq ID No. 45, Seq ID No. 47, Seq
ID No. 49, Seq ID No. 51, Seq ID No. 53, Seq ID No. 55, Seq ID No. 57, Seq
I3 No. 585 8eq IDPNDL 81 BeqiD NG63, 8 TS No. B5"aHd St Ko, 677
2 FoTandida ropiddlistdedl dcrordingao.claine 1eoharacteized intthiat the hat
deereasgednLnzymatic-actvigyns achiever-by aedificationrehaigenacid to
comprising one of the nucleic acid sequences stated in claim 1, the
modification being selected - 16 - from the group comprising insertion of
foreign DNA into the gene, deletion of at least parts of the gene, point
mutations in the gene sequence, subjecting the gene to the Influence of RNA
Interference and exchange of parts of the gene with foreign DNA, in particular
of the promoter region. 3. A Candida tropicalis cell according to claim 2,



- 17 - 1) modification of at least one gene comprising one of the sequences
selected from the nucleic acid sequence groups A) and B) stated in claim 1
by insertion of foreign DNA, in particular of DNA coding for a selection marker
gene, into the gene, deletion at leastof-parts of the gene, point mutations in
the gene sequence, subjecting the gene to the Influence of RNA Interference

ang exchangepipadtsefithegenenwith:fareign DAA, in paiticularafthey is
PrameterIegion: 8-4,methed f production;of,co:hygepygcatboxylic acids or

co-hydroxycarboxylic acid esters, in particular of co-hydroxycarboxylic acids
or cohydroxycarboxylic acid esters with a chain length of the carboxylic acid
frof6 624 darbBn atofis ahel acchdiRYength éPthenalcBroresifpbheritiarsk
theiesteriffomll tof4 carbareatoms, (9 pasticuksr of 12shyickoxydodeganoie 1t
acighor12-hydroxydodesapoisacid methyl ester comprising the.steps @) 1
contf\tctlng hg ceI{ ac%)frgln(% o a%lgast onefof claérEs to ? Wlth a gntedl m

compr|S|F|%a car oxyllc acid or a carboEA)yllc acid ester, b) cultlvating t%e celf

uhdeFcohditonSthat Erfable the el fosfoﬂﬁlﬂ?élﬁﬁﬁ%gpojrﬂ?r?g 1-litre
cohydrorggarbokykc acid oricolydroxy cafbaxydid wwid esters frommthefor 1
carboxylic asidyonthe-earkboxylic agidvaster,and, €) gpticnally isaatingther a
Co-hygr &%QQM'C&%@?ﬁ&?ehyﬁﬁ%%‘iaﬂ?%y“@ agid e§@rﬁ%h%f§éme>@ 7

9.A met d accordlng to claim 8 chara?éerlzed in that ‘celis at ast pagug%all
bidicked i tH&Hr [3Sxidlation accdiding f0 clsim B &8 Uded” 16-USe of
cEHyHFORERboX IR Acitordtthe coRfdréxycarbma/iie dtid ester obidinets
by the i+38 e dnéthod2adccording3to’claim 8 or 9 for the production of a
polymer. -19 - SEQUENCE LISTING <110> Evonik Degussa GmbH <120>

Canpdida trop call s nd u ereof <130> 2009003 1 <17
Rt daratin 31 CHIOEY BT TS HeTs <314S DNALS Condis o2
tropitifie Vo> é?zl@é‘bstéézﬁﬁ?m?&@ﬁ)l@dbo&% Bt g&c %ﬁéec%até‘efé‘
aft aft gdtltct g€a ettocty taettg ada aayd8 MetsAladliwoGIneGiietle llesAspeSer
Alubeud RreeTyr ieu thtud ysbS 10 hb-tgg-tad ach git adc acidtagcagektig gtk

tSt%%@satLgC@ 196 Troalyy T Ve lie Thrzkey Ala Alg Leu.VahBhe Ley llg, Ser

hourly up to a cultivation time of 24 h, samples (1 ml)
are taken for measurement of 12-hydroxydodecanoic acid,
l12-oxo-dodecanoic acid and 1,12-dodecane diacid and the
corresponding methyl esters, and for checking the cell
count. After each measurement, the pH is kept between 5.0
and 6.5 with 6N NaOH or 4N H,SO4. During cultivation, cell
growth is verified by checking the "colony forming units"
(CFU) . The decrease of 12-hydroxydodecanoic acid and the
production of 1,12-dodecane diacid or the corresponding
methyl esters are verified by LC-MS. For this, 500 upl of
culture broth is adjusted to pH 1 and then extracted with
the same volume of diethyl ether or ethyl acetate and

analysed by LC-MS.

The measuring system consists of an HP1100 HPLC (Agilent
Technologies, Waldbronn, Germany) with degasser,

autosampler and column furnace, coupled to a mass-—



aat att aaa aat tac gtc aag gct aag aag ttg aaa tgc aga at cctl44 Asn lle Lys
Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Arg Asp Pro 354045 cca tat ttc aaa
gga gcc ggt tgg aca ggt att agt cca tta att gaal92 Pro Tyr Phe Lys Gly Ala
Gly Trp Thr Gly lle Ser Pro Leu lle-Gfu 505560 - 20 - lle lle Lys Val Lys Gly
Asn Gly Arg Leu Ala Arg Phe Trp Pro lle 657075 80 aaa aca ttc gac gac tat

cea aactCatactitidac aig tet aibat28d Lysihr Rhg AsprAsprEwnRio Agnddis

The Phe LyrMet Set Jie lle, 8590 95,9gf.aqt ig. aga alc gic g act gig atc caa
gaa aat att aaa got336 GIX Ala Leu Lys lle Val Leu Thr Val lle Gin Glu Aein lle

L§S AIE 00165116 gtt Ty GOt Act 844 i act ght tic 166 fta Gyt 36 'agacat =’
066384 al LBOSNATEREG PR Tt NS PheSBer L&r&h Thr ARG His?Al -
185320¢25 cat tic tathccasttaptaggingat ggt att ttf Actttg Qad gyt gaad32 His :
Pblt@toﬁél Pf@%r@i’c'—fé’c@&’ AtisfF; (‘%[%/tléer Phed h%Li&bAi@@')ﬁ%&jﬂf?ﬁ%ﬁM%n
s S A A et Lot A Bro G Phe Al Ard A LIST60165 160 céd ™
aftyyt €3t gt a8% go?ﬁgFgJa% ccA Gt atf caaa ety got528 G &R i Val
L¢sAta el -Gl Promtisder@im fle Lelg Ader 465270 175 amarcaaatclaaarttga
aataag gt apaiact-itgat atiscagrgaa /ttg5 76 kys Gin e Lys Leu Asn Lys @ly
Lys Jor fzhe Asp llg Gin Glu Ligy 180185190 2L 7 994038624 siigesheim,
Germany) . Before measurement, a methylation reagent e.g.
trimethylsulphonium hydroxide "TMSH" (Macherey-Nagel GmbH
& Co. KG, Diiren, Germany) is added to free acids and on
injection they are converted to the corresponding methyl

esters.

By calculating the measured concentration of 1,12-dodecane
diacid and the cell number at the time of sampling, it is
possible to determine the specific production rate of
1,12-dodecane diacid from 1l2-hydroxydodecanoic acid and
therefore the "activity of an enzyme" in a cell as defined
above. The formulation "reduced activity compared with its
wild type" means an activity relative to the wild-type
activity preferably reduced by at least 50%, especially
preferably by at least 90%, more preferably by at least
99.9%, even more preferably by at least 99.99% and most
preferably by at least 99.999%.

The decrease 1in activity of the cell according to the
invention compared with its wild type is determined by the
method described above for determining activity using cell
numbers/concentrations as identical as possible, the cells
having been grown under the same conditions, for example

medium, gassing, agitation.



Phe Phe Arg Phe Thr Val Asp Thr Ala Thr Glu Phe Leu Phe Gly Glu
195200205 tct gtt cac tct ttg tat gat gaa aaa tta ggt att cct act cca aat672 Ser
Val His Ser Leu Tyr Asp Glu Lys Leu Gly lle Pro Thr Pro Asn 210215220 gaa
att cca ggt aga gat aat ttt gca act get'ttt-aac act tct caa720 Glu lle Pro Gly Arg
Asp Asn Phe Ala Thr Ala Phe Asn Thr Ser GlIn 225230235 240 cat tat ttg gct
acqagacana tac tceaaiacttictacstttitia acty 68Hisstytkau Adayddr Arg Thin

TyeSes Gl thrRhe Tyt £he LeyLhr 24250 295 aag.qetaag A@fia 1RG4 gac
tot aatgct aaargtt cat tac ttlg gct816 Asn Pro Lys Glu Phe Argk \Sp Cg/s Asn

AR TYS VAl Hig T 180 Ala 260285270 adataffif gic &kt asa gltttg Baf e
aEPELy gaRYdatatt ghdB84 Lya“FyiPhe Val ASiEEyS Afa LelidiPPhe THOT
Pre GlurGhuiltleyGliw275280285 gaa aagddc @aattobggirtat gdte tigrtatgamttg

g aaaeRaNRLIY LysserikysSer Gly Tyn¥alBhe LeuryrdGiu LetioVakkys
at caa fta ttg aac att atg

Gl 299295300 goc 08 gatcca aan gL 1A gaa gl cag l1a g aay ed
gttggo hr A%g ,&lsp Pro Eys alleu Gin ,&sp GIn LeuTeu Asn Ile Met aF
30531635320 229" "Rt GaRTGUS Afa GIY ArgeASY Thr Thr Ala Gly Leu Leu

Ser Phe Ala Met Phe Glu 325330 335 tta got aga cat cca gaa att tgg tot aaa
tta aga gaa gaaaitganl 056 | e AlasArg HislRIoGl llectip Serdysreu Arg

Gly &y Jle Gly 340345350.9tf aac I ggi.gH gat gaa gag fotcgtolt.gaa gag e
att act ttt1104 Val Asn.Phe Gly)VaIa(%Ia/ Glu Glu Ser Arg Val Glu Glu lle Thr

Ple 358350308 0 17 (1

- BLASTP, BLASTN and FASTA (Altschul, S. et al.,
Journal of Molecular Biology 215 (1990), pages 403-410.
The BLAST program can be obtained from the National Center
for Biotechnology Information (NCBI) and from other
sources (BLAST Manual, Altschul S. et al., NCBI NLM NIH
Bethesda ND 22894; Altschul S. et al., above).

The known Smith-Waterman algorithm can also be used for

determining nucleotide identity.

Preferred parameters for the determination of "nucleotide
identity" are, when using the BLASTN program (Altschul, S.
et al., Journal of Molecular Biology 215 (1990), pages
403-410) :

Expect Threshold: 10
Word size: 28
Match score: 1
Mismatch score: -2
Gap costs: linear

The above ©parameters are the default parameters in

nucleotide sequence comparison.



gaa tot ttg aag aga tgt gaa tac ttg aaa got att ctt aat gaa act1152 Glu Ser Leu
Lys Arg Cys Glu Tyr Leu Lys Ala lle Leu Asn Glu Thr 370375380 ttg cgt atg
tat cot tot gtt cca gtt aat too aga aca gcc act agal200 Leu Arg Met Tyr Pro
Ser Val Pro Val Asn Ser Arg Thr Ala8rhr Arg 385390395 400 gat acc aca tta
cca aga ggt ggt ggt cca aat ggt act gat cca att1248 Asp Thr Thr Leu Pro Arg

GinwEly=ety RreoAsarGly IheAsp Psailea40%410415 Kkatlcean aag gottede
agtgtt gof fat att git tac aaa act catl296 Phe lle Pro Lys Gly Ser Thr Val Ala
Tyr lle Val Tyr Lys Thr His 420425430 cgt tta gaa gaa tat tat ggt aaa gat got
gat gat ttc aga cca gaal344 Arg Leu Glu Glu Tyr Tyr Gly Lys Asp Ala Asp
ABP P AFG Pro Glud 354404451103 L ceh$3929g FrpdPhé G PRASer
ThnLysobysteudaly #ipAlachy fat 2remd50455460 tthaat ggtiggt ceaagayatt

t yita ggeeaa gaa it got dtaactld40.Rhe AsniGly. Gly Pro Arg lle Cys Leu Gly
GIn GIn Phe Ala Leu Thr 465470475 480 gaa got tot tat gtt att acc aga ttg gta

caa atg ttt gaa act gtt1488 Glu Ala Ser Tyr Val lle Thr Arg Leu Val GIn Met
PhBGILSTHY VA[485496 49868t Co¥é c{%egdt‘bttf gratatcotbcacta £ tht

attcarttydsS36 SerkSer RiPro AsptVal'Gla Tye®ProRro Rromopy CysilewHish
LeuS00505510-act ptgagt cat gat gatggh.glt dicgthaaa atg daaddbsd thr Met

SerHis Asp sk Glyval Fhe Vah Lys Met 519520 521022 52117524 <212>
PRT <213> Candida tropicalis

All stated percentages (%) are percentages by weight

unless stated otherwise.

Methods of lowering enzymatic activities in microorganisms

are known by a person skilled in the art.

In particular, techniques in molecular biology can be used
for this. A person skilled in the art can find
instructions on modification and decrease of protein
expression and the associated decrease in enzyme activity
especially for Candida tropicalis, 1in particular for
interrupting specified genes, in W091/006660; WO03/100013;
Picataggio et al. Mol Cell Biol. 1991 Sep; 11(9):4333-9;
Rohrer et al. Appl Microbiol Biotechnol. 1992 Feb;
36(5):650-4; Picataggio et al. Biotechnology (N Y). 1992
Aug; 10(8):894-8; Ueda et al. Biochim Biophys Acta. 2003
Mar 17; 1631(2):160-8; Ko et al. Appl Environ Microbiol.
2006 Jun; 72(6):4207-13; Hara et al. Arch Microbiol. 2001
Nov; 176(5):364-9; Kanayama et al. J Bacteriol. 1998 Feb;
180(3): 690-8.

Cells preferred according to the invention are
characterized in that the decrease in enzymatic activity
is achieved by modification of at least one (gene

comprising one of the sequences selected from the



<400> 2 Met Ala Thr GIn Glu lle lle Asp Ser Ala Leu Pro Tyr Leu Thr Lys
1510 15 Trp Tyr Thr Val lle Thr Leu Ala Ala Leu Val Phe Leu lle Ser Ser
202530 - 24 - 354045 Pro Tyr Phe Lys Gly Ala Gly Trp Thr Gly lle Ser Pro
Leu lle Glu 505560 lle lle Lys Val ty8 Gly Asn Gly Arg Leu Ala Arg Phe Trp
Pro lle 657075 80 Lys Thr Phe Asp Asp Tyr Pro Asn His Thr Phe Tyr Met Ser
lle He8290: 95 Gly Alad etulcys:He VatLeu sdynaldie GinnGld Asn llenkyssAla

109103119 %/?éé—eyd%'ab&%gi%@*ﬂs&%’\%& Fhecger ey Gly I ArgHis,
Ala 115120125 His Phe Tyr Pro Leu Leu Glé/_Asp G%yLIIe Phe Thr Leu As

GN BIT130135140 Gly T LyS His SEPAFS AR MRE LEW ATg Pro Gin Pﬁeg‘?ﬁa
AFGAsp A2451 50855 180 Gintle!GRAHiIsVal Pys Wa Péu Bl6 PY6His 1@ GiRt
llenbeatAlenE65170cbé5 bys &indlgueyskea Asndiysiehyt kyg Thn@hechsp e

e e MGohe el Asp T ID! Bk Becsor
u er IS Ser Leu y.r p u y eu e Fro
T s Joo o500 Iy Gtar Aoy AR W LY BB SIS ol
ASAFHY Ser GlIn 225230235

Foreign DNA means, in this context, any DNA sequence that
is "foreign" to the gene (and not to the organism), i.e.
even Candida tropicalis endogenous DNA sequences can, in

this context, function as "foreign DNA".

In this context, it 1is in particular preferable for the
gene to be interrupted by insertion of a selection marker
gene, therefore the foreign DNA 1is a selection marker
gene, the insertion preferably having been effected by

homologous recombination into the gene locus.

In this context, it may be advantageous 1if the selection
marker gene 1s expanded with further functionalities,
which in their turn make subsequent removal from the gene
possible, this can be achieved for example with a Cre/loxP
system, with Flippase Recognition Targets (FRT) or Dby

homologous recombination.

Cells preferred according to the invention are
characterized in that they are Dblocked in their (-
oxidation at least partially, preferably completely, as
this prevents outflow of substrate and therefore higher
titres become possible.

Examples of Candida tropicalis cells partially blocked in
their R-oxidation are described in EP0499622 as strains
H41, H41B, H51, H45, H43, H53, H534, H534B and H435, from
which a Candida tropicalis cell preferred according to the

invention is derived.



240 His Tyr Leu Ala Thr Arg Thr Tyr Ser GIn Thr Phe Tyr Phe Leu Thr
245250 255 Asn Pro Lys Glu Phe Arg Asp Cys Asn Ala Lys Val His Tyr Leu
Ala 260265270 Lys Tyr Phe Val Asn Lys Ala Leu Asn Phe Thr Pro Glu Glu lle
Glu 275280285 Glu Lys Ser Lys SerGly Tyr Val Phe Leu Tyr Glu Leu Val Lys
GIn 290295300 Thr Arg Asp Pro Lys Val Leu GIn Asp GIn Leu Leu Asn lle
Met Val 305310315 320 Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe

Alg Met Phe, Gl 325330 335 7 262 lle G1y 340349350, Val Asn Fhe; Gly Yal
Gly Glu Glu Ser ArgeVa Glu G,Ig Ié&ao'(gg? Pr?ﬁo?) 5360365 Glu Ser Leu Lys Arg
r

CygsCflﬁl'Fy‘?rdLefl? fysﬁgﬁlleeLelu Asnh ul 0375380 Leu Arg Met Tyr Pro
Ser Val Pro Val Asn Ser Arg Thr Ala Thr Arg 385390395 400 Asp Thr Thr
Leu ProhAsg GlynGhxGly RrelAsn GlyeThpAspePrete 405410Mik5Phenle Bro

Lys GlySesnThrVal Mackyrible Val Ty dyscbhrHis420425430.Arg.keu Gl ¢

Glu Tyr avr Gly Lys Asg&@ Asp-Asp PheP Pro Glu 435440445 Arg Trp
Phe Glu Pr(?%e?%&heriys Ly Leg%lyqlrrp a Tyr Val Pro 450455460 Phe

Asn Gly Gly Pro Arg lle Cys Leu Gly Gin Gin Phe Ala Leu Thr 465470475

Therefore, in this context, cells are preferred that are
characterized in that a Candida tropicalis cell preferred
according to the invention is derived from strains
selected from the group comprising ATCC 20962 and the
Candida tropicalis HDC100 described in US2004/0014198.

The use of the cells according to the invention for the
production of w—hydroxycarboxylic acids or w—
hydroxycarboxylic acid esters also contributes to solution

of the task facing the invention.

In particular, the use of the cells according to the
invention for the production of w-hydroxycarboxylic acids
or w—hydroxycarboxylic acid esters with a chain length of
the carboxylic acid from 6 to 24, preferably 8 to 18 and
especially preferably 10 to 16 carbon atoms, which are
preferably linear, saturated and unsubstituted, and a
chain length of the alcohol component of the ester from 1
to 4, 1in particular 1 or 2 carbon atoms, is advantageous.
In this context, it is preferable for the w—
hydroxycarboxylic acids to be 12-hydroxydodecanoic acid
and for the w-hydroxycarboxylic acid ester to be 12-

hydroxydodecanoic acid methyl ester.

A  preferred wuse 1s characterized according to the
invention in that ©preferred «cells according to the

invention as described above are used.



480 Glu Ala Ser Tyr Val lle Thr Arg Leu Val Gin Met Phe Glu Thr Val 485490
- 27 - Ser Ser Pro Pro Asp Val Glu Tyr Pro Pro Pro Lys Cys lle His Leu
500505510 Thr Met Ser His Asp Asp Gly Val Phe Val Lys Met 515520 <210>
3 <211> 1572 <212> DNA <213>Cahdida tropicalis <220> <221> CDS
<222>(1)..(1572) <400> 3 atg gcc aca caa gaa atc atc gat tot gta ctt cog tac
ttgaccraaad&Met Ala dthirdain Gl lle dewAsp Serval LensRro Fyichey Ththe

Lys 421015 199 Jac.act gtg,att act gea,gea gig tta, gicytie Cit altc (0o acad6 krp
Tgr Thr, Vg&lile ThrlAIa Ala %Iilﬁeu Val Ig e Leu lle Ser ng[ 202530 gac gtc

aa§ FaCTAC gic dag gca 530 aattg Aaa tgt git At ceatad Ae s ASR®

TgPvar Lys Ada TS 1=°Péu Lys Cys Val Asp Pro 354045 cca tac ttg aag gat

goo0 ggt ctc act ggt att ctg tot ttg atc goo192 Pro Tyr Leu Lys Asp Ala Gly Leu

Thy Gly Hedey-Ser deu He Ala 5@5:569&99'@&9%9 gQ0e aag lﬁ@é%%ﬁiaga

tt aac.ttt goo gat gaa24 Ag\;a lle Lys Ala Lys Asn. Asp Gly Arg.Leu Ala

A%%e %a sp %u -%2%09 %% 07580 ?%ttt%c gac aggl](%g?: lC%%(. aa%tcaclaec%st%c
Y

tdR4HG 160t gobrgtoggPly complete

IT) Modification of at least one gene comprising one of
the intron-free nucleic acid sequences selected from the
previously stated nucleic acid sequence groups A) and B)
by insertion of foreign DNA, in particular of DNA coding
for a selection marker gene, into the gene, deletion of at
least parts of the gene, point mutations in the gene
sequence and subjecting the gene to the influence of RNA
interference or exchange of parts of the gene with foreign

DNA, in particular of the promoter region.

Another contribution to solving the task facing the
invention is made by a method of production of -
hydroxycarboxylic acids or w—hydroxycarboxylic acid
esters, in particular of w-hydroxycarboxylic acids or w-—
hydroxycarboxylic acid esters with a chain length of the
carboxylic acid from 6 to 24, preferably 8 to 18 and
especially preferably 10 to 16 carbon atoms, which are
preferably linear, saturated and unsubstituted, and a
chain length of the alcohol component of the ester from 1
to 4, in particular of 1 or 2 carbon atoms, in particular
of 12-hydroxydodecanoic acid or 12-hydroxydodecanoic acid

methyl ester comprising the steps

A) contacting a previously described cell according to
the invention with a medium comprising a carboxylic acid
or a carboxylic acid ester, in particular a carboxylic
acid or a carboxylic acid ester with a chain length of the

carboxylic acid from 6 to 24, preferably 8 to 18 and



Val Phe Asp Glu Tyr Pro Asn His Thr Phe Tyr Leu Ser Val Ala Gly 8590 95
got ttg aag att gtc atg act gtt gac cca gaa aac atc aag got gtc336 Ala Leu Lys
lle Val Met Thr Val Asp Pro Glu Asn lle Lys Ala Val 100105110 ttg goo acc
caa ttc act gac ttc too ttg ggt acc aga<ac cc cac384 Leu Ala Thr GIn Phe Thr
Asp Phe Ser Leu Gly Thr Arg His Ala His 115120125 ttt got cot ttg ttg ggt gac

ggkatedtic ace ttg gacggauaa got432 Phe AlaaRirhelakewm Sly Asp &ly Hee

PBPe@%fr'a%Li y“Spl@b’eQJ“ Gly 130135140 tgg pag cactoo Aga-gat atg.itg aga
%a'&lg ttt ot ag 12% 9480 T{ Lys His Ser Arg Ala Met Leu Arg Pro GIn
n

ﬁsp 156155180 éi?g@gnc%% gti) aaa gcc?tsg Jaa cEQ%at
a’ﬁisocaail atc@afd?@@t aa§528 1le Gly His Val £ys Ma LEASHFPPé HistelSin fle
MétAdadrysit6SEAN 175 Caglatesaag ity aac cag gga aag act ttc gat atc caa
gaa ttg ttc576 GIn lle Lys Leu Asn GIn GIy Lys Thr Phe Asp lle GIn Glu Leu

g SR g o B S B g

eArglge al"Asp heGy 29 u Ser

165260205 §ftCacton teECgargsa %%a%f&éaﬁ At CRRALH A adt §aab72
Vat klisiSex Y ewr Pyrsadp Glutyd Lew Glydle ProrTheRro AsnbGhy lic acid

or the carboxylic acid ester and

C) optionally isolating the w-hydroxycarboxylic acid or

w—hydroxycarboxylic acid esters that formed.

Preferred methods according to the invention use cells
stated above as being preferred according to the

invention.

Therefore, for example a method of production of 12-
hydroxydodecanoic acid or 12-hydroxydodecanoic acid methyl

ester comprising the steps

a) contacting a Candida tropicalis cell of the strain
ATTC 20336 at least partially blocked in its p-oxidation,
which has, compared with its wild type, a reduced activity
of at least one of the enzymes, which are encoded by the
intron-free nucleic acid sequences selected from the
previously stated nucleic acid sequence groups A) and B),
the decrease in enzymatic activity being achieved by
modification of a gene comprising one of the nucleic acid
sequences selected from the previously stated nucleic acid
sequence groups A) and B),

wherein the modification consists of insertion of a
selection marker gene into the gene,

with a medium comprising dodecanoic acid or dodecanoic

acid methyl ester,



210215220 atc cca gga aga gaa aac ttt goo got got ttc aac gtt too caa cac720
lle Pro Gly Arg Glu Asn Phe Ala Ala Ala Phe Asn Val Ser Gin His 225230235
240 tac ttg goo acc aga agt tac too cag act ttt tac ttt ttg acc aac768 Tyr Leu
Ala Thr Arg Ser Tyr Ser Gin Thr Phé Jyr Phe Leu Thr Asn 245250 255 cct
aag gaa ttc aga gac tgt aac goo aag gtc cac cac ttg goo aag816 Pro Lys Glu
Pbe ArgoAsp GyscAsh Alad ysaval Hisddis LeihAla Lys 260265240 4ac &t gic

aag AAgQOa-Iig,AaC it act.cot 9?&%6}1 tc,933 gAg864 Iy £he Val Aspdys.
Ala Ley Asn Phe Thr Pro Glu Glu Leu Glu Glu 275280285 aaa too aag too,

gt (a6 Gt e Ty PAE gaa Ty Yt dag™Cad acca 12 lys Ser LY S8 ly TyrVaf
PRE Liétr TR B et vaPCys Gis Thr 290295300 aga gat cca aag gtc ttg caa
gat caa ttg ttg aac att atg gtt goo960 Arg Asp Pro Lys Val Leu Gin Asp Gin

Ley Le'»b@%”ic!'x@aM%vV@lsé@a%%%lloﬁﬂé mgrf@?%?%%ﬁ% ggeggt th
ttg too ttt got ttg ttt gaa ttg1008 Arg Asp. Thr Thr Ala.Gly Leu Leu Ser Phe
A L g T 1 P 3 A o i 42 M gag atg 19g too aag
ttg aga gaa gaa atc gaa gtt1056 Ala Arg His Pro Glu Met Trp Ser Lys Leu Arg

Gls GludlesGhisVat 3403458560 aacritidggt gtt ggt gaa gac too cgc gtt gaa gaa
att acc ttc gaal104 Asn Phe Gly Val Gly Glu Asp Ser Arg Val Glu Glu lle Thr

Phe Gl 3353603673, 900 itg aag aga;tgl gaatac iy aag,got atc Gt aac gaa, .
acc %97%)152 Ala Leu Lys Arg (}3{ysl§3llé1 Tyr Lelé}'{é/s Ala}:lle LIeu sh (Elu TE]I’

Lea 3%%@86’ person “skille in art. n particular,
suitable conditions for step b) are those that are known
by a person skilled in the art from bioconversion methods
of production of dicarboxylic acids with Candida

tropicalis.

These cultivation conditions are described for example in
WO00/017380 and WO00/015828.

Methods for isolating the w-hydroxycarboxylic acid or -
hydroxycarboxylic acid esters that formed are known by a
person skilled in the art. These are standard methods for
isolating long—-chain carboxylic acids from aqueous
solution, for example distillation or extraction, and can

for example also be found in W02009/077461.

It is advantageous to use the w-hydroxycarboxylic acids or
w—hydroxycarboxylic acid esters obtained by the method
according to the invention for the production of polymers,
in particular polyesters. Moreover, lactones can also be
produced from the w-hydroxy carboxylic acids, and can then
for example be used in their turn for the production of

polyesters.

Another advantageous use is to convert the w—

hydroxycarboxylic acids or w-hydroxycarboxylic acid esters



cgt atg tac cca tot gtt cct gtc aac ttt aga acc goo acc aga gac1200 Arg Met
Tyr Pro Ser Val Pro Val Asn Phe Arg Thr Ala Thr Arg Asp 385390395 400
acc act ttg cca aga ggt ggt ggt got aac ggt acc gac cca atc tac1248 Thr Thr
Leu Pro Arg Gly Gly Gly Ala Asn Gly Thr Asp Pro lle Tyr 405410 415 att cct
aaa ggc too act gtt got tac gtt gtc tac aag acc cac cgt1296 lle Pro Lys Gly Ser
The VabAlanTyioValkWakTye kys T ks Aeg 420425430 Hggaacgaa dac tacid

ggLaag gacgot agaggactic aga cca %9@199%%% Leu %'Hl Ty TR GlY,
Ly s Asg Ala Asn Asg Phe Arg Pro Glu Ar%ﬁ35440445 t égaa cca tot act

add aayfig ggcytgg goéﬁaf:1 gtt cca(ftcﬁ%bﬁ Sﬁe%IuCPro TRI Eys Lys"
Led Ty Pp AreTye Vet 3111re Phe 45@&55&6?@ %%%pg@“tdgg’[%calégéfmé
tgottgiggteaa caaitic gootitgact gaald4bAsoGhe Gy PraArgyab Cysiey

Gly-Gin GinRhe Ala Leu, ThrsGlu, 4654404 45 ARD, got tot tat gtg atc act aga
ttg goo cag atg ttt gaa act gtc tcal488 Ala Ser Tyr Val lle Thr Arg Leu Ala Gin

Met Phe Glu Thr Val Ser 485490 495 tot gat cca ggt ctc gaa tac cot cca cca
aad tgtattLad iy SEELS36 Sef AR BII-GHF LB ‘Gl Ty Plo PG PFEE§5 Vs
lle His Leu Thir 500805510 atglagt cac-hadgat gt gony §icaageatgtaa 1572
MetSerddisrAsn Ase &l Mal Rhe Vakhys Mets15%220 15249pi4 <2kb2162% -

<2i2> ERL <§&§5&ﬁg¢@§é@%¢%§ﬁ@@@# Met Ala Thr Gin Gly, g lle:Asp
Ser VaI Leu Pro Tyr Leu Thr Lys

oxo-group, in the course of reductive

amination.

In this context, the use of 12-hydroxy dodecanoic acid or
12-hydroxydodecanoic acid methyl ester for the production
of polymers, in particular of polyamide 12, is especially

preferred.



1510 15 Trp Tyr Thr Val lle Thr Ala Ala Val Leu Val Phe Leu lle Ser Thr
202530 Asn lle Lys Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Val Asp Pro
354045 - 32 - Pro Tyr Leu Lys Asp Ala Gly Leu Thr Gly lle Leu Ser Leu lle
Ala 505560 Ala lle Lys Ala Lys Asn Asp GlyArg Leu Ala Asn Phe Ala Asp
Glu 657075 80 Val Phe Asp Glu Tyr Pro Asn His Thr Phe Tyr Leu Ser Val Ala
Gly 85981955 Ala Leu Lys lle Val Met Thr Val Asp Pro Glu Asn lle Lys Ala Val
100105110 Leu Ala Thr Gin Phe Thr Asp Phe Ser Leu Gly Thr Arg His Ala

His 115120425 PheMa Prodewrheu Gly-Asp,GlylleRhe Thr ey Asp Glyat
Glu Gly 130135140, Trp Lys His Ser ArgéAC!a Met Leu Arg Pg&%n F;he Ala

Arg Asp Gin 145150155 160 ile Gy His Val Lys Ala Leu GIU Pro Hig'fle Gin”

lle Met Ala E§S'1651760 175G i 1le™ys Leu &SP GinBRy LS Thi PheRsg e
Gin Glu LetrPhe 180185190083 b@|uc8er 195200205 Val HiscSer kelpTyr
Asp Glu LysteuGhele Bea bt £10 AsonGlurl 0245220 HYedro Gly Ang Ghy
Asn Phe Algﬁjgﬂgiﬁl@e Asn Val Ser Gin His 225230235
A) Seq ID No. 1, Seq ID No. 3, Seqg ID No. 5, Seq
ID No. 7, Seqg ID No. 9, Seq ID No. 11, Seqg ID
No. 13, Segq ID No. 15, Seq ID No. 17, Seq ID
No. 19, Seg ID No. 21, Seqg ID No. 23, Seqg ID
No. 25, Seq ID No. 27, Seq ID No. 29, Seq ID
No. 31, Seqg ID No. 33, Seq ID No. 35, Seqg ID
No. 37, Seqg ID No. 39, Seqg ID No. 41, Seqg ID
No. 43, Seq ID No. 45, Seq ID No. 47, Seq ID
No. 49, Seqg ID No. 51, Seqg ID No. 53, Seg ID
No. 55, Seg ID No. 57, Seqg ID No. 59, Seg ID
No. 61, Seg ID No. 63, Seqg ID No. 65 and Seq
ID No. 67
B) a sequence that 1s identical to at least 80%
to one of the sequences Seq ID No. 1, Seq ID
No. 3, Seqg ID No. 5, Seq ID No. 7, Seqg ID No.
9, Seq ID No. 11, Seqg ID No. 13, Seqg ID No.
15, Seg ID No. 17, Seqg ID No. 19, Seqg ID No.
21, Seq ID No. 23, Seqg ID No. 25, Seq ID No.
27, Seq ID No. 29, Seqg ID No. 31, Seg ID No.
33, Seq ID No. 35, Seqg ID No. 37, Seq ID No.
39, Seq ID No. 41, Seqg ID No. 43, Seg ID No.
45, Seqg ID No. 47, Seqg ID No. 49, Seg ID No.
51, Seq ID No. 53, Seqg ID No. 55, Seq ID No.
57, Seq ID No. 59, Seqg ID No. 61, Seg ID No.
63, Seq ID No. 65 and Seg ID No. 67.

2. A Candida tropicalis cell according to claim 1,
characterized in that the decrease in enzymatic
activity 1s achieved by modification of a gene
comprising one of the nucleic acid sequences

stated in claim 1, the modification being selected



240 Tyr Leu Ala Thr Arg Ser Tyr Ser Gin Thr Phe Tyr Phe Leu Thr Asn
245250 255 Pro Lys Glu Phe Arg Asp Cys Asn Ala Lys Val His His Leu Ala
Lys 260265270 Tyr Phe Val Asn Lys Ala Leu Asn Phe Thr Pro Glu Glu Leu
Glu Glu 275280285 Lys Ser Lys Ser GlylPyrVal Phe Leu Tyr Glu Leu Val Lys
Gin Thr 290295300 Arg Asp Pro Lys Val Leu Gin Asp Gin Leu Leu Asn lle
Met Val Alat30831031 320165 |¢ A ASH Thr The Ala B1) Leb e sepPHeNA
Ala Leu PheGla Lee325336), 335=Atsr Avgp HistProcGlueslet TrpSes Lys Lehe

Arg Glu Gluslle Glu Val 1134 - AspRhe Gly Vah Gly lu Asprser ArgvalGl,
Glu lle Thr Bhe Glu 355360365 Ala Leu Lys Arg,Gys Gly Tyt Leu Lys-Ala i
Leu Asn Glu Thr Leu 370375380 %rg Met Tyr Pro Ser Val Pro Val Asn Phe
Arg Thr Ala' THeARG ASP 385396395 400 HHF TH Le&d BroArg Ely Gy G Afa
Asn Gly ThrAsh Pfolleibyr 408410 415 ke ProdysaGly Ser The ValrAlachar
Val Val Tyrdygithar.His Arg 420425430 Leu Glu Glu Tyr Tyr Gly Lys Asp Ala
Asn Asp Phe Arg Pro Glu Arg 435440445 Trp Phe Glu Pro Ser Thr Lys Lys

Leu Gly Trp Ala Tyr Val Pro Phe 450455460 Asn Gly Gly Pro Arg Val Cys
Lou G Ok O CPRe R LeeTs it cea ia A tng 48T IR 2,

characterized in that the foreign DNA 1is a

selection marker gene.

4. A Candida tropicalis cell according to at least
one of the preceding claims, characterized in that
the cell is blocked at least partially in its p-

oxidation.

5. A Candida tropicalis cell according to at least
one of the preceding claims, characterized in that
the Candida tropicalis cell is derived from
strains selected from the group comprising Candida
tropicalis H41l, Candida tropicalis H41B, Candida
tropicalis H51, Candida tropicalis H45, Candida
tropicalis H43, Candida tropicalis H53, Candida
tropicalis H534, Candida tropicalis 534B, Candida
tropicalis H435, Candida tropicalis ATCC20962 and
Candida tropicalis HDC100, in particular
consisting of Candida tropicalis ATCC20962 and
Candida tropicalis HDC100.

6. Use of the cells according to at least one of the
preceding claims for the production of w—
hydroxycarboxylic acids or w—hydroxycarboxylic

acid esters.

7. A method of production of a C. tropicalis cell
according to at least one of claims 1 to 5
comprising the steps:

I) preparation of a C. tropicalis cell and



Ala Ser Tyr Val lle Thr Arg Leu Ala Gin Met Phe Glu Thr Val Ser 485490 - 35
- Ser Asp Pro Gly Leu Glu Tyr Pro Pro Pro Lys Cys lle His Leu Thr
500505510 Met Ser His Asn Asp Gly Val Phe Val Lys Met 515520 <210> 5
<211> 1569 <212> DNA <213> Candida ttopicalis <220> <221> CDS
<222>(1)..(1569) <400> 5 atg act gta cac gat att atc gcc aca tac ttc acc aaa
tgg tac gtg48 Mef"PRIEVVAFATSLABp A€ 18 TAld Thf TyPPRe T8 ¢yS THETYF V4l
1510 15 ata gta cca<to fjot ttg att gottatagasgitectcgacitacttatat96 hlel¥alk

Pro Leu Ala Leu lle-Na TyrArg Mal dewpsp Ayr Bhe Byr 202530 906 aga tae
ttg atg tac aag ctt,ggf got.aaa cca ttt ttc fcagoaaa.14n4 %WAArgi'lr;yr LeruCMet Tyr

rel arciculdr

sertlion, o
Lys Leu Gly Ala Lys Pro Phe Phe Gin Lys 354045 cag aca gac ggc tgt ttc gga

tic aaa got cog ctP§aad li§ 1t aay1e2 EXF THr ASP'ERFEHE PREGIFPhELY
Ala Pro Leu Glu Leu-belrhys 565560 @agddgpage gad gyt ce Etceatatgacatc
aca ctc cag cgt atereac24@ hys Lys SetAsprialyathrokeu lle Asp Phe Thedes

Gin Arg lle His 657075.80.- 36 5,98 CIG ggt 9lcer-gat ¢ GGaagtlic acadic

ccg gtc tit tcc288 Asp.Leu Asp Arg Pro Asp lle Pro Thr Phe Thr Phe Pro Val
Phe Ser 8590 ) RNA interference and exchange of parts of

the gene with foreign DNA, in particular of

the promoter region.

8. A method of production of w-hydroxycarboxylic
acids or w-hydroxycarboxylic acid esters, in
particular of «w-hydroxycarboxylic acids or o-
hydroxycarboxylic acid esters with a chain length
of the carboxylic acid from 6 to 24 carbon atoms
and a chain length of the alcohol component of the
ester from 1 to 4 carbon atoms, in particular of
12-hydroxydodecanoic acid or 12-hydroxydodecanoic
acid methyl ester comprising the steps
a) contacting the cell according to at least one

of claims 1 to 5 with a medium comprising a
carboxylic acid or a carboxylic acid ester,

b) cultivating the cell under conditions that
enable the cell to form the corresponding w-
hydroxycarboxylic acid or w-hydroxycarboxylic
acid esters from the carboxylic acid or the

carboxylic acid ester and

c) optionally isolating the w-hydroxycarboxylic
acid or w-hydroxycarboxylic acid esters that
formed.

9. A method according to claim 8, characterized in

that cells at least partially blocked in their pB-

oxidation according to claim 5 are used.

10. Use of the w-hydroxycarboxylic acid or of the -
hydroxycarboxylic acid ester obtained Dby the



95 atc aac ctt gtc aat acc ctt gag ccg gag aac atc aag gcc atc ttg336 lle Asn
Leu Val Asn Thr Leu Glu Pro Glu Asn lle Lys Ala lle Leu 100105110 gcc act
cag ttc aac gat ttc tcc ttg ggt acc aga cac tcg cac ttt384 Ala Thr Gin Phe Asn
Asp Phe Ser Leu Gly Thr Arg His SerHis®he 115120125 gct cct ttg ttg ggt
gat ggt atc ttt acg ttg gat ggc gcc ggc tgg432 Ala Pro Leu Leu Gly Asp Gly lle
Phe Thr LeliA3p &ly ARCGRATHY 130P3512b2ady cac agE aga tct ARy ttg ab&
cca cag ttt gecodgatgaancad att480llysHis Ser Arg Ser Met Leu Arg Pro Gin
Phe Ala Arg Glu Gin lle 145150155 160 tcc cac gtc aag ttg ttg gag cca cac gtt
cag gtg ttc ttc aaa cac528 Ser His Val Lys Leu Leu Glu Pro His Val Gin Val
Phe Phe Lys His 165170 175 gtc aga aag gca cag ggc aag act ttt gac atc cag
gaa ttg ttt ttc576 Val Arg Lys Ala Gin Gly Lys Thr Phe Asp lle Gin Glu Leu
Phe Phe 180185190 aga ttg acc gtc gac tcc gcc acc gag ttt ttg ttt ggt gaa tcc
gtt624 Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val
195200205 - 37 - gag too ttg aga gat gaa tot atc ggc atg too atc aat gcg ctt
gac672 Glu Ser Leu Arg Asp Glu Ser lle Gly Met Ser lle Asn Ala Leu Asp
210215220 ttt gac ggc aag got ggc ttt got gat got ttt aac tat tog cag aat720
Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala Phe Asn Tyr Ser Gin Asn
225230235 240 tat ttg got tog aga gcg gtt atg caa caa ttg tac tgg gtg ttg
aac768 Tyr Leu Ala Ser Arg Ala Val Met Gin Gin Leu Tyr Trp Val Leu Asn
245250 255 ggg aaa aag ttt aag gag tgc aac got aaa gtg cac aag ttt got
gac816



Gly Lys Lys Phe Lys Glu Cys Asn Ala Lys Val His Lys Phe Ala Asp
260265270 tac tac gtc aac aag got ttg gac ttg acg cct gaa caa ttg gaa aag864
Tyr Tyr Val Asn Lys Ala Leu Asp Leu Thr Pro Glu Gin Leu Glu Lys
275280285 cag gat ggt tat gtg ttt ttg tac gdattg gtc aag caa acc aga gac912
Gin Asp Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gin Thr Arg Asp

290295300 aag caa gtg ttg aga gac caadig-tg;agcrate;atg gtt got ggt aga9g60
Lys Gin Val Leu Arg Asp Gin Leu Leu Asn lle Met Val Ala Gly Arg 305310315

320 gatiace aee geoaallt, ttgdog{it:gtt ttc tit gaa ttg goo agal008 Asp Thr
Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu Ala Arg 325330 - 38 -
335 aarzeca gaargit aec aac@agkitg 0eegaa gaadatt gagigaa-aag ttt1056 Asn
Pro Glu Val Thr Asn Lys Leu Arg Glu Glu lle Glu Asp Lys Phe 340345350
gga cté ggt gagddt ot Hpt gtt gaa gac att too ttt gag tog ttg1104 Gly Leu Gly
Glu Asn Ala Ser Val Glu Asp lle Ser Phe Glu Ser Leu 355360365 aag too tgt
gaa tae teraad got gtt ctc aac gaa acc ttg aga ttg1152 Lys Ser Cys Glu Tyr
Leu Lys Ala Val Leu Asn Glu Thr Leu Arg Leu 370375380 tac cca too gtg cca
cag aat it agd gltYYo Acd By @At dcfacc1200 Tyr Pro Ser Val Pro Gin Asn
Phe Q@ﬂ{é' A@ Thr Lys Asn Thr Thr 385390395 400 ctc cca aga ggt ggt ggt
aag gag,ggg ttg-dot cct gtt ttg gtg agal248 Leu Pro Arg Gly Gly Gly Lys Asp

Gly Ley Ser Prg;Yal Leu Val Arg

<213> Candida tropicalis

<220>
<221> CDS
<222> (1)..(1575)

<400> 1

atg gcc aca caa gaa att att gat tct gca ctt ccg tac ttg
aca aag 48

Met Ala Thr Gln Glu Ile Ile Asp Ser Ala Leu Pro Tyr Leu
Thr Lys

1 5 10

15

tgg tat act gtt atc act tta gca gct ttg gtt ttc tta att

tca tct 96
Trp Tyr Thr Val Ile Thr Leu Ala Ala Leu Val Phe Leu Ile
Ser Ser

20 25 30

aat att aaa aat tac gtc aag gct aag aag ttg aaa tgc aga

gat cct 144
Asn Ile Lys Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Arg
Asp Pro

35 40 45

cca tat ttc aaa gga gcc ggt tgg aca ggt att agt cca tta

att gaa 192
Pro Tyr Phe Lys Gly Ala Gly Trp Thr Gly Ile Ser Pro Leu
Ile Glu

50 55 60

att att aaa gtt aaa ggt aat ggt aga ttg gca aga ttt tgg
ccg ata 240



405410 415 aag ggt cag acc gtt att tac ggt gtc tac gca goo cac aga aac
ccal296 Lys Gly Gin Thr Val lle Tyr Gly Val Tyr Ala Ala His Arg Asn Pro
420425430 got gtt tac ggt aag gac got ctt gag ttt aga cca gag aga tgg ttt1344
Ala Val Tyr Gly Lys Asp Ala Leu Glu Phé&®Arg Pro Glu Arg Trp Phe

55440415 430 020 o 280 g2 a0 o0L0 SR ate oo

450425460 - 39 - ggt cca aga ate tgt ttg gga cag cag ttt ggo ttg aca gaa got
tog144® Gly Pro Arg lle Cys Leu Gly Gin Gin Phe Ala Leu Thr Glu Ala Ser
465470475 480 tat gtc act gtc agg ttg ctc cag gag ttt gca cac ttg tot atg
gacl488 Tye Val dhrokal Argelew tedGinGdu Phe AlecHis keu Serdvet Asp
485490 495tcca gac atgdgaa tat cca cct aag aaa atg tog cat ttg acc atg
tog1536sP i ASPHENAGH Ayp PTo Prodyshlsys NMiet SérrHeed Thridét Ser
5005053510 £ttt ttc gac ggt goo aat att gag atg tat tag 1569 Leu Phe Asp Gly
Ala Asn lle Glu Met Tyr 585520 <210> 6 <211> 52228212> PRT <213>
Candfitfa tropicalis <400> 6 Met Thr Val His Asp lle lle Ala Thr Tyr Phe Thr
Lys Trp Tyr Val 1510 15 lle Val Pro Leu AIa Leu IIe AIa T i Ar Val Leu ASP

aaa atc gt tg gt aa aa
Tyr Pﬂ% 336
Gly Ala Leu Lys Ile Val Leu Thr Val Ile Gln Glu Asn Ile
Lys Ala
100 105 110

gtt ttg gct act caa ttt act gat ttc tcc tta ggt act aga

cat gcc 384
Val Leu Ala Thr Gln Phe Thr Asp Phe Ser Leu Gly Thr Arg
His Ala

115 120 125

cat ttc tat cca tta tta ggt gat ggt att ttt act ttg gat

ggt gaa 432
His Phe Tyr Pro Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp
Gly Glu

130 135 140

ggt tgg aaa cat agt aga gct atg ttg aga cca caa ttt gct

aga gat 480

Gly Trp Lys His Ser Arg Ala Met Leu Arg Pro Gln Phe Ala
Arg Asp

145 150 155

160

caa att ggt cat gtt aaa gct ttg gaa cca cat att caa atc

ttg gct 528
Gln Ile Gly His Val Lys Ala Leu Glu Pro His Ile Gln Ile
Leu Ala
165 170
175

aaa caa atc aaa ttg aat aaa ggt aaa act ttt gat att caa

gaa ttg 576
Lys Gln Ile Lys Leu Asn Lys Gly Lys Thr Phe Asp Ile Gln
Glu Leu

180 185 190

ttt ttc aga ttt act gtt gat act gct act gaa ttc ttg ttt



Gly Arg Tyr Leu Met Tyr Lys Leu Gly Ala Lys Pro Phe Phe Gin Lys 354045 -
40 - Leu Lys 505560 Lys Lys Ser Asp Gly Thr Leu lle Asp Phe Thr Leu Gin
Arg lle His 657075 80 Asp Leu Asp Arg Pro Asp lle Pro Thr Phe Thr Phe Pro
Val Phe Ser 8590 95 lle Asn Leu Val AsATThr Leu Glu Pro Glu Asn lle Lys
Ala lle Lgu 10010511 gjla Thr Gin Phe Asn Asp Phe Ser Leu Gly Thr Arg
His Sef His Phe, 115190125 Al ProjLeu Leu Gly Asp Sl le Rhe Thr Ley,
Asp Gly.Ala,Gly Trp 130135140 Lys His Ser Arg Ser Met Leu Arg Pro Gin
Phe Ala Arg Gly &in lle 145150155 160 SeygHis Val Lys Leu Leu Gjy $ro His
Val Gin Val Phe Phe Lys His 165170 175 Val Arg Lys Ala Gin Gly Lys Thr
Phe Asp lletGincalu Leu Rhe;Phetl 80185100 Axg LetaThiyYabAsp&er Ala:
Thr Gla#heakteu Phe &Iy Glu Ser Val 195200205 - 41 - Glu Ser Leu Arg Asp
Glu S&xilevgly Net Serrdld-AsnTAla LLep ASp R 10215220 Phe Asi Gly byShala
Gly PhecAlasAsp Ala Phe Asn Tyr Ser Gin Asn 225230235 240 Tyr Leu Ala
Ser Arg AlaMal Met Gin Gin Leu TyF¥#p Val Leu Asn 245250455

gaa att cca ggt aga gat aat ttt gca act gct ttt aac act

tct caa 720

Glu Ile Pro Gly Arg Asp Asn Phe Ala Thr Ala Phe Asn Thr
Ser Gln

225 230 235

240

cat tat ttg gct acc aga aca tac tcc caa act ttc tac ttt

tta act 768
His Tyr Leu Ala Thr Arg Thr Tyr Ser Gln Thr Phe Tyr Phe
Leu Thr
245 250
255

aac cct aag gaa ttt aga gac tgt aat gct aaa gtt cat tac

ttg gct 816
Asn Pro Lys Glu Phe Arg Asp Cys Asn Ala Lys Val His Tyr
Leu Ala

260 265 270

aaa tat ttt gtc aat aaa gct ttg aat ttc act ccg gaa gaa

att gaa 864
Lys Tyr Phe Val Asn Lys Ala Leu Asn Phe Thr Pro Glu Glu
Ile Glu

275 280 285

gaa aag tcc aaa tct ggt tat gtt ttc ttg tat gaa ttg gtt

aaa caa 912
Glu Lys Ser Lys Ser Gly Tyr Val Phe Leu Tyr Glu Leu Val
Lys Gln

290 295 300

acc aga gat cca aaa gtt tta caa gat caa tta ttg aac att

atg gtt 960

Thr Arg Asp Pro Lys Val Leu Gln Asp Gln Leu Leu Asn Ile
Met Val

305 310 315

320

gcc ggt aga gat acc act gct ggt tta tta tca ttt gca atg



Gly Lys Lys Phe Lys Glu Cys Asn Ala Lys Val His Lys Phe Ala Asp
260265270 Tyr Tyr Val Asn Lys Ala Leu Asp Leu Thr Pro Glu Gin Leu Glu
Lys 275280285 Gin Asp Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gin Thr
Arg Asp 290295300 Lys Gin Val Leu ArgAsp Gin Leu Leu Asn lle Met Val
Ala Gl)é@r 5)053103%5223%20 Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe
Phe GIiLLel Ala Argi25330 335 Asqy Bro. GluVal Thr AsiLLYS Leu A Gly
Glu llg;GIUASpP Lys Phe - 42 - Gly Leu Gly Glu Asn Ala Ser Val Glu Asp lle
Ser Phe Glu Ser Leu 355360365 Lys Ser Cys Glu Tysdeu Lys Ala Val Leu
Asn GlusThr Leu Arg Leu 370375380 Tyr Pro Ser Val Pro Gin Asn Phe Arg
Val Ala Thr Lys Asn Thr Thr 385390395 400 Leu Pro Arg Gly Gly Gly Lys
Asp Glya eirSendrroddal leewn Vah Arg 405449 413 LysGlytGinedhr Yahllgayr
Gly Vat Tyg&da Ala Hi§ Xrg Asn Pro 420425430 Ala Val Tyr Gly Lys Asp Ala
Leu GlatPRd Ar§ProiGiu Rrg T¢p PHe 4354280445 GlusPreeGIRThr Es 1Gku
Leu GiyeTrp'Ala Phe Leu Pro Phe Asn Gly 450455460 Gly Pro Arg lle Cys
Leu Gly Gin Gin Phe A4 Leu Thr Glu Ala Ser 465470475 480 Tyr Val T%P\%I
Arg Leu Leu Gin Glu Phe Ala His Leu Ser Met Astp 485490 495
gtt aac ttt ggt gtt t a gaa t cgt gtt ga

ggt ga c t a gaa att
act ttt 1104
Val Asn Phe Gly Val Gly Glu Glu Ser Arg Val Glu Glu Ile
Thr Phe
355 360 365

gaa tct ttg aag aga tgt gaa tac ttg aaa gct att ctt aat

gaa act 1152
Glu Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala Ile Leu Asn
Glu Thr

370 375 380

ttg cgt atg tat cct tct gtt cca gtt aat tcc aga aca gcc

act aga 1200

Leu Arg Met Tyr Pro Ser Val Pro Val Asn Ser Arg Thr Ala
Thr Arg

385 390 395

400

gat acc aca tta cca aga ggt ggt ggt cca aat ggt act gat

cca att 1248
Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn Gly Thr Asp
Pro Ile
405 410
415

ttt att cca aag ggt tcc act gtt gct tat att gtt tac aaa

act cat 1296
Phe Ile Pro Lys Gly Ser Thr Val Ala Tyr Ile Val Tyr Lys
Thr His

420 425 430

cgt tta gaa gaa tat tat ggt aaa gat gct gat gat ttc aga

cca gaa 1344
Arg Leu Glu Glu Tyr Tyr Gly Lys Asp Ala Asp Asp Phe Arg
Pro Glu

435 440 445

aga tgg ttt gaa cca tca act aaa aag tta ggt tgg gct tat



- 43 - 500505510 Leu Phe Asp Gly Ala Asn lle Glu Met Tyr 515520 <210> 7
<211> 1569 <212> DNA <213> Candida tropicalis <220> <221> CDS
<222>(1)..(1569) <400> 7 atg act gca cag gat att atc gcc aca tac atc acc aaa
tgg tac gtg48 Met Thr Ala GIn Asp lle e?®la-Thr Tyr lle Thr Lys Trp Tyr Val
1510 ],?tatgc%ta cca %ng ct ttg att gct tat agg gtc ctc gac tac ttt tac96 lle Val
Pro Lgti Ala et lle Ala Mys Ara.Val Ley Asp.Ty Bhe Ty 202%30,09¢ 20 (ac
ttg atg tac aag ctt ggt gct aaa ccg ttt ttc cag aaald4 Gly Arg Tyr Leu Met Tyr
Lys Leu GlysAla Lys Pro Phe Phe Glpskys 354045 caa aca gagqigt tat ttc gga
ttc aaa gct cca ctt gaa ttg tta aaal92 GIn Thr Asp Gly Tyr Phe Gly Phe Lys
Ala Pta t essGlubeudet kys585560@agaag agh gagggiaccete atatgag-tic
act ctetgagaegt atc caa4D Lys Lys Ser Asp Gly Thr Leu lle Asp Phe Thr Leu
Glu ArgdlerGin 6570%5 8P radArtit foo288/Ald-Eeu@Asn Atg PrdrASH He Fra
Thr PhelTRRPhe Pro lle Phe Ser 8590 95 atc aac ctt atc ago acc ctt gag ccg
gag aHt atc aag got atc ttg336 fiéCAsn Leu lle Ser Thr Leti’&lu Pro Glu Asn
lle Lys%Qa lle Leu 100105110

gaa gct tct tat gtt att acc aga ttg gta caa atg ttt gaa

act gtt 1488
Glu Ala Ser Tyr Val Ile Thr Arg Leu Val Gln Met Phe Glu
Thr Val
485 490
495

tct tct ccc cca gat gtt gaa tac cct cca cca aaa tgt att

cat ttg 1536
Ser Ser Pro Pro Asp Val Glu Tyr Pro Pro Pro Lys Cys Ile
His Leu

500 505 510

act atg agt cat gat gat ggt gtt ttc gtt aaa atg taa

1575

Thr Met Ser His Asp Asp Gly Val Phe Val Lys Met
515 520

<210> 2

<211> 524

<212> PRT

<213> Candida tropicalis
<400> 2

Met Ala Thr Gln Glu Ile Ile Asp Ser Ala Leu Pro Tyr Leu
Thr Lys

1 5 10

15

Trp Tyr Thr Val Ile Thr Leu Ala Ala Leu Val Phe Leu Ile
Ser Ser
20 25 30

Asn Ile Lys Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Arg
Asp Pro



goo acc cag ttc aac gat ttc too ttg ggc acc aga cac tog cac ttt384 Ala Thr Gin
Phe Asn Asp Phe Ser Leu Gly Thr Arg His Ser His Phe 115120125 got cct ttg
ttg ggc gat ggt atc ttt acc ttg gac ggt goo ggc tgg432 Ala Pro Leu Leu Gly Asp
Gly lle Phe Thr Leu Asp Gly Ala Gly Trp280135140 aag cac ago aga tot atg
ttg aga cca cag §%goo aga gaa cag att480 Lys His Ser Arg Ser Met4|5eu Arg
Pro Gin Phe Ala Arg Glu Gin lle 145150155 160 too cac gtc aag ttg ttg gag
cca cac atg cag gtg ttc ttc aag cac528 Ser His Val Lys Leu Leu Glu Pro His
Met GinVakRheRhe Lys tis 1651701172 gf¢ aga aag,g6a caga9c-aag act tit
gac atq saagaa ttg ttt ttc576 Val Arg Lys Ala Gin Gly Lys Thr Phe Asp lle Gin
Glu Leu Phe Phe 180185190 aga ttg acc gtc gac too goo act gag ttt ttg ttt ggt
gaa too gtt624 Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu
Ser Val 195200205 - 45 - ctt gac672 Glu Ser Leu Arg Asp Glu Ser lle Gly
Met Serdlel AsnlAla eu Asp2 10215220 fit gaé geclaay §oBghe Ut Yot gatrgot
ttt aa€¥&c td¢cag aac720 Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala Phe Asn
Tyr SBr Gin Asn 225230235 240 tat ttg got tog aga geg gitatg caa caa ttg tac
tgg gt%ottg aac768 Tyr Leu Ala Ser Arg Ala Val Met Gin Gin Leu Tyr Trp Val
Leu Asn 245250 255 ggg aaa aag ttt aag gag tgc aac got aaa gtg cac aag ttt
got gac81a Gly Lys Lys Phe Lys Glu.CysAsn AlaLys ValiHlis Lys Rhe Ala,
Asp 26026p270 tat tac gtc ago aag got ttg gac ttg aca cct gaa caa ttg gaa
aag864 Tyr Tyr Val Ser Lyg;Ala Leu Asp Leu Thr PrgpyGlu Gin Leu Glu Lys

95

Gly Ala Leu Lys Ile Val Leu Thr Val Ile Gln Glu Asn Ile
Lys Ala
100 105 110

Val Leu Ala Thr Gln Phe Thr Asp Phe Ser Leu Gly Thr Arg
His Ala
115 120 125

His Phe Tyr Pro Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp
Gly Glu
130 135 140

Gly Trp Lys His Ser Arg Ala Met Leu Arg Pro Gln Phe Ala
Arg Asp

145 150 155

160

Gln Ile Gly His Val Lys Ala Leu Glu Pro His Ile Gln Ile
Leu Ala

165 170
175

Lys Gln Ile Lys Leu Asn Lys Gly Lys Thr Phe Asp Ile Gln
Glu Leu
180 185 190



275280285 cag gat ggt tat gtg ttc ttg tac gag ttg gtc aag caa acc aga gac912
Gin Asp Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gin Thr Arg Asp
290295300 agg caa gtg ttg aga gac cag ttg ttg aac atc atg gtt goo ggt aga960
Arg Gin Val Leu Arg Asp Gin Leu LeuAS? lle Met Val Ala Gly Arg 305310315
320 gac acc acc goo ggt ttg ttg tog ttt gtt ttc ttt gaa ttg goo agal008 Asp Thr

Thr Ala Gly | eu,Leu Ser Phe Vil Phe Bhe Glu,Leu Ala Arg 325330, 5 465,

aac cgg)gqglgtg acc aac aag ttg aga gaa gaa atc gag gac aag ttt1056 Asn
Pro Glu Val ThriAsn Lys Leu Arg Glu GludleyGlu Asp Lys Phe 340345350 ggt
ctt ggt gag aat got cgt gtt gaa gac att too ttt gag tog ttg1104 Gly Leu Gly Glu
Asn Ala Arg Val Glu Asp lle Ser Phe Glu Ser Leu 355360365 aag tca tgt gaa
tac ttgaagvgdt gt stccaac gaa act:ittghagadtgl 152sLys Sek CysiGiu Fyp Lebir
Lys Ata&¥atseu Asn Glu Thr Leu Arg Leu 370375380 tac cca too gtg cca cag
aat ttc aga“gtf goo acc aaa aac act act1200 Tyr Pro Ser Val Pt8Gin Asn Phe
Arg Val Ala Thr Lys Asn Thr Thr 385390395 400 ctt cca agg gga ggt ggt aag
gac ggg tta tot cct gtt ttg gtc agal248 Leu Pro Arg Gly Gly Gly Lys Asp Gly

Leu SEFPro-¥af E8u Val Arg%U0s#16'3157a4y Gtcdd act gt afg tde°ggt'dte

tac g(it‘;rog cac aga aac cca12§§ d_ys Gly Gin Thr Val M(—‘étgéyr Gly Val Tyr Ala

Ala His, Arg Asn Pro

His Tyr Leu Ala Thr Arg Thr Tyr Ser Gln Thr Phe Tyr Phe
Leu Thr

245 250
255

Asn Pro Lys Glu Phe Arg Asp Cys Asn Ala Lys Val His Tyr
Leu Ala
260 265 270

Lys Tyr Phe Val Asn Lys Ala Leu Asn Phe Thr Pro Glu Glu
Ile Glu
275 280 285

Glu Lys Ser Lys Ser Gly Tyr Val Phe Leu Tyr Glu Leu Val
Lys Gln
290 295 300

Thr Arg Asp Pro Lys Val Leu Gln Asp Gln Leu Leu Asn Ile
Met Val

305 310 315

320

Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala Met
Phe Glu

325 330
335

Leu Ala Arg His Pro Glu Ile Trp Ser Lys Leu Arg Glu Glu



420425430 got gtc tac ggt aag gac goo ctt gag ttt aga cca gag agg tgg
ttt1344 Ala Val Tyr Gly Lys Asp Ala Leu Glu Phe Arg Pro Glu Arg Trp Phe
435440445 gag cca gag aca aag aag Ctt ggc tgg goo ttc ctt cca ttc aac
ggt1392 Glu Pro Glu Thr Lys Lys LeuGlg6Trp Ala Phe Leu Pro Phe Asn Gly
4504%%6%1- 47 - got tog1440 Gly Pro Arg lle Cys Leu Gly Gin Gin Phe Ala
Leu THr GIU Ala Ser 463470475 480 tat gtc actgtc aga ttg ctc caa gag tif gga
cac ttg tot atg gac1488 Tyr Val Thr Val Arg Leu Leu Gin Glu Phe Gly His Leu
Ser Met Asp 485490 495 ccc aac acc gaa tat cca cct agg aaa atg tog cat ttg
acc atg toakh36Reo Asp Tan Glu Jye Rrodire Aegy-Lys Met-Sehis teu Thre
Met Ser:500&05510 ctt ttc gac ggt goo aac att gag atg tat tag 1569 Leu Phe
Asp Gly Ala Ass fie Glu Met Tyr 515520 €310> 8 <211> 522 <2123FPRT
<213> Candida tropicalis <400> 8 Met Thr Ala Gin Asp lle lle Ala Thr Tyr lle
Thr Lys Trp Tyr Val 1510 15 lle Val Pro Leu Ala Leu lle Ala Tyr Arg Val Leu
Asp B PRETYE202580 GRAAKY TyFLBuMEt FPPLYS EebilGly AR Lys PRS
Phe PH& Gifi'Lys 354045 Gin Thr A530 Gly Tyr Phe Gly Phe Lys Ala Pro Leu
Glu Leu Lel/ Pys 505560 75 380

Leu Arg Met Tyr Pro Ser Val Pro Val Asn Ser Arg Thr Ala
Thr Arg

385 390 395

400

Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn Gly Thr Asp
Pro Ile

405 410
415

Phe Ile Pro Lys Gly Ser Thr Val Ala Tyr Ile Val Tyr Lys
Thr His
420 425 430

Arg Leu Glu Glu Tyr Tyr Gly Lys Asp Ala Asp Asp Phe Arg
Pro Glu
435 440 445

Arg Trp Phe Glu Pro Ser Thr Lys Lys Leu Gly Trp Ala Tyr
Val Pro
450 455 460

Phe Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala
Leu Thr

465 470 475

480

Glu Ala Ser Tyr Val Ile Thr Arg Leu Val Gln Met Phe Glu
Thr Val

485 490
495



- 48 - Lys Lys Ser Asp Gly Thr Leu lle Asp Phe Thr Leu Glu Arg lle Gin
657075 80 Ala Leu Asn Arg Pro Asp lle Pro Thr Phe Thr Phe Pro lle Phe Ser
8590 95 lle Asn Leu lle Ser Thr Leu Glu Pro Glu Asn lle Lys Ala lle Leu
100105110 Ala Thr Gin Phe Asn Asp Ph&’Ser Leu Gly Thr Arg His Ser His
Phe 115120125 Ala Pro Leu Leu Gly Asp Gly lle Phe Thr Leu Asp Gly Ala
Gly Trp 130135140 Lys His Ser Arg Ser Met Leu Arg Pro Gin Phe Ala Arg
Glu Giales145150155 36030k His Vall yg LepLeipClu g HigMet Gin 1o
Phe Rhe LysHis 165170 175 Val Arg Lys Ala Gin Gly Lys Thr Phe Asp lle
Gin Glu Leu Phe Phe 380185190 Arg Leu Thratgd Asp Ser Ala Thr Glu Rhe
Leu Phe Gly Glu Ser Val 195200205 - 49 - Glu Ser Leu Arg Asp Glu Ser lle
Gly Met Ser lle Asn Ala Leu Asp 210215220 Phe Asp Gly Lys Ala Gly Phe
Ala ASprAldsRhe Asnilyr Bep GisASHL22523023% 2491 Tyrvse@ta Ser Arg
Ala Val Met GinSGin Leu Tyr Trp Val Leu A&k 245250 255 Gly Lys Lys Phe
Lys Glu Cys Asn Ala Lys Val His Lys Phe Ala Asp 260265270 Tyr Tyr Val Ser
Lys Ala Leu Asp Leu Thr Pro Glu Gin Leu Glu Lys 275280285 Gin Asp Gly
Tyr Vég ﬁie L%Léj,’gr Glu Leu Val Lys Gin Thr Arg Asp

<212> DNA
<213> Candida tropicalis

<220>
<221> CDS
<222> (1)..(1572)

<400> 3

atg gcc aca caa gaa atc atc gat tct gta ctt ccg tac ttg
acc aaa 48

Met Ala Thr Gln Glu Ile Ile Asp Ser Val Leu Pro Tyr Leu
Thr Lys

1 5 10

15

tgg tac act gtg att act gca gca gta tta gtc ttc ctt atc

tcc aca 96
Trp Tyr Thr Val Ile Thr Ala Ala Val Leu Val Phe Leu Ile
Ser Thr

20 25 30

aac atc aag aac tac gtc aag gca aag aaa ttg aaa tgt gtc

gat cca 144
Asn Ile Lys Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Val
Asp Pro

35 40 45

cca tac ttg aag gat gcc ggt ctc act ggt att ctg tct ttg

atc gcc 192
Pro Tyr Leu Lys Asp Ala Gly Leu Thr Gly Ile Leu Ser Leu
Ile Ala

50 55 60

gcc atc aag gcc aag aac gac ggt aga ttg gct aac ttt gcc
gat gaa 240

Ala Ile Lys Ala Lys Asn Asp Gly Arg Leu Ala Asn Phe Ala
Asp Glu



290295300 Arg Gin Val Leu Arg Asp Gin Leu Leu Asn lle Met Val Ala Gly Arg
305310315 320 Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu
Ala Arg 325330 335 Asn Pro Glu Val Thr Asn Lys Leu Arg Glu Glu lle Glu
Asp Lys Phe 340345350 - 50 - 355360365 Lys Ser Cys Glu Tyr Leu Lys Ala
Val ng Asn Glu Thr Leu Arg Lg 370375380 Tyr Pro Se Val Pro GIn Asn
Phe Arg Val Ala Thr Lys Asn Thr Thr 385390395 400 Leu ?Dro Arg Gly Gly
Gly Lys Asp Gly Leu Ser Pro Val Leu Val Arg 405410 415 Lys Gly GIn Thr
Val MatTwrGlygval TwAlsAlacHis Arg AsnPro-420425430 Ala Yal Jyr Sly
Lys AspAlggteu Glu Pl Arg Pro Glu Arg Trp Phe 435440445 Glu Pro Glu
Thr Lys LysHeew&ly d1p AlaPhe-ben ProdR ke Asn Ghe450455460 Gly Rrol
Arg llel@GyssLeu Gly GIn GIn Phe Ala Leu Thr Glu Ala Ser 465470475 480 Tyr
Val Thr Val Arg Leu Leu Glh Glu Phe Gly His Leu S&¢ Met Asp 485490 495
Pro Ash Thr Glu Tyr Pro Pro Arg Lys Met Ser His Leu Thr Met Ser - 51 - Leu

Phe Asp Gly Ala Asn lle Glu Met Tyr 515520 <210> 9
gct ttg aag att gtc atg act gtt gac cca gaa aac atc aag

gct gtc 336
Ala Leu Lys Ile Val Met Thr Val Asp Pro Glu Asn Ile Lys
Ala Val

100 105 110

ttg gcc acc caa ttc act gac ttc tcc ttg ggt acc aga cac

gcc cac 384
Leu Ala Thr Gln Phe Thr Asp Phe Ser Leu Gly Thr Arg His
Ala His

115 120 125

ttt gct cct ttg ttg ggt gac ggt atc ttc acc ttg gac gga

gaa ggt 432
Phe Ala Pro Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp Gly
Glu Gly

130 135 140

tgg aag cac tcc aga gct atg ttg aga cca cag ttt gct aga

gac cag 480

Trp Lys His Ser Arg Ala Met Leu Arg Pro Gln Phe Ala Arg
Asp Gln

145 150 155

160

att gga cac gtt aaa gcc ttg gaa cca cac atc caa atc atg

gct aag 528
Ile Gly His Val Lys Ala Leu Glu Pro His Ile Gln Ile Met
Ala Lys
165 170
175

cag atc aag ttg aac cag gga aag act ttc gat atc caa gaa

ttg ttc 576
Gln Ile Lys Leu Asn Gln Gly Lys Thr Phe Asp Ile Gln Glu
Leu Phe

180 185 190

ttt aga ttt acc gtc gac acc gct act gag ttc ttg ttt ggt
gaa tcc 624
Phe Arg Phe Thr Val Asp Thr Ala Thr Glu Phe Leu Phe Gly



<211> 1623 <212> DNA <213> Candida tropicalis <220> <221> CDS
<222>(1)..(1623) <400> 9 atg tcg tct tct cca tcg ttt gcc caa gag gtt ctc gct acc
act agt48 Met Ser Ser Ser Pro Ser Phe Ala Gin Glu Val Leu Ala Thr Thr Ser
1510 15 cct tac atc gag tac ttt ctt gac aaéac acc aga tgg tac tac ttc96 Pro
Tyr II%lCISJIuS'Qér Phe Leu Asp Asn Tyr Thr Arg Trp Tyr Tyr Phe 202530 ata cct
ttg gtg ctt ctt tcg; g aac tit ata agt ttg ctc cag acala4 lle Pro Leu VaJ Leu Leu
Ser Leu Asn Phe lle Ser Leu Leu His Thr 354045 agg tac ttg gaa cgc agg ttc
cac gge-aag,eca cic ggtaac it giel92Arg Jyr Ley GhtArg Arg Rhe His Ala
Lys Psad ewsGly Asn Rhe Val 505560 agg gac cct acg ttt ggt atc gct act ccg
ttg ctitig ate tacstg246 Argyasp Bso dhr RRe GlydlecAka ThePra beuH:ewrkeu
lle Tyrdreucs857075 80 aag tcg aaa ggt acg gtc atg aag ttt gct tgg ggc ctc tgg
aac aac28810ys Ser Lys Gly Thr Val2Met Lys Phe Ala Trp Gly 12 Trp - 52 -
Asn Asn 8590 95 aag tac atc gtc aga gac cca aag tac aag aca act ggg ctc
agg atf336°cys Wﬁllé%l% A3 ProLy& FyPEYs TRF Thr GlgadewAkg Hec
100165216 Yt ggc ctc’éEa ttg att gaa acc atg gac cca gag aac atc aag gct3s4
Vol Oy el Protd T G T Mot MG i e s AT

gtt ttgzg(gt Act cag ttc aat gat ttc fct,ttg gga acc aga cac gat432
240

tac ttg gcc acc aga agt tac tcc cag act ttt tac ttt ttg

acc aac 768
Tyr Leu Ala Thr Arg Ser Tyr Ser Gln Thr Phe Tyr Phe Leu
Thr Asn
245 250
255

cct aag gaa ttc aga gac tgt aac gcc aag gtc cac cac ttg

gcc aag 816
Pro Lys Glu Phe Arg Asp Cys Asn Ala Lys Val His His Leu
Ala Lys

260 265 270

tac ttt gtc aac aag gcc ttg aac ttt act cct gaa gaa ctc

gaa gag 864
Tyr Phe Val Asn Lys Ala Leu Asn Phe Thr Pro Glu Glu Leu
Glu Glu

275 280 285

aaa tcc aag tcc ggt tac gtt ttc ttg tac gaa ttg gtt aag

caa acc 912
Lys Ser Lys Ser Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys
Gln Thr

290 295 300

aga gat cca aag gtc ttg caa gat caa ttg ttg aac att atg

gtt gcc 960

Arg Asp Pro Lys Val Leu Gln Asp Gln Leu Leu Asn Ile Met
Val Ala

305 310 315

320

gga aga gac acc act gcc ggt ttg ttg tcc ttt gct ttg ttt
gaa ttg 1008
Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala Leu Phe



Val Leu Ala Thr Gin Phe Asn Asp Phe Ser Leu Gly Thr Arg His Asp
130135140 ttc ttg tac tcc ttg ttg ggt gac ggt att ttc acc ttg gac ggt gct480 Phe
Leu Tyr Ser Leu Leu Gly Asp Gly lle Phe Thr Leu Asp Gly Ala 145150155
160 ggc tgg aaa cat agt aga act atg ttg atfa cca cag ttt gct aga gaa528 Gly
Trp Léﬁ HIE Ser Arg Thr Met Leu Arg Pro Gin Phe Ala Arg Glu 165170 175
cag gtt tct cac gtc aag ttg tfg.gag cca cac gtt cag gtg it¢ ttc576 Gin Val Ser
His VakLys Leu Leu Glu Pro His Val Gin Val Phe Phe 180185190 aag cac gtt
aga aag cac cgc ggt caa acg ttc gac atc caa gaa ttg624 Lys His Val Arg Lys
His Agg Gly &incEy Rhe Aspylle GindGly kew 1952002954t ttg a99.tia asec
gtc gae tcaygec acc gagsic ttg tit ggt gag672 Phe Phe Arg Leu Thr Val Asp
Ser Aa IhxsluiRbe Rewu Rhe 638 -Gly Ghir210215220 totgatigadioo ftge
agg gaktugda ot att gga ttg acc cca acc acc720 Ser Ala Glu Ser Leu Arg Asp
Glu Ser lle Gly Leu TH®Pro Thr Thr 225230235440 aag gat ttc gat ggc a§a

aga gat ttc got gac got ttc aac tat tog768 Lys Asp Phe Asp Gly Arg Arg Asp
Phe ARASp AIE %egﬁén@'l%}? SErP2 #5550 955 CHg Al taticad’§6o Tt aga‘tit

ttg tt t&&a a a tac %ﬁ Gin Thr Tyr Gin Ala Tyr Arg Phe Leu Leu
Gin (%3 % Ye 6%565‘%(‘) {%g Raf gt ggc%o g\za-t[ttc aga £ag gg a%et got
gtc gtg cac aag§gt§64 Leu Asn Gly Ser Gly.Fhe Arg Lys Ser lle Ala\al Val
His Lys Phe 275280285 got gac cac tat gtg caa aag got ttg gag ttg acc gac
gat gae #9912 AlaAsp His Jyr yal Gindys-Alakeu Glu Law Thr AspAsp Asp
Leu acc ttg 1152

Ala Leu Lys Arg Cys Glu Tyr Leu Lys Ala Ile Leu Asn Glu

Thr Leu
370 375 380

cgt atg tac cca tct gtt cct gtc aac ttt aga acc gcc acc

aga gac 1200

Arg Met Tyr Pro Ser Val Pro Val Asn Phe Arg Thr Ala Thr
Arg Asp

385 390 395

400

acc act ttg cca aga ggt ggt ggt gct aac ggt acc gac cca

atc tac 1248
Thr Thr Leu Pro Arg Gly Gly Gly Ala Asn Gly Thr Asp Pro
Ile Tyr
405 410
415

att cct aaa ggc tcc act gtt gct tac gtt gtc tac aag acc

cac cgt 1296
Ile Pro Lys Gly Ser Thr VvVal Ala Tyr Val Val Tyr Lys Thr
His Arg

420 425 430

ttg gaa gaa tac tac ggt aag gac gct aac gac ttc aga cca

gaa aga 1344
Leu Glu Glu Tyr Tyr Gly Lys Asp Ala Asn Asp Phe Arg Pro
Glu Arg

435 440 445

tgg ttt gaa cca tct act aag aag ttg ggc tgg gct tat gtt
cca ttc 1392
Trp Phe Glu Pro Ser Thr Lys Lys Leu Gly Trp Ala Tyr Val



290295300 cag aaa caa gac ggc tat gtg ttc ttg tac gag ttg got aag caa acc960
Gin Lys Gin Asp Gly Tyr Val Phe Leu Tyr Glu Leu Ala Lys Gin Thr
305310315 320 aga gac cca aag gtc ttg aga gac cag tta ttg aac att ttg gtt
go01008 Arg Asp Pro Lys Val Leu Arg Asp Gin Leu Leu Asn lle Leu Val Ala
3253%0 335 - 54 - Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Tyr
Glu Leu 3%45350 tca aga aac cct gag gtg ttt got aag ttg aga, ggg gag gtg
gaa aacl1104 Ser Arg Asn Pro Glu Val Phe Ala Lys Leu Arg Glu Glu Val Glu
Asn 35360365, a9a Ht 99aLIC gt gag-gaa got et giiDaa gag@ic eg tit o
gagl1152 AygPhe Gly Lew Gly Glu Glu Ala Arg Val Glu Glu lle Ser Phe Glu
370375380 190 Huyaay totagygag 1ac g aag 9ol gtcatc aahgaaaceitgi200
Ser Lend ysl8er Cys Glu Tyr Leu Lys Ala Val lle Asn Glu Thr Leu 385390395
400 ag@dttg tac cca tog gtt cca é86 aac ttt aga gtt got acc4dda aac1248 Arg
Leu T3#Pro Ser Val Pro His Asn Phe Arg Val Ala Thr Arg Asn 405410 415

act acc ctc cca aga ggt ggt ggt gaa gat gga tac tog cca att gtc1296 Thr Thr
Leu F%%A\Fgcélﬁét}y@g %@IECA%EI;‘?‘@T?H%& Pro11& VAl 299425436%tc Halg
aag a tc a att got acc cac agal344 Val Lys Lys Gl
GIn Vaaila%\? yr g%r Va ﬁe% ﬁ?fqﬂls Krg AR 8} Het PLEYe O thr
485 490
495

tct gat cca ggt ctc gaa tac cct cca cca aag tgt att cac

ttg acc 1536
Ser Asp Pro Gly Leu Glu Tyr Pro Pro Pro Lys Cys Ile His
Leu Thr

500 505 510

atg agt cac aac gat ggt gtc ttt gtc aag atg taa

1572

Met Ser His Asn Asp Gly Val Phe Val Lys Met
515 520

<210> 4

<211> 523

<212> PRT

<213> Candida tropicalis
<400> 4

Met Ala Thr Gln Glu Ile Ile Asp Ser Val Leu Pro Tyr Leu
Thr Lys

1 5 10

15

Trp Tyr Thr Val Ile Thr Ala Ala Val Leu Val Phe Leu Ile
Ser Thr
20 25 30

Asn Ile Lys Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Val
Asp Pro
35 40 45



435440445 gac cca agt atc tac ggt goo gac got gac gtc ttc aga cca gaa
agal392 Asp Pro Ser lle Tyr Gly Ala Asp Ala Asp Val Phe Arg Pro Glu Arg
450455460 tgg ttt gaa cca gaa act aga aag ttg ggc tgg gca tac gtt cca ttc1440
Trp Phe Glu Pro Glu Thr Arg Lys Leu Gly2Trp Ala Tyr Val - 55 - Pro Phe
465470475 480 aat ggt ggt cca aga atc tgt ttg ggt caa cag ttt goo ttg acc
gaal488 Asn Gly. Gly Pro Arg lle Cys{.eu Gly Gin Gin,Phe Ala Leu-Thr Gly
4854909 495,got tca tac gtc act gtc agattg ctc cag gag ttt gca cac ttg tot1536
Ala Ser Tygyal Thr Val Arg Leu LeusGin Glu Phe Ala His Leu &ger 500505510
atg gac cca gac acc gaa tat cca cca aaa ttg cag aac acc ttg acc1584 Met Asp
Pro Asp Thr Glu Tyr Pro Pro Lys Leu Gin Asn Thr Leu Thr 515520525 ttg tog
ctc tttrdat ggtgatygatAgibaga atg sac tap 1623 LetySkee LedlRha AspPGly Ala
Asp VialrArglMet Tyr 530535540 <210> 10 <211> 540 <212> PRT <213>
Candfda tropicalis <400> 10 MéfSer Ser Ser Pro Ser Phé>Ala Gin Glu Val
Leu Al8 Thr Thr Ser 1510 15 Pro Tyr lle Glu Tyr Phe Leu Asp Asn Tyr Thr
Arg Trp Tyr Tyr Phe 202530 Ile Pro Leu Val Leu Leu Ser Leu Asn Phe lle Ser
Leu Lo His Thr 354045 556 - Arg Tyt Lgy Gly Arg Arg Bhe His Alg Lys B0
Leu I¥aA§§1§he39a

85 90
95
Ala Leu Lys Ile Val Met Thr Val Asp Pro Glu Asn Ile Lys

Ala Val
100 105 110

Leu Ala Thr Gln Phe Thr Asp Phe Ser Leu Gly Thr Arg His
Ala His
115 120 125

Phe Ala Pro Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp Gly
Glu Gly
130 135 140

Trp Lys His Ser Arg Ala Met Leu Arg Pro Gln Phe Ala Arg
Asp Gln

145 150 155

160

Ile Gly His Val Lys Ala Leu Glu Pro His Ile Gln Ile Met
Ala Lys

165 170
175

Gln Ile Lys Leu Asn Gln Gly Lys Thr Phe Asp Ile Gln Glu
Leu Phe
180 185 190

Phe Arg Phe Thr Val Asp Thr Ala Thr Glu Phe Leu Phe Gly



505560 Arg Asp Pro Thr Phe Gly lle Ala Thr Pro Leu Leu Leu lle Tyr Leu
657075 80 Lys Ser Lys Gly Thr Val Met Lys Phe Ala Trp Gly Leu Trp Asn
Asn 8590 95 Lys Tyr lle Val Arg Asp Pro Lys Tyr Lys Thr Thr Gly Leu Arg lle
100105110 Val Gly Leu Pro Leu lle Gtu TAr Met Asp Pro Glu Asn lle Lys Ala
11512012 Val Leu Ala Thr GIn Phe Asn Asp Phe Ser Leu Gly Thr Arg His
Asp 1 13 1401Pge Leu Tyr Ser Leu Leu,Gly Asp Gly lle Phe Thr Ley Asp
Gly Ala 145150155 160 Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gin
Phe Ala Arg Glu 165170 175 GIn Val Ser His Val Lys Leu Leu Glu Pro His
Val Gl Vak PhesPherl801851 905 5 571 uGly & eue19%20020% PhePhe Argdeu
Thr Vat Aspiger Ala Thr Glu Phe Leu Phe Gly Glu 210215220 Ser Ala Glu
Ser Leu AifLAsp Glu Ser lle Gly LewThr Pro Thr Thr 2252302350240 Lys Asp
Phe Asp Gly Arg Arg Asp Phe Ala Asp Ala Phe Asn Tyr Ser 245250 255 GIn
Thr Tyr GIn Ala Tyr Arg Phe Leu Leu GIn GIn Met Tyr Trp lle 260265270 Leu
Asn GRSEFGIFPhePAry Eys Setlif A YarValHidLys Phe 275280285 Aa
Asp I% ﬁj\?al Gln Lys Ala Ley Glu Leu Thr Asp Asp Asp Leu

240

Tyr Leu Ala Thr Arg Ser Tyr Ser Gln Thr Phe Tyr Phe Leu
Thr Asn

245 250
255

Pro Lys Glu Phe Arg Asp Cys Asn Ala Lys Val His His Leu
Ala Lys
260 265 270

Tyr Phe Val Asn Lys Ala Leu Asn Phe Thr Pro Glu Glu Leu
Glu Glu
275 280 285

Lys Ser Lys Ser Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys
Gln Thr
290 295 300

Arg Asp Pro Lys Val Leu Gln Asp Gln Leu Leu Asn Ile Met
Val Ala

305 310 315

320

Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala Leu Phe
Glu Leu

325 330
335

Ala Arg His Pro Glu Met Trp Ser Lys Leu Arg Glu Glu Ile
Glu Val
340 345 350



290295300 GIn Lys GIn Asp Gly Tyr Val Phe Leu Tyr Glu Leu Ala Lys GIn
Thr 305310315 320 Arg Asp Pro Lys Val Leu Arg Asp GIn Leu Leu Asn lle
Leu Val Ala 325330 335 Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Val
Phe Tyr Glu Leu 340345350 - 58 - Ser Afg Asn Pro Glu Val Phe Ala Lys Leu
Arg Glu Glu Val Glu Asn 355360365 Arg Phe Gly Leu Gly Glu Glu Ala Arg
Val Glu Glu lle Ser Phe Glu 370375380 Ser Leu Lys Ser Cys Glu Tyr Leu Lys
Ala Vaklle Ash Gly Thy L ey 385390395,400, Arg Lew Tyr Prg $ar,Vah Brarkis
Asn Rhe Arg.Yal Ala Thr Arg Asn 405410 415 Thr Thr Leu Pro Arg Gly Gly
Gly Glu Asp GlyFyr Ser Pro lle Val 420425430 Val Lys Lys Gly Gin sl Val
Met Tyr Thr Val lle Ala Thr His Arg 435440445 Asp Pro Ser lle Tyr Gly Ala
Asp Ala Asp Val Phe Arg Pro Glu Arg 450455460 Trp Phe Glu Pro Glu Thr
Arg Ly$d ewrGly-Tep Ala Tyy ¥t RroTRhie 4654704751480 AsniGly GhnPfo u
Arg lléi¢ys-eeu Gly GIn GIn Phe Ala Leu Thr Glu 485490 - 59 - Ala Ser Tyr
Val Thr Vaf Atg Leu Leu Gin Glu Phé Ala His Leu Ser 500505580 Met Asp
Pro Asp Thr Glu Tyr Pro Pro Lys Leu Gin Asn Thr Leu Thr Leu Ser

Arg Met Tyr Pro Ser Val Pro Val Asn Phe Arg Thr Ala Thr
Arg Asp

385 390 395

400

Thr Thr Leu Pro Arg Gly Gly Gly Ala Asn Gly Thr Asp Pro
Ile Tyr

405 410
415

Ile Pro Lys Gly Ser Thr Val Ala Tyr Val Val Tyr Lys Thr
His Arg
420 425 430

Leu Glu Glu Tyr Tyr Gly Lys Asp Ala Asn Asp Phe Arg Pro
Glu Arg
435 440 445

Trp Phe Glu Pro Ser Thr Lys Lys Leu Gly Trp Ala Tyr Val
Pro Phe
450 455 460

Asn Gly Gly Pro Arg Val Cys Leu Gly Gln Gln Phe Ala Leu
Thr Glu

465 470 475

480

Ala Ser Tyr Val Ile Thr Arg Leu Ala Gln Met Phe Glu Thr
Val Ser

485 490
495



515 Leu Phe Asp 520 Gly Ala Asp Val Arg Met Tyr 525 530 535
<211> 1623 <212>

<210> 11

- 35 —

540

Ser Asp Pro Gly Leu Glu Tyr Pro Pro Pro Lys Cys Ile His

Leu

Thr

500

Met Ser His Asn Asp Gly Val Phe

<210>
<211>
<212>
<213>

<220>
<221>
<222>

<400>

atg
tac
Met
Tyr

15

ata
ttc
Ile
Phe

ggc
cag
Gly
Gln

cag
ttg
Gln
Leu

aag
atc
Lys
Ile
65
80

act
gtg
Thr
Val

gta
tat
Val
Tyr

aga
aaa
Arg
Lys

aca
aag
Thr
Lys
50

aag
cac
Lys
His

515

5
1569
DNA

520

Candida tropicalis

CDS

(1) ..

gta

Val

CCa

Pro

tac
Tyr
35

gac

Asp

agc

Ser

(1569)

cac gat att atc gcc
48
His Asp Ile Ile Ala

ctc gct ttg att gct
96
Leu Ala Leu Ile Ala

20

ttg atg tac aag ctt
144

Leu Met Tyr Lys Leu

40

ggc tgt ttc gga ttc
192

Gly Cys Phe Gly Phe

55

gac ggt acc ctc ata
240

Asp Gly Thr Leu Ile

70

505

Val Lys Met

aca

Thr

tat
Tyr
25

ggt

Gly

aaa

Lys

gac

Asp

tac
Tyr

10

aga

Arg

gct

Ala

gct

Ala

ttc

Phe

ttc

Phe

gtc

Val

aaa

Lys

ccg

Pro

aca

Thr

75

acc

Thr

ctc

Leu

CCa

Pro

ctt

Leu

60

ctc

Leu

aaa

Lys

gac

Asp

ttt
Phe
45

gaa

Glu

cag

Gln

510

tgg

Trp

tac
Tyr
30

ttc

Phe

ttg

Leu

cgt

Arg



DNA

gat
ttt
Asp
Phe

95

atc
atc
Ile
Ile

gcc
cac
Ala
His

gct
ggc
Ala
Gly

aag
cag
Lys
Gln
145
160

tcc
aaa
Ser
Lys

175

gtc
ttt
Val
Phe

aga
tcc
Arg
Ser

<213> Candida tropicalis

ctc
tcc
Leu
Ser

aac
ttg
Asn
Leu

act
ttt
Thr
Phe

cct
tgg
Pro
Trp
130

cac
att
His
Ile

cac
cac
His
His

aga
ttc
Arg
Phe

ttg
gtt
Leu
Val

gat

Asp

ctt

Leu

cag
Gln
115
ttg

Leu

agc

Ser

gtc

Val

aag

Lys

acc
Thr

195

cgt ccc
288
Arg Pro

85

gtc aat
336
Val Asn

100

ttc aac
384
Phe Asn

ttg ggt
432

Leu Gly

aga tct
480
Arg Ser

aag ttg
528
Lys Leu

165

gca cag
576
Ala Gln

180
gtc gac

624
Val Asp

gat

Asp

acc

Thr

gat

Asp

gat

Asp

atg
Met

150

ttg

Leu

ggc

Gly

tcc

Ser

- 36

atc

Ile

ctt

Leu

ttc

Phe

ggt
Gly
135
ttg

Leu

gag

Glu

aag

Lys

gcc

Ala

CCa

Pro

gag

Glu

tcc

Ser

120

atc

Ile

aga

Arg

CCa

Pro

act

Thr

acc
Thr

200

<220>

act

Thr

ccg

Pro

105

ttg

Leu

ttt

Phe

CCa

Pro

cac

His

ttt

Phe

185

gag

Glu

<221> CDS

ttc
Phe

90

gag

Glu

ggt

Gly

acg

Thr

cag

Gln

gtt
Val

170

gac

Asp

ttt

Phe

aca

Thr

aac

Asn

acc

Thr

ttg

Leu

ttt

Phe

155

cag

Gln

atc

Ile

ttg

Leu

ttc

Phe

atc

Ile

aga

Arg

gat

Asp

140

gcc

Ala

gtg

Val

cag

Gln

ttt

Phe

ccg

Pro

aag

Lys

cac
His
125

ggc

Gly

aga

Arg

ttc

Phe

gaa

Glu

ggt
Gly

205

gtc

Val

gcc

Ala

110

tcg

Ser

gcc

Ala

gaa

Glu

ttc

Phe

ttg

Leu

190

gaa

Glu



<222> (1)..(1623) <400> 11 atg tcg act agt tct tct cca 48 tcg ttt gct
cag gag gtt ctc gct acc Met Ser Ser Ser Pro Ser Phe Ala Gin Glu Val Leu Ala

- 37 -

gag tcc ttg aga gat gaa tct atc ggc atg tcc atc aat gcg

ctt gac 672
Glu Ser Leu Arg Asp Glu Ser Ile Gly Met Ser Ile Asn Ala
Leu Asp

210 215 220

ttt gac ggc aag gct ggc ttt gct gat gct ttt aac tat tcg

cag aat 720

Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala Phe Asn Tyr Ser
Gln Asn

225 230 235

240

tat ttg gct tcg aga gcg gtt atg caa caa ttg tac tgg gtg

ttg aac 768
Tyr Leu Ala Ser Arg Ala Val Met Gln Gln Leu Tyr Trp Val
Leu Asn
245 250
255

ggg aaa aag ttt aag gag tgc aac gct aaa gtg cac aag ttt

gct gac 816
Gly Lys Lys Phe Lys Glu Cys Asn Ala Lys Val His Lys Phe
Ala Asp

260 265 270

tac tac gtc aac aag gct ttg gac ttg acg cct gaa caa ttg

gaa aag 864
Tyr Tyr Val Asn Lys Ala Leu Asp Leu Thr Pro Glu Gln Leu
Glu Lys

275 280 285

cag gat ggt tat gtg ttt ttg tac gaa ttg gtc aag caa acc

aga gac 912
Gln Asp Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gln Thr
Arg Asp

290 295 300

aag caa gtg ttg aga gac caa ttg ttg aac atc atg gtt gct

ggt aga 960

Lys Gln Val Leu Arg Asp Gln Leu Leu Asn Ile Met Val Ala
Gly Arg

305 310 315

320

gac acc acc gcc ggt ttg ttg tcg ttt gtt ttc ttt gaa ttg

gcc aga 1008
Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu
Ala Arg

325 330



Thr Thr Ser
tac acc aga tgg tac Pro Tyr lle Glu Tyr Phe Leu Asp Asn Tyr

335

aac
aag
Asn
Lys

gga
tcg
Gly
Ser

aag
aga
Lys
Arg

tac
act
Tyr
Thr
385
400

ctc
gtg
Leu
Val

415

aag
aac
Lys
Asn

gct
tgg
Ala
Trp

gag
aac
Glu
Asn

cca
ttt
Pro
Phe

ctc
ttg
Leu
Leu

tcc
ttg
Ser
Leu
370

cca
acc
Pro
Thr

cca
aga
Pro
Arg

ggt
cca
Gly
Pro

gtt
ttt
Val
Phe

cca
ggt
Pro
Gly
450

15 10

gaa

Glu

ggt
Gly
355
tgt

Cys

tcc

Ser

aga

Arg

cag

Gln

tac
Tyr
435
gag

Glu

gtt acc
1056
Val Thr

340

gag aat
1104
Glu Asn

gaa tac
1152
Glu Tyr

gtg cca
1200
Val Pro

ggt ggt
1248
Gly Gly

405

acc gtt
1296
Thr Vval

420

ggt aag
1344

Gly Lys

aca aag
1392
Thr Lys

aac

Asn

gct

Ala

ttg

Leu

cag
Gln

390

ggt

Gly

att

Ile

gac

Asp

aag

Lys

- 38 -

aag

Lys

agt

Ser

aag
Lys
375
aat

Asn

aag

Lys

tac

Tyr

gct

Ala

ctt
Leu

455

ttg

Leu

gtt
Val
360
gct

Ala

ttc

Phe

gac

Asp

ggt

Gly

ctt
Leu
440

ggc

Gly

aga
Arg
345
gaa

Glu

gtt

Val

aga

Arg

999

Gly

gtc
Val
425
gag

Glu

tgg

Trp

gaa

Glu

gac

Asp

ctc

Leu

gtt

Val

ttg
Leu

410

tac

Tyr

ttt

Phe

gcc

Ala

gaa

Glu

att

Ile

aac

Asn

gcc
Ala

395

tct

Ser

gca

Ala

aga

Arg

ttc

Phe

att

Ile

tcc

Ser

gaa

Glu

380

acc

Thr

cct

Pro

gcc

Ala

CCa

Pro

ctc

Leu

460

gag

Glu

ttt
Phe
365
acc

Thr

aag

Lys

gtt

Val

cac

His

gag
Glu
445
cca

Pro

15 cct tac tac ttc atc gag tac 96 ttt ctt gac aac

gac

Asp

350

gag

Glu

ttg

Leu

aac

Asn

ttg

Leu

aga
Arg
430
aga

Arg

ttc

Phe



Thr Arg Trp Tyr Tyr Phe 20 25 30 atc cct cac aca ttg gtg ctt 144 ctt
tcg ttg aac ttc atc agc ttg ctc lle Pro Leu Val Leu Leu Ser

- 39 -

ggt cca aga atc tgt ttg gga cag cag ttt gcc ttg aca gaa

gct tcg 1440

Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu Thr Glu
Ala Ser

465 470 475

480

tat gtc act gtc agg ttg ctc cag gag ttt gca cac ttg tct

atg gac 1488
Tyr Val Thr Val Arg Leu Leu Gln Glu Phe Ala His Leu Ser
Met Asp
485 490
495

cca gac acc gaa tat cca cct aag aaa atg tcg cat ttg acc

atg tcg 1536
Pro Asp Thr Glu Tyr Pro Pro Lys Lys Met Ser His Leu Thr
Met Ser

500 505 510

ctt ttc gac ggt gcc aat att gag atg tat tag

1569

Leu Phe Asp Gly Ala Asn Ile Glu Met Tyr
515 520

<210> 6

<211> 522

<212> PRT

<213> Candida tropicalis
<400> 6

Met Thr Val His Asp Ile Ile Ala Thr Tyr Phe Thr Lys Trp
Tyr Val

1 5 10

15

Ile Val Pro Leu Ala Leu Ile Ala Tyr Arg Val Leu Asp Tyr
Phe Tyr
20 25 30

Gly Arg Tyr Leu Met Tyr Lys Leu Gly Ala Lys Pro Phe Phe
Gln Lys
35 40 45

Gln Thr Asp Gly Cys Phe Gly Phe Lys Ala Pro Leu Glu Leu



Leu Asn Phe lle Ser Leu Leu His Thr
gaa cgc agg ttc 192 cac gcc aag ccg ctc ggt aac Lys Tyr Leu Glu Arg Arg

Phe His

Leu

Lys
Ile
65
80

Asp
Phe

95

Ile
Ile

Ala
His

Ala
Gly

Lys
Gln
145
160

Ser
Lys

175

Val
Phe

Arg
Ser

Lys
50

Lys
His

Leu
Ser

Asn
Leu

Thr
Phe

Pro
Trp
130

His

Ile

His
His

Arg
Phe

Leu
Val

Ser

Asp

Leu

Gln

115

Leu

Ser

Val

Lys

Thr

195

Asp

Arg

Val

100

Phe

Leu

Arg

Lys

Ala

180

Val

Gly

Pro

85

Asn

Asn

Gly

Ser

Leu

165

Gln

Asp

Thr

70

Asp

Thr

Asp

Asp

Met

150

Leu

Gly

Ser

55

Leu

Ile

Leu

Phe

Gly

135

Leu

Glu

Lys

Ala

35 40 45 aag tac gtc gtg ttg

40 -

Ile

Pro

Glu

Ser

120

Ile

Arg

Pro

Thr

Thr

200

Asp

Thr

Pro

105

Leu

Phe

Pro

His

Phe

185

Glu

Phe

Phe

90

Glu

Gly

Thr

Gln

Val

170

Asp

Phe

Thr

75

Thr

Asn

Thr

Leu

Phe

155

Gln

Ile

Leu

60

Leu

Phe

Ile

Arg

Asp

140

Ala

Val

Gln

Phe

Gln

Pro

Lys

His

125

Gly

Arg

Phe

Glu

Gly

205

Arg

Val

Ala

110

Ser

Ala

Glu

Phe

Leu

190

Glu



Ala Lys Pro Leu Gly Asn Val Val 50 55 60 ttg gat cct acg ttt ggt atc gct
act ccg ttg atc ttg atc - 60 - tac tta240 Leu Asp Pro Thr Phe Gly lle Ala Thr
Pro Leu lle Leu lle Tyr Leu 657075 80 aag tog aaa ggt aca gtc atg aag ttt goo
tgg ago ttc tgg aac aac288 Lys Ser Lys &ly Thr Val Met Lys Phe Ala Trp Ser
Phe Trp Asn Asn 8590 95 aag tac att gtc aaa gac cca aag tac aag acc act
ggc ctt aga att336 Lys Tyr lle Val Lys Asp Pro Lys Tyr Lys Thr Thr Gly Leu

Aﬂynglu Ser Leu Arg Asp Glu Ser Ile Gly Met Ser Ile Asn Ala
Leu Asp
210 215 220

Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala Phe Asn Tyr Ser
Gln Asn

225 230 235

240

Tyr Leu Ala Ser Arg Ala Val Met Gln Gln Leu Tyr Trp Val
Leu Asn

245 250
255

Gly Lys Lys Phe Lys Glu Cys Asn Ala Lys Val His Lys Phe
Ala Asp
260 265 270

Tyr Tyr Val Asn Lys Ala Leu Asp Leu Thr Pro Glu Gln Leu
Glu Lys
275 280 285

Gln Asp Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gln Thr
Arg Asp
290 295 300

Lys Gln Val Leu Arg Asp Gln Leu Leu Asn Ile Met Val Ala
Gly Arg

305 310 315

320

Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu
Ala Arg

325 330
335

Asn Pro Glu Val Thr Asn Lys Leu Arg Glu Glu Ile Glu Asp
Lys Phe
340 345 350



100105110 gtc ggc ctc cca ttg att gaa acc ata gac cca gag aac atc aaa
got384 Val Gly Leu Pro Leu lle Glu Thr lle Asp Pro Glu Asn lle Lys Ala
115120125 gtg ttg got act cag ttc aac gat ttc too ttg gga act aga cac gat432
Val Leu Ala Thr Gin Phe Asn Asp Phe Sé% Leu Gly Thr Arg His Asp
130135140 ttc ttg tac.too ttqg tt C gat ggt att ttt acc ttg gac ggt gai480 Phe
Leu %Zée%iﬁe&q[ u%éhl/ /%gﬁ ?ﬁ%%le%ﬁe%‘ﬁ I%uugﬁpGlg%lg%igs% 155
160 ggc tgg aaa cgc agt aga act atg ttg aga£ca cag ttt got aga gaap8 Gly
Trp Lys His Ser Arg Thr Met Leu Arg Pro Gin Phe Ala Arg Glu 165170 175
cag gtt too cac gtc aag ttg ttg gaa cca cac gtt cag gtg ttc ttc576 Gin Val Ser
His Val kysdeudveu Glu ProrHiseviallin Yah Phe1Phe 180485190 7164 1aag
cac gitrgga.aaa cac cgc ggt cag act ttt gac atc caa gaa ttg624 Lys His Val Arg
Lys His Arg Gly Gin Thr Phe Asp lleXGin Glu Leu 195200205 tt¢ #tc aga ttg
acc gtc gac too goo acc gag ttc ttg ttt ggt gag672 Phe Phe Arg Leu Thr Val
Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu 210215220 tot got gaa too ttg aga
gac gattot it git'itg’acc BE] e adci2d Ser Alg Gld ]SeArﬂ_aeL? Arg'Ash Asp
Ser I§ 'eu Thr Pro Thr TIH 5230235 240 aag gat t& gaa ggc aga gga
gat ttG got gac got ttc aac tac tog 68 Lys Asp Phe Glu Glgy rg Gly Asp Phe
Ala Asp Ala Phe Asn Tyr Ser 245250 255 cag act tac cag goo tac aga ttt ttg
ttg caa caa atg tac tgg att816 Gin Thr Tyr Gin Ala Tyr Arg Phe Leu Leu Gin
Gin MetuTyr Brpalie; 2602682404t0,aat,99 §69L13a He.a0a-2ag 100 athgee Atc
otg cac aag:tt}864
405 410
415

Lys Gly Gln Thr Val Ile Tyr Gly Val Tyr Ala Ala His Arg
Asn Pro
420 425 430

Ala Val Tyr Gly Lys Asp Ala Leu Glu Phe Arg Pro Glu Arg
Trp Phe
435 440 445

Glu Pro Glu Thr Lys Lys Leu Gly Trp Ala Phe Leu Pro Phe
Asn Gly
450 455 460

Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu Thr Glu
Ala Ser

465 470 475

480

Tyr Val Thr Val Arg Leu Leu Gln Glu Phe Ala His Leu Ser
Met Asp

485 490
495

Pro Asp Thr Glu Tyr Pro Pro Lys Lys Met Ser His Leu Thr
Met Ser



Leu Asn Gly Ala Glu Phe Arg Lys Ser lle Ala lle Val His Lys Phe 275280285
got gac cac tat gtg caa aag got ttg gag ttg acc gac gat gac ttg912 Ala Asp His
Tyr Val Gin Lys Ala Leu Glu Leu Thr Asp Asp Asp Leu 290295300 cag aaa
caa gac ggc tat gtg ttc ttg tac gag ttg gotd@ag caa act960 Gin Lys Gin Asp Gly
Tyr Val Phe Leu Tyr %U Leu Ala Lys Gin Thr 10315 320 - 62 - aga.gac
cca aag gtc ttg aga gac cag ttg ttg aac att ttg gtt goo1008 Arg Asp Pro Lys
Val Leu Arg Asp Gin Leu Leu Asn lle Leu Val Ala 325330 335 ggt aga gac
acg ace gaogghtlg teh toontitgtatc tacgag ftalOs6rGly Arg Asp Thr Thr Ala
Gly Leu Leu Seg Phe Val Phe Tyr Glu Leug 340345350 tog aga aac cct gaa
gtg ttt goo aag ttg aga gag gag gtg gaa aac1104 Ser Arg Asn Pro Glu Val
Phe Ala Lys Leu Arg Glu Glu Val Glu Asn 355360365 aga ttt gga ctc ggc gaa
gag got kgt gttigaa gag atc tot ttt gag1152 Arg Phe Gly Leu Gly Glu Glu Ala
Arg Vet Gla GILOIR® Ser Phe Glu 370375380 too ttg aag too tgt gag tac ttg aag
got gtedteaat goo ttg1200 Ser Leu Lys Ser Cys Glu Tyr Leu Lys Ala Val
lle ASTP&RT Alg BT 3B53907395°400 3iga ttg tac cca tot gtt cca cac aac ttc aga
gtt goo acc aga aac1248 Arg Leu Tyr Pro Ser Val Pro His Asn Phe Arg Val
Ala TQE g Asn 405410 415 act acc ctt cca aga ggc ggt ggt aaa gac gga tgc
tog cca ait.gtt1236 Thr Thr Leu Pro Arg Gly Gly Gly Lys Asp Gly Cys Ser Pro
lle Val 420425430 gteaagaag ggt caa gtt gic atg tac act gtc att ggt acc cac
agal344 Val Lys Lys Gly Gin Val Val Met Tyr Thr Val lle Gly Thr His Arg
435440445 7

atg act gca cag gat att atc gcc aca tac atc acc aaa tgg

tac gtg 48

Met Thr Ala Gln Asp Ile Ile Ala Thr Tyr Ile Thr Lys Trp
Tyr Val

1 5 10

15

ata gta cca ctc gct ttg att gct tat agg gtc ctc gac tac

ttt tac 96
Ile Val Pro Leu Ala Leu Ile Ala Tyr Arg Val Leu Asp Tyr
Phe Tyr

20 25 30

ggc aga tac ttg atg tac aag ctt ggt gct aaa ccg ttt ttc

cag aaa 144
Gly Arg Tyr Leu Met Tyr Lys Leu Gly Ala Lys Pro Phe Phe
Gln Lys

35 40 45

caa aca gac ggt tat ttc gga ttc aaa gct cca ctt gaa ttg

tta aaa 192
Gln Thr Asp Gly Tyr Phe Gly Phe Lys Ala Pro Leu Glu Leu
Leu Lys

50 55 60

aag aag agt gac ggt acc ctc ata gac ttc act ctc gag cgt

atc caa 240

Lys Lys Ser Asp Gly Thr Leu Ile Asp Phe Thr Leu Glu Arg
Ile Gln

65 70 75

80

gcg ctc aat cgt cca gat atc cca act ttt aca ttc cca atc



- 63 - gac cca agt atc tac ggt gcc gac gcc gac gtc ttc aga cca gaa agal392
Asp Pro Ser lle Tyr Gly Ala Asp Ala Asp Val Phe Arg Pro Glu Arg 450455460
tgg ttc gag cca gaa act aga aag ttg ggc tgg gca tat gtt cca ttc1440 Trp Phe
Glu Pro Glu Thr Arg Lys Leu Gly Trp Ala¢fyrVal Pro Phe 465470475 480 aat
ggt ggt ccq aga atc tg_tztg _ggt cag cag ttt gcc ttg act gaal488 Asn Gly Gly Pro
Arg lle Cys Leu,Gly Gin,Gin Phe Alarkeu Thr Gl 485490.495.g¢t tea fac ge
act gtg,agattg ctc caa gag ttt gga aac ttg tcc1536 Ala Ser Tyr Val Thr Val Arg
Leu Leu Gin Glu Phe Gly Asn Leu Ser 500505510 efg gat cca aac gct gag
tac cggscca aaa ttg cag aac acc ttg acc1584 Leu Asp Pro Asn Ala Glu Tyr Pro
Pro Lys Leu Gin Asn Thr Leu Thr 515520525 ttg tca ctc ttt gat ggt gct gac gtt
aga atg ¢tcataa 1623 heuo Serclewr PhecAspLlyAla Aspy Vad ArgtMetRbegcet
530535540 =210> 12 241> 540 <212> PRT <213> Candida tropicalis
<4003 42 Met SerSerlSef Pro Ser Pisel Ald GiRGIUSVEl Bt Ala ThrYFhr’Ser
151045 - 1642 Pro Tyr lle Glu Tyr Phe Leu Asp Asn Tyr Thr Arg Trp Tyr Tyr
Phe 202530 lle Pro L'élPval Leu Leu Ser Leu ASY Phe lle Ser Leu Leu His®

Thr 354045 Lé/s Tyr Leu Glu Ar ArgEPhe His AIQ Lys Pro Leu GI%/ Asn Val
Val 505560 L'eu"ASp Prp TP Giy Tfe Afa Thr Pro Leuié L&t IS Tyr Led

6570 (%hr Gln Phe Asn Asp Phe Ser Leu Gly Thr Arg His Ser
His Phe
115 120 125

gct cct ttg ttg ggc gat ggt atc ttt acc ttg gac ggt gcc

ggc tgg 432
Ala Pro Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp Gly Ala
Gly Trp

130 135 140

aag cac agc aga tct atg ttg aga cca cag ttt gcc aga gaa

cag att 480

Lys His Ser Arg Ser Met Leu Arg Pro Gln Phe Ala Arg Glu
Gln Ile

145 150 155

160

tcc cac gtc aag ttg ttg gag cca cac atg cag gtg ttc ttc

aag cac 528
Ser His Val Lys Leu Leu Glu Pro His Met Gln Val Phe Phe
Lys His
165 170
175

gtc aga aag gca cag ggc aag act ttt gac atc caa gaa ttg

ttt ttc 576
Val Arg Lys Ala Gln Gly Lys Thr Phe Asp Ile Gln Glu Leu
Phe Phe

180 185 190

aga ttg acc gtc gac tcc gcc act gag ttt ttg ttt ggt gaa

tcc gtt 624
Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu
Ser Val

195 200 205

gag tcc ttg aga gat gaa tct att ggg atg tcc atc aat gca



Lys Ser Lys Gly Thr Val Met Lys Phe Ala Trp Ser Phe Trp Asn Asn 8590 95
Lys Tyr lle Val Lys Asp Pro Lys Tyr Lys Thr Thr Gly Leu Arg lle 100105110
Val Gly Leu Pro Leu lle Glu Thr lle Asp Pro Glu Asn lle Lys Ala 115120125
Val Leu Ala Thr Gin Phe Asn Asp Phe Sép Leu Gly Thr Arg His Asp
13013%40 Phe Leu T J; er Leu Leu Gly Asp Gly lle Phe Thr Leu Asp Gly
Ala 145150155 160 % HRLY8 His Ser AT VsjLewgia Pra GioPhe,
Ala Ayg Glu 165170 - 5 Gin Val Ser His Val Lys Leu Leu Glu Pro His
Val Gin Val Phe Phe 180185190 Lys His Val Arg Lys His Arg &y, Gin Thr
Phe Asp lle Gin Glu Leu 195200205 Phe Phe Arg Leu Thr Val Asp Ser Ala
Thr Glu PheakegRhe&dy &lu 210215220,5er Ada Gla iSerdiewn Arg Asp Asp
Ser Vad Glydeu Thr Pr@aThr Thr 225230235 240 Lys Asp Phe Glu Gly Arg
Gly ABp<PheAl& AspiAla Phe ASy TyhSek 215250 285 GiheT rsTyrI@n At
Tyr Arg Phesbeu Leu Gin Gin Met Tyr Trp lle 260265270 Leu Asn Gly Ala Glu
Phe ArePLys Ser lle Ala lle Val Hi§ Lys Phe 275280285 AldAsp His Tyr Val
Gin L§5Ala Leu Glu Leu Thr Asp Asp Asp Leu 290295300 Gin Lys Gin Asp
Gly T%/r VaI Phe Leu Té/r Glu Leu Ala L¥s Gln Thr 305310315 320

g aga gcg caa caa c tgg gtg
ttg aac 768
Tyr Leu Ala Ser Arg Ala Val Met Gln Gln Leu Tyr Trp Val
Leu Asn
245 250
255

ggg aaa aag ttt aag gag tgc aac gct aaa gtg cac aag ttt

gct gac 816
Gly Lys Lys Phe Lys Glu Cys Asn Ala Lys Val His Lys Phe
Ala Asp

260 265 270

tat tac gtc agc aag gct ttg gac ttg aca cct gaa caa ttg

gaa aag 864
Tyr Tyr Val Ser Lys Ala Leu Asp Leu Thr Pro Glu Gln Leu
Glu Lys

275 280 285

cag gat ggt tat gtg ttc ttg tac gag ttg gtc aag caa acc

aga gac 912
Gln Asp Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gln Thr
Arg Asp

290 295 300

agg caa gtg ttg aga gac cag ttg ttg aac atc atg gtt gcc

ggt aga 960

Arg Gln Val Leu Arg Asp Gln Leu Leu Asn Ile Met Val Ala
Gly Arg

305 310 315

320

gac acc acc gcc ggt ttg ttg tcg ttt gtt ttc ttt gaa ttg

gcc aga 1008
Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu
Ala Arg

325 330

335



- 66 - Arg Asp Pro Lys Val Leu Arg Asp Gin Leu Leu Asn lle Leu Val Ala

325330 335 Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Tyr Glu

Leu 340345350 Ser Arg Asn Pro Glu Val Phe Ala Lys Leu Arg Glu Glu Val

Glu Asn 355360365 Arg Phe Gly Leu G|§'€Gh:l Glu Ala Arg Val Glu Glu lle Ser

Phe GIu 370375380 Ser Leu L ys Ser C?ysé gr Leu Lys Ala Val lle Asn Glu
et V:

Ala ng 8?;?,?0%89% %@@ rgﬁ_ ‘T‘yr P ProHis"Asn %’%Ce Xr& VAT ©
Ala TRt Arg Asn-405419 %Tar T LeurRro Arg,Gly Gl Gly 1ys Ak Glyp
Cys SerPealle Val 420425430 Val Lys Lys Gly Gin Val Val Met Tyr Thr VaI
lle Gly Thr His Arg 433440445 Asp Pro Ser lleslyy Gly Ala Asp Ala Asp Yab
Phe Arg Pro Glu Arg 450455460 Trp Phe Glu Pro Glu Thr Arg Lys Leu Gly
Trp Al TyrMal ®Rro Rhey465470475c967348¢Asndaly GhtPraArg dle Gys
Leu GlyGintGin PhelAla4Leu Thr Glu 485490 495 Ala Ser Tyr Val Thr Val
Arg Lelr e G BluPive Bly AsipLéd SefB00505310PL et ASEPré AsnGAla

Glu TS#Pré®Pro L5ys Leu Gin Asn Thr Leu Thr 515 520
355 360 365

aag tca tgt gaa tac ttg aag gct gtt ctc aac gaa act ttg

aga ttg 1152
Lys Ser Cys Glu Tyr Leu Lys Ala Val Leu Asn Glu Thr Leu
Arg Leu

370 375 380

tac cca tcc gtg cca cag aat ttc aga gtt gcc acc aaa aac

act acc 1200

Tyr Pro Ser Val Pro Gln Asn Phe Arg Val Ala Thr Lys Asn
Thr Thr

385 390 395

400

ctt cca agg gga ggt ggt aag gac ggg tta tct cct gtt ttg

gtc aga 1248
Leu Pro Arg Gly Gly Gly Lys Asp Gly Leu Ser Pro Val Leu
Val Arg
405 410
415

aag ggt caa acc gtt atg tac ggt gtc tac gct gcc cac aga

aac cca 1296
Lys Gly Gln Thr Val Met Tyr Gly Val Tyr Ala Ala His Arg
Asn Pro

420 425 430

gct gtc tac ggt aag gac gcc ctt gag ttt aga cca gag agg

tgg ttt 1344
Ala Val Tyr Gly Lys Asp Ala Leu Glu Phe Arg Pro Glu Arg
Trp Phe

435 440 445

gag cca gag aca aag aag ctt ggc tgg gcc ttc ctt cca ttc

aac ggt 1392
Glu Pro Glu Thr Lys Lys Leu Gly Trp Ala Phe Leu Pro Phe
Asn Gly

450 455 460

ggt cca aga att tgc ttg gga cag cag ttt gcc ttg aca gaa



525 Leu Ser Leu Phe Asp Gly Ala Asp Val Arg Met Phe 530535 540

<210> 13 <211> 1554  <212> DNA
— 47 -
gct tcg 1440
Gly Pro Arg Ile Cys Leu Gly Gln
Ala Ser
465 470
480
tat gtc act gtc aga ttg ctc caa
atg gac 1488
Tyr Val Thr Val Arg Leu Leu Gln
Met Asp
485
495
CCC aac acc gaa tat cca cct agg
atg tcc 1536
Pro Asn Thr Glu Tyr Pro Pro Arg
Met Ser
500
ctt ttc gac ggt gcc aac att gag
1569
Leu Phe Asp Gly Ala Asn Ile Glu
515 520
<210> 8
<211> 522
<212> PRT
<213> Candida tropicalis
<400> 8
Met Thr Ala Gln Asp Ile Ile Ala
Tyr Val
1 5
15
Ile Val Pro Leu Ala Leu Ile Ala
Phe Tyr
20
Gly Arg Tyr Leu Met Tyr Lys Leu
Gln Lys
35 40
Gln Thr Asp Gly Tyr Phe Gly Phe
Leu Lys
50 55

Gln

gag

Glu

aaa
Lys
505
atg

Met

Thr

Tyr

25

Gly

Lys

Phe

ttt
Phe

490

atg

Met

tat

Tyr

Tyr

10

Arg

Ala

Ala

Ala

475

gga

Gly

tcg

Ser

tag

Ile

Val

Lys

Pro

Leu

cac

His

cat

His

Thr

Leu

Pro

Leu

60

<213> Candida tropicalis

Thr

ttg

Leu

ttg

Leu

Lys

Asp

Phe

45

Glu

Glu

tct

Ser

acc
Thr

510

Trp

Tyr

30

Phe

Leu



<220>

Lys
Ile
65
80

Ala
Phe

95

Ile
Ile

Ala
His

Ala
Gly

Lys
Gln
145
160

Ser
Lys

175

Val
Phe

Arg
Ser

<221> CDS
gaa caa ctc cta gaa 48 tat tgg tat gtc

Lys
Gln

Leu
Ser

Asn
Leu

Thr
Phe

Pro
Trp
130

His

Ile

His
His

Arg
Phe

Leu
Val

Ser

Asn

Leu

Gln

115

Leu

Ser

Val

Lys

Thr

195

Asp

Arg

Ile

100

Phe

Leu

Arg

Lys

Ala

180

Val

<222> (1)..(1554)

Gly

Pro

85

Ser

Asn

Gly

Ser

Leu

165

Gln

Asp

Thr

70

Asp

Thr

Asp

Asp

Met

150

Leu

Gly

Ser

Leu

Ile

Leu

Phe

Gly

135

Leu

Glu

Lys

Ala

48 -

Ile

Pro

Glu

Ser

120

Ile

Arg

Pro

Thr

Thr

200

<400> 13

Asp

Thr

Pro

105

Leu

Phe

Pro

His

Phe

185

Glu

Phe

Phe

90

Glu

Gly

Thr

Gln

Met

170

Asp

Phe

Thr

75

Thr

Asn

Thr

Leu

Phe

155

Gln

Ile

Leu

atg att gtg ttg

Leu

Phe

Ile

Arg

Asp

140

Ala

Val

Gln

Phe

Glu

Pro

Lys

His

125

Gly

Arg

Phe

Glu

Gly

205

Arg

Ile

Ala

110

Ser

Ala

Glu

Phe

Leu

190

Glu



gtt gtg cca Met lle Glu Gin Leu Leu Glu Tyr Trp Tyr Val Val Val Pro Val Leu
15 10 15 tac atc ttg atg atc aaa caa ctc ctt 96 gca tac aca aag act cgc gtc
Tyr lle lle Lys Gin Leu Leu Ala Tyr Thr Lys Thr Arg Val Leu Met

— 49 —

Glu Ser Leu Arg Asp Glu Ser Ile Gly Met Ser Ile Asn Ala
Leu Asp
210 215 220

Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala Phe Asn Tyr Ser
Gln Asn

225 230 235

240

Tyr Leu Ala Ser Arg Ala Val Met Gln Gln Leu Tyr Trp Val
Leu Asn

245 250
255

Gly Lys Lys Phe Lys Glu Cys Asn Ala Lys Val His Lys Phe
Ala Asp
260 265 270

Tyr Tyr Val Ser Lys Ala Leu Asp Leu Thr Pro Glu Gln Leu
Glu Lys
275 280 285

Gln Asp Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gln Thr
Arg Asp
290 295 300

Arg Gln Val Leu Arg Asp Gln Leu Leu Asn Ile Met Val Ala
Gly Arg

305 310 315

320

Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu
Ala Arg

325 330
335

Asn Pro Glu Val Thr Asn Lys Leu Arg Glu Glu Ile Glu Asp
Lys Phe
340 345 350

Gly Leu Gly Glu Asn Ala Arg Val Glu Asp Ile Ser Phe Glu
Ser Leu



20 25 30 aaa aag aac gct ttg ggt gct gct cca 144 gtc aca aac aag ttg tac
gac Lys Lys Leu Gly Ala Ala Pro Val Thr Asn Lys Leu Tyr Asp Asn Ala
68 - 354045

Lys
Arg

Tyr
Thr
385
400

Leu

Val

415

Lys
Asn

Ala
Trp

Glu
Asn

Gly
Ala
465
480

Tyr
Met
495

Pro
Met

Ser
Leu
370

Pro
Thr

Pro
Arg

Gly
Pro

Val
Phe

Pro
Gly
450

Pro
Ser

Val
Asp

Asn
Ser

355

Cys

Ser

Arg

Gln

Tyr

435

Glu

Arg

Thr

Thr

Glu

Val

Gly

Thr

420

Gly

Thr

Ile

Val

Glu

500

Tyr

Pro

Gly

405

Val

Lys

Lys

Cys

Arg

485

Tyr

Leu

Gln

390

Gly

Met

Asp

Lys

Leu

470

Leu

Pro

- 50 -

Lys

375

Asn

Lys

Tyr

Ala

Leu

455

Gly

Leu

Pro

360

Ala

Phe

Asp

Gly

Leu

440

Gly

Gln

Gln

Arg

Val

Arg

Gly

Val

425

Glu

Trp

Gln

Glu

Lys

505

Leu

Val

Leu

410

Tyr

Phe

Ala

Phe

Phe

490

Met

Asn

Ala

395

Ser

Ala

Arg

Phe

Ala

475

Gly

Ser

Glu

380

Thr

Pro

Ala

Pro

Leu

460

Leu

His

His

365

Thr

Lys

Val

His

Glu

445

Pro

Thr

Leu

Leu

Leu

Asn

Leu

Arg

430

Arg

Phe

Glu

Ser

Thr

510



ttc ggt atc gtc aat gga tgg aag got ctc cag ttc aag aaa gag ggol192 Phe Gly lle
Val Asn Gly Trp Lys Ala Leu Gin Phe Lys Lys Glu Gly 505560 agg got caa
gag tac aac gat tac aag ttt gac cac too aag aac cca240 Arg Ala Gin Glu Tyr
Asn Asp Tyr Lys Phe Asp His Ser Lys"A8a Pro 657075 80 ago gtg ggc acc
tac gtc agt att ctt ttc ggc acc agg atc gtc gtg288 Ser Val Gly Thr Tyr Val Ser
lle LeHePhgk%lyATJH %ﬂ{llgyaal Nal 8590 95 acg eacaarggt cca gag aat atc aaa
got att ttg gca agg €ag ttt ggt336 Thr Lys Asp Pro Glu Asn lle Lys Ala lle Leu
Ala Thr Gin Phe Gly 100105110 gat ttt tot ttg ggc aag agg cac act ctt ttt aag
cct ttg tta ggt384 Asp Phe Ser Leu Gly Lys Arg His Thr Leu Phe Lys Pro Leu
Leu Gly11t5120125 gat ggg atc ttc aca ttg gac ggc gaa ggc tgg aag cac ago
aga gov4B2 Asp Gy lle Phe Thr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ala
130138140 at@iyy aga cca cag ttt goo aga gaa caa gtt got cat gtg acg tog480
Met LetlAry P¥e Gihdhé noe g Gl Gin Val Ala His Val Thr Ser 145150155
160 ttg gaa cca cac ttc cag ttg ttg aag aag cat att ctt aag cac aag528 Leu Glu
Pro HIS Phe Gin Leu Leu Lys Lys His lle Leu Lys His Lys - 69 - 165170 175
got ga ttt g %atc cag gaa ttg ttc ttt aga ttt acc gtt gat576 Gly Glu Tyr Phe
Asp II eu P e Arg Phe Thr Val Asp 180185190 tog goo acg
gag ttc tta ftt ggt gag (too gtg cac too tta aag gac624 Ser Ala Thr Glu Phe Leu
Phe Glysglu Sgr Val His Ser Leu Lys Asp 195200205 gaa tot att ggt atc aac
caa gacpatatagat tit got 9ot aga,aage72GluSer e Glytle Asn Gl Aspc
Asp lle-Aspdthe Ala Gly érg Lys 210215220

Met Ser Ser Ser Pro Ser Phe Ala Gln Glu Val Leu Ala Thr

Thr Ser

1 5 10

15

cct tac atc gag tac ttt ctt gac aac tac acc aga tgg tac

tac ttc 96
Pro Tyr Ile Glu Tyr Phe Leu Asp Asn Tyr Thr Arg Trp Tyr
Tyr Phe

20 25 30

ata cct ttg gtg ctt ctt tcg ttg aac ttt ata agt ttg ctc

cac aca 144
Ile Pro Leu Val Leu Leu Ser Leu Asn Phe Ile Ser Leu Leu
His Thr

35 40 45

agg tac ttg gaa cgc agg ttc cac gcc aag cca ctc ggt aac

ttt gtc 192
Arg Tyr Leu Glu Arg Arg Phe His Ala Lys Pro Leu Gly Asn
Phe Val

50 55 60

agg gac cct acg ttt ggt atc gct act ccg ttg ctt ttg atc

tac ttg 240

Arg Asp Pro Thr Phe Gly Ile Ala Thr Pro Leu Leu Leu Ile
Tyr Leu

65 70 75

80

aag tcg aaa ggt acg gtc atg aag ttt gct tgg ggc ctc tgg
aac aac 288
Lys Ser Lys Gly Thr Val Met Lys Phe Ala Trp Gly Leu Trp



gac ttt got gag tog ttc aac aaa goo cag gaa tac ttg got att aga720 Asp Phe
Ala Glu Ser Phe Asn Lys Ala Gin Glu Tyr Leu Ala lle Arg 225230235 240 acc
ttg gtg cag acg ttc tac tgg ttg gtc aac aac aag gag ttt aga768 Thr Leu Val Gin
Thr Phe Tyr Trp Leu Val Asn Asn Lys-GRFPhe Arg 245250 255 gac tgt acc
aag I-CF&% E;t% cac aag ttc acc aac tac tat gtt cag aaa816 Asp Cys Thr Lys Leu
Val His Lys Phe Thr Asn Ty Tyr Val Gin Lys 260269¢70 got ttg gat got ago
cca gaa gag ctt gaa aag caa agt ggg tat gtg864 Ala Leu Asp Ala Ser Pro Glu
Glu Leu Glu Lys Gin Ser Gly Tyr Val 275280285 ttc ttg tac gag ctt gtc aag
cag agapga gascecaat gigdteegtod2-Phad et tynGdu hed Vld yssGindhr
Arg AspgPea Asn Val e Arg - 70 - 290295300 gac cag tot ttg aac atc ttg ttg
000 ggasaga gatlacc/acdt gotgggIcPAspIGn Ser LeuAsmieTleu Gey Alau
Gly Akg AspLEhr Thr Ala Gly 305310315 320 ttg ttg tog ttt got gtc ttt gag ttg
goo aga cac cca gagléte tgg1008 Leu Leu Ser!Ple Ala Val Phe Glu LeulAla

Arg His Pro Glu lle Trp 325330 335 goo aag ttg aga gag gaa att gaa caa cag
ttt ggBitt ggagad Gactos6 Wat'ys I96F Atg Gl GILRE GlE GGt PheCly

L GRCAsp 340345350 tot cgt gtt tt acc tt t
o éa%%fg%oa SR A Bt e At g (Al SatLe

Cys C%F(J Tyr 353360365 ttg aaa gcg tic ctf agt gaa acc ttg cgt att tag £ca agt
tc ccall52
gtt ttg gct act cag ttc aat gat ttc tct ttg gga acc aga
cac gat 432
Val Leu Ala Thr Gln Phe Asn Asp Phe Ser Leu Gly Thr Arg
His Asp
130 135 140

ttc ttg tac tcc ttg ttg ggt gac ggt att ttc acc ttg gac

ggt gct 480

Phe Leu Tyr Ser Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp
Gly Ala

145 150 155

160

ggc tgg aaa cat agt aga act atg ttg aga cca cag ttt gct

aga gaa 528
Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gln Phe Ala
Arg Glu
165 170
175

cag gtt tct cac gtc aag ttg ttg gag cca cac gtt cag gtg

ttc ttc 576
Gln Val Ser His Val Lys Leu Leu Glu Pro His Val Gln Val
Phe Phe

180 185 190

aag cac gtt aga aag cac cgc ggt caa acg ttc gac atc caa

gaa ttg 624
Lys His Val Arg Lys His Arg Gly Gln Thr Phe Asp Ile Gln
Glu Leu

195 200 205

ttc ttc agg ttg acc gtc gac tcc gccec acc gag ttcec ttg ttt

ggt gag 672
Phe Phe Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe



Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg lle Tyr Pro Ser Val Pro 370375380
aga aac ttc aga atc goo acc aag aac acg aca ttg cca agg ggc ggt1200 Arg
Asn Phe Arg lle Ala Thr Lys Asn Thr Thr Leu Pro Arg Gly Gly 385390395 400
ggt tca gac ggt acc tog cca atc ttg atc caalaag gga gaa got gtg1248 Gly Ser
Asp %Iy Tf&rl%er Pro lle Leu lle Gin Lys Gly Glu Ala Val 405410 415 tog tat
ggt atc ga% fof act cat ttg gac cct gtctat tac ggc cct1296 Ser Tys Gly lle Asn
Ser Thr His Leu Asp Pro Val Tyr Tyr - 71 - Gly Pro 420425430 gat got got
gag ttc-a0a ceafay aga tgg it 989 cra-tcasace aaalddd Asp AlyAla Gl Phe
Arg Pxe GluArg Trp PheoGlu Pro Ser Thr Lys 435440445 aag ctc ggc tgg got
tac ttg ecadticaaac @gt ggt cea agacatedgtll39?2 kys LeusGlyl Jrp.Ala Tyr Ledo
Pro PherAshiGly Gly Pro Arg lle Cys 450455460 ttg ggt cag cag ttt goo ttg
acg gaacgot ggc tat gtg ttg gtt agad440 Leu Gly Gin Gin PRé Ala Leu Thr Glu
Ala G Tyr Val Leu Val Arg 465470475 480 ttg gtg caa gag ttc too cac gtt

agg ctg gac cca gac gag gtg tac1488 Leu Val Gin Glu Phe Ser His Val Arg
Leu ASPPPS Asph GIPVal T5F 485296 B0596¢y tEa a¥gtadd ttg¥ace SA€ tifacc

atg tgt 5%9 t g%%(%?lSBG Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Cys
Leu %;%%p i 500505510 it HE ahg t ghe G190 IETalLSs P
ASp 245 250

255

cag act tac cag gcc tac aga ttt ttg ttg caa caa atg tac

tgg atc 816
Gln Thr Tyr Gln Ala Tyr Arg Phe Leu Leu Gln Gln Met Tyr
Trp Ile

260 265 270

ttg aat ggc tcg gaa ttc aga aag tcg att gct gtc gtg cac

aag ttt 864
Leu Asn Gly Ser Glu Phe Arg Lys Ser Ile Ala Val Val His
Lys Phe

275 280 285

gct gac cac tat gtg caa aag gct ttg gag ttg acc gac gat

gac ttg 912
Ala Asp His Tyr Val Gln Lys Ala Leu Glu Leu Thr Asp Asp
Asp Leu

290 295 300

cag aaa caa gac ggc tat gtg ttc ttg tac gag ttg gct aag

caa acc 960

Gln Lys Gln Asp Gly Tyr Val Phe Leu Tyr Glu Leu Ala Lys
Gln Thr

305 310 315

320

aga gac cca aag gtc ttg aga gac cag tta ttg aac att ttg

gtt gcc 1008
Arg Asp Pro Lys Val Leu Arg Asp Gln Leu Leu Asn Ile Leu
Val Ala
325 330
335

ggt aga gac acg acc gcc ggt ttg ttg tca ttt gtt ttc tac
gag ttg 1056



515 <210> 14 <211> 517 <212> PRT <213> Candida tropicalis <400> 14
Met lle Glu Gin Leu Leu Glu Tyr Trp Tyr Val Val Val Pro Val Leu 1510 - 72 -
15 Tyr lle lle Lys Gin Leu Leu Ala Tyr Thr Lys Thr Arg Val Leu Met 202530
Lys Lys Leu Gly Ala Ala Pro Val Thr AsrPEys Leu Tyr Asp Asn Ala 354045
Phe I VaI la in, P e Ly Ly GIu Arg
Ala %W % ﬂ.}ni yr L)%sf‘lgh(l;%sq;JE er szesrAEn ro %(%7 %[O B
Ser Val GIy Thr Tyr \é@IOSer lle Leu Phe Gly Tkgggrg lle Val Val 8590 95 Thg
Lys Asp Pro Glu Asn lle Lys Ala lle Leu Ala Thr Gin Phe Gly 100105110 Asp
Phe SernleySlydysang HisThe beuRhe bys £rg ey LeyCly-115E20125
Asp GlydlesRbe Thr Lew Asp Gly Glu Gly Trp Lys His Ser Arg Ala 130135140
Met LexrArg Bro GintRle Ala ArgIGRhGirnVal Ales His VahTdr Ser 151 56155
160 78 -Asu Glu Pro His Phe Gin Leu Leu Lys Lys His lle Leu Lys His Lys
165170 175 GIy3G&hu Tyr Phe Asp lle Gin &¥ Leu Phe Phe Arg Phe3Phr Val

Asp 180185190 Ser Ala Thr Glu Phe Leu Phe GI¥ Glu Ser Val His Ser Leu
Lysﬁ@ﬁ@1§§§oéﬁﬁ50tc ggt gaa gaa gct cgt gtt gaa gag atc tcg

gag 1152
Arg Phe Gly Leu Gly Glu Glu Ala Arg Val Glu Glu Ile Ser
Phe Glu

370 375 380

tcc ttg aag tct tgt gag tac ttg aag gct gtc atc aat gaa

acc ttg 1200

Ser Leu Lys Ser Cys Glu Tyr Leu Lys Ala Val Ile Asn Glu
Thr Leu

385 390 395

400

aga ttg tac cca tcg gtt cca cac aac ttt aga gtt gct acc

aga aac 1248
Arg Leu Tyr Pro Ser Val Pro His Asn Phe Arg Val Ala Thr
Arg Asn
405 410
415

act acc ctc cca aga ggt ggt ggt gaa gat gga tac tcg cca

att gtc 1296
Thr Thr Leu Pro Arg Gly Gly Gly Glu Asp Gly Tyr Ser Pro
Ile Val

420 425 430

gtc aag aag ggt caa gtt gtc atg tac act gtt att gct acc

cac aga 1344
Val Lys Lys Gly Gln Val Val Met Tyr Thr Val Ile Ala Thr
His Arg

435 440 445

gac cca agt atc tac ggt gcc gac gct gac gtc ttc aga cca

gaa aga 1392
Asp Pro Ser Ile Tyr Gly Ala Asp Ala Asp Val Phe Arg Pro
Glu Arg

450 455 460

tgg ttt gaa cca gaa act aga aag ttg ggc tgg gca tac gtt
cca ttc 1440
Trp Phe Glu Pro Glu Thr Arg Lys Leu Gly Trp Ala Tyr Val



Glu Ser lle Gly lle Asn Gin Asp Asp lle Asp Phe Ala Gly Arg Lys 210215220
Asp Phe Ala Glu Ser Phe Asn Lys Ala Gin Glu Tyr Leu Ala lle Arg 225230235
240 Thr Leu Val Gin Thr Phe Tyr Trp Leu Val Asn Asn Lys Glu Phe Arg
245250 255 Asp Cys Thr Lys Leu ValHis3lys Phe Thr Asn Tyr Tyr Val Gin
Lys 3@0265570 Ala Leu Asp Ala Ser Pro Glu Glu Leu Glu Lys Gin Ser Gly
Tyr QE?? §0285 Phe Leu Tyy{Glu Leu Val Lys Gin Thr,Arg Asp Pro Asn
Val Lgd Arg 290295300 Asp Gin Ser Leu Asn lle Leu Leu Ala Gly Arg Asp
Thr Thr Ala Gly 305310315 - 74 - 320 Leu Leu Ser Phe Ala Val Phe Glu Leu
Ala Arg His frodgiu he-Irp 325330 33k Ala kysdelAry Gl Gludle;6lu Gig
Gin PhecGhakeu Gly1GkrAsp 340345350 Ser Arg Val Glu Glu lle Thr Phe Glu
Ser LesrLyslArg CystGhu Ryp355860365 Lew OfsyAla Rhellredsn2Glu Tho
Leu ArgrlésTyr Pro Ser Val Pro 370375380 Arg Asn Phe Arg lle Ala Thr Lys
Asn Thr Thr Leu Pro Arg GRAPGly 385390395 400 GAPSer Asp Gly Thr Ser
Pro l189%u lle Gin Lys Gly Glu Ala Val 405410 415 Ser Tyr Gly lle Asn Ser
Thr His Leu Asp Pro Val Tyr Tyr Gly Pro 420425430 Asp Ala Ala Glu Phe Arg
Pro C%gg%r?gﬁrptﬁﬁeﬁ@ffotsﬁGrh??;"i‘/stsz%flfcﬁéf%ag gag ttt gca cac

Ala Ser Tyr Val Thr Val Arg Leu Leu Gln Glu Phe Ala His
Leu Ser
500 505 510

atg gac cca gac acc gaa tat cca cca aaa ttg cag aac acc

ttg acc 1584
Met Asp Pro Asp Thr Glu Tyr Pro Pro Lys Leu Gln Asn Thr
Leu Thr

515 520 525

ttg tcg ctc ttt gat ggt gct gat gtt aga atg tac taa

1623

Leu Ser Leu Phe Asp Gly Ala Asp Val Arg Met Tyr
530 535 540

<210> 10

<211> 540

<212> PRT

<213> Candida tropicalis
<400> 10

Met Ser Ser Ser Pro Ser Phe Ala Gln Glu Val Leu Ala Thr
Thr Ser

1 5 10

15

Pro Tyr Ile Glu Tyr Phe Leu Asp Asn Tyr Thr Arg Trp Tyr
Tyr Phe
20 25 30

Ile Pro Leu Val Leu Leu Ser Leu Asn Phe Ile Ser Leu Leu
His Thr
35 40 45



Lys Leu Gly Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg lle Cys 450455460
- 75 - Leu Gly Val Arg Gin Gin Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu 465
470 475 480 Leu Val Gin Glu Phe Ser His Val Arg Leu Asp Pro Asp Glu
Val Tyr - 56 -

Arg Tyr Leu Glu Arg Arg Phe His Ala Lys Pro Leu Gly Asn
Phe Val
50 55 60

Arg Asp Pro Thr Phe Gly Ile Ala Thr Pro Leu Leu Leu Ile
Tyr Leu

65 70 75

80

Lys Ser Lys Gly Thr Val Met Lys Phe Ala Trp Gly Leu Trp
Asn Asn

85 90
95

Lys Tyr Ile Val Arg Asp Pro Lys Tyr Lys Thr Thr Gly Leu
Arg Ile
100 105 110

Val Gly Leu Pro Leu Ile Glu Thr Met Asp Pro Glu Asn Ile
Lys Ala
115 120 125

Val Leu Ala Thr Gln Phe Asn Asp Phe Ser Leu Gly Thr Arg
His Asp
130 135 140

Phe Leu Tyr Ser Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp
Gly Ala

145 150 155

160

Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gln Phe Ala
Arg Glu

165 170
175

Gln Val Ser His Val Lys Leu Leu Glu Pro His Val Gln Val
Phe Phe
180 185 190

Lys His Val Arg Lys His Arg Gly Gln Thr Phe Asp Ile Gln



485 490 495

Asp Gly Ala

Glu

Phe
Gly

Ser
Thr
225
240

Lys
Tyr

255

Gln
Trp

Leu
Lys

Ala
Asp

Gln
Gln
305
320

Arg
Val
335

Gly
Glu

Leu

Phe
Glu
210

Ala
Thr

Asp
Ser

Thr
Ile

Asn
Phe

Asp
Leu
290

Lys

Thr

Asp
Ala

Arg
Leu

195

Arg

Glu

Phe

Tyr

Gly

275

His

Gln

Pro

Asp

Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Cys Leu Gin
500 505 510 lle Val Lys Phe Asp

Leu

Ser

Asp

Gln

260

Ser

Tyr

Asp

Lys

Thr

340

Thr

Leu

Gly

245

Ala

Glu

Val

Gly

Val

325

Thr

Val

230

Arg

Tyr

Phe

Gln

Tyr

310

Leu

Ala

- 57 —

Asp

215

Asp

Arg

Arg

Arg

Lys

295

Val

Arg

Gly

200

Ser

Glu

Asp

Phe

Lys

280

Ala

Phe

Asp

Leu

Ala

Ser

Phe

Leu

265

Ser

Leu

Leu

Gln

Leu

345

Thr

Ile

Ala

250

Leu

Ile

Glu

Tyr

Leu

330

Ser

Glu

Gly

235

Asp

Gln

Ala

Leu

Glu

315

Leu

Phe

Phe

220

Leu

Ala

Gln

Val

Thr

300

Leu

Asn

Val

205

Leu

Thr

Phe

Met

Val

285

Asp

Ala

Ile

Phe

Phe

Pro

Asn

Tyr

270

His

Asp

Lys

Leu

Tyr

350



515 <210>15 <211>1554 <212>DNA <213> Candida tropicalis
<220>

- 58 -

Ser Arg Asn Pro Glu Val Phe Ala Lys Leu Arg Glu Glu Val
Glu Asn
355 360 365

Arg Phe Gly Leu Gly Glu Glu Ala Arg Val Glu Glu Ile Ser
Phe Glu
370 375 380

Ser Leu Lys Ser Cys Glu Tyr Leu Lys Ala Val Ile Asn Glu
Thr Leu

385 390 395

400

Arg Leu Tyr Pro Ser Val Pro His Asn Phe Arg Val Ala Thr
Arg Asn

405 410
415

Thr Thr Leu Pro Arg Gly Gly Gly Glu Asp Gly Tyr Ser Pro
Ile Val
420 425 430

Val Lys Lys Gly Gln Val Val Met Tyr Thr Val Ile Ala Thr
His Arg
435 440 445

Asp Pro Ser Ile Tyr Gly Ala Asp Ala Asp Val Phe Arg Pro
Glu Arg
450 455 460

Trp Phe Glu Pro Glu Thr Arg Lys Leu Gly Trp Ala Tyr Val
Pro Phe

465 470 475

480

Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu
Thr Glu

485 490
495



<221>CDS <222>(1)..(1554) <400>15 atg att gtg ttg gaa caa atc
cta gaa 48 tat tgg tat att gtt gtg cot Met lle Glu Gin lle Leu Glu Tyr
- 59 _—

Ala Ser Tyr Val Thr Val Arg Leu Leu Gln Glu Phe Ala His
Leu Ser
500 505 510

Met Asp Pro Asp Thr Glu Tyr Pro Pro Lys Leu Gln Asn Thr
Leu Thr
515 520 525

Leu Ser Leu Phe Asp Gly Ala Asp Val Arg Met Tyr

530 535 540
<210> 11
<211> 1623
<212> DNA

<213> Candida tropicalis

<220>

<221> CDS

<222> (1)..(1623)

<400> 11

atg tcg tct tct cca tcg ttt gct cag gag gtt ctc gct acc
act agt 48

Met Ser Ser Ser Pro Ser Phe Ala Gln Glu Val Leu Ala Thr
Thr Ser

1 5 10

15

cct tac atc gag tac ttt ctt gac aac tac acc aga tgg tac

tac ttc 96
Pro Tyr Ile Glu Tyr Phe Leu Asp Asn Tyr Thr Arg Trp Tyr
Tyr Phe

20 25 30

atc cct ttg gtg ctt ctt tcg ttg aac ttc atc agc ttg ctc

cac aca 144
Ile Pro Leu Val Leu Leu Ser Leu Asn Phe Ile Ser Leu Leu
His Thr

35 40 45

aag tac ttg gaa cgc agg ttc cac gcc aag ccg ctc ggt aac

gtc gtg 192
Lys Tyr Leu Glu Arg Arg Phe His Ala Lys Pro Leu Gly Asn
Val Val

50 55 60

ttg gat cct acg ttt ggt atc gct act ccg ttg atc ttg atc



Trp Tyr lle Val Val Pro Val Leu 15 10 15 tac atc ttg atg atc aaa caa ctc
att 96 gcc tac agc aag act cgc gtc Tyr lle lle Lys Gin Leu lle Ala Tyr Ser Lys
Thr Arg Val Leu Met

— 60 -
tac tta 240

Leu Asp Pro Thr Phe Gly Ile Ala Thr Pro Leu Ile Leu Ile
Tyr Leu

65 70 75

80

aag tcg aaa ggt aca gtc atg aag ttt gcc tgg agc ttc tgg

aac aac 288
Lys Ser Lys Gly Thr Val Met Lys Phe Ala Trp Ser Phe Trp
Asn Asn
85 90
95

aag tac att gtc aaa gac cca aag tac aag acc act ggc ctt

aga att 336
Lys Tyr Ile Val Lys Asp Pro Lys Tyr Lys Thr Thr Gly Leu
Arg Ile

100 105 110

gtc ggc ctc cca ttg att gaa acc ata gac cca gag aac atc

aaa gct 384
Val Gly Leu Pro Leu Ile Glu Thr Ile Asp Pro Glu Asn Ile
Lys Ala

115 120 125

gtg ttg gct act cag ttc aac gat ttc tcc ttg gga act aga

cac gat 432
Val Leu Ala Thr Gln Phe Asn Asp Phe Ser Leu Gly Thr Arg
His Asp

130 135 140

ttc ttg tac tcc ttg ttg ggc gat ggt att ttt acc ttg gac

ggt gct 480

Phe Leu Tyr Ser Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp
Gly Ala

145 150 155

160

ggc tgg aaa cac agt aga act atg ttg aga cca cag ttt gct

aga gaa 528
Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gln Phe Ala
Arg Glu
165 170
175

cag gtt tcc cac gtc aag ttg ttg gaa cca cac gtt cag gtg

ttc ttc 576
Gln Val Ser His Val Lys Leu Leu Glu Pro His Val Gln Val
Phe Phe

180 185 190



20 25 30 aaa cag aac gtt ttg ggt got gct cca 144 atc aca aac cag ttg tac gac
Lys Gin Leu Gly Ala Ala Pro lle Thr Asn Gin Leu Tyr Asp Asn Val 354045
- 76 - ttc ggt atc gtc aac gga tgg aag got ctc cag ttc aag aaa gag ggol192 Phe
Gly lle Val Asn Gly Trp Lys Ala Leu Gin PheLys Lys Glu Gly 505560

aag cac gtt aga aaa cac cgc ggt cag act ttt gac atc caa

gaa ttg 624
Lys His Val Arg Lys His Arg Gly Gln Thr Phe Asp Ile Gln
Glu Leu

195 200 205

ttc ttc aga ttg acc gtc gac tcc gcc acc gag ttc ttg ttt

ggt gag 672
Phe Phe Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe
Gly Glu

210 215 220

tct gct gaa tcc ttg aga gac gac tct gtt ggt ttg acc cca

acc acc 720

Ser Ala Glu Ser Leu Arg Asp Asp Ser Val Gly Leu Thr Pro
Thr Thr

225 230 235

240

aag gat ttc gaa ggc aga gga gat ttc gct gac gct ttc aac

tac tcg 768
Lys Asp Phe Glu Gly Arg Gly Asp Phe Ala Asp Ala Phe Asn
Tyr Ser
245 250
255

cag act tac cag gcc tac aga ttt ttg ttg caa caa atg tac

tgg att 816
Gln Thr Tyr Gln Ala Tyr Arg Phe Leu Leu Gln Gln Met Tyr
Trp Ile

260 265 270

ttg aat ggc gcg gaa ttc aga aag tcg att gcc atc gtg cac

aag ttt 864
Leu Asn Gly Ala Glu Phe Arg Lys Ser Ile Ala Ile Val His
Lys Phe

275 280 285

gct gac cac tat gtg caa aag gct ttg gag ttg acc gac gat

gac ttg 912
Ala Asp His Tyr Val Gln Lys Ala Leu Glu Leu Thr Asp Asp
Asp Leu

290 295 300

cag aaa caa gac ggc tat gtg ttc ttg tac gag ttg gct aag

caa act 960

Gln Lys Gln Asp Gly Tyr Val Phe Leu Tyr Glu Leu Ala Lys
Gln Thr

305 310 315

320



aga got caa gag tac aac gat cac aag ttt gac ago too aag aac cca240 Arg Ala
Gin Glu Tyr Asn Asp His Lys Phe Asp Ser Ser Lys Asn Pro 657075 80 ago
gtc ggc acc tat gtc agt att ctt ttt ggc acc aag att gtc gtg288 Ser Val Gly Thr
Tyr Val Ser lle Leu Phe Gly Thr Lys lle V&l Vval 8590 95 acc aag gat cca gag
aat atc aaa got att ttg gca acc ttt ggc336 Thr Lys Asp Pro Glu Asn lle Lys
A s o0 Al TP GIR e Gl LEOTOSLYO et 1 41 ok 4a6 3 car'Got
ct tttp?@? GGl ita-tta gg384 AspBheSer ey Gly LysAra His Ala,Ley Phe.,
Lys RrgLeihLeu Gly 115120125 gat ggg atc ttc acc ttg gac ggc gaa ggc tgg
aag cat ago aga too432 AspGly lle Phe Thr Leu AspzGly Glu Gly Trp Lys His
Ser AsgSer 130135140 atg tta aga cca cag ttt goo aga gaa caa gtt got cat
gtg acg tog480 Met Leu Arg Pro Gin Phe Ala Arg Glu Gin Val Ala His Val Thr
Ser 146150455960 ttiggaaccca cac dtwtecdd tigtitpaagady-catate dttaadaxac
aag528 L eutGlu Pro Hi§®he Gin Leu Leu Lys Lys His lle Leu Lys His Lys
165170 Y- 779 djtRjay facititgdtiatccay §&& tigfttc fPAgRtR dtt ytEgacsys
Gly Gl Tyk®Phe Asp lle Gin Glu Leu Phe Phe Arg Phe Thr Val Asp
180185190 tcg gcc a%ﬁogag ttc tta ttt ggt gag téc?‘%tg cac tcc tta aag gacé?ﬁ)
Ser Ala Thr %'Ua%b:e (Iz_gg ng Glg Gltut§er \C/gl Ia—tlés 5{3‘{ Leétlj Iays Qsp N
1952%%20@%9;& act altcf&g? atc aat caa ggc gat ata ga?ttt act 89? aaa%a%%giz
Glu Thi Jle;Gly He Asp.GinAspAsP BeAsp Phe Ala:Gly Atg,Lys 210215220

Glu Asn
355 360 365

aga ttt gga ctc ggc gaa gag gct cgt gtt gaa gag atc tct

ttt gag 1152
Arg Phe Gly Leu Gly Glu Glu Ala Arg Val Glu Glu Ile Ser
Phe Glu

370 375 380

tcc ttg aag tcc tgt gag tac ttg aag gct gtc atc aat gaa

gcc ttg 1200

Ser Leu Lys Ser Cys Glu Tyr Leu Lys Ala Val Ile Asn Glu
Ala Leu

385 390 395

400

aga ttg tac cca tct gtt cca cac aac ttc aga gtt gcc acc

aga aac 1248
Arg Leu Tyr Pro Ser Val Pro His Asn Phe Arg Val Ala Thr
Arg Asn
405 410
415

act acc ctt cca aga ggc ggt ggt aaa gac gga tgc tcg cca

att gtt 1296
Thr Thr Leu Pro Arg Gly Gly Gly Lys Asp Gly Cys Ser Pro
Ile Val

420 425 430

gtc aag aag ggt caa gtt gtc atg tac act gtc att ggt acc

cac aga 1344
Val Lys Lys Gly Gln Val Val Met Tyr Thr Val Ile Gly Thr
His Arg

435 440 445



gac ttt gct gag tcg ttc aac aaa gcc cag gag tat ttg tct att aga720 Asp Phe Ala
Glu Ser Phe Asn Lys Ala Gin Glu Tyr Leu Ser lle Arg 225230235 240 att ttg
gtg cag acc ttc tac tgg ttg atc aac aac aag gag ttt aga768 lle Leu Val Gin Thr
Phe Tyr Trp Leu lle Asn Asn Lys Glu Phe3Arg 245250 255 gac tgt acc aag
Ctg gtg_cac aag 1t acc aac tac taé[[ ct(;;ttg(g:acg aaa8l6 Asgaagyst'lc':hrtlﬁyés Iaelg1 \/Cacla
His L g?h%ihr %\snl 5 yrc\/gl imLys 95028527 gct?tg gat gct acc cca
gag gag.cth gaa:aag ¢aa ggr.0eg takgtgssd AlalLey AspAla ParPig Gly Glu
Leu GluLys-Gin Gly Gly Tyr Val 275280285 ttc ttg tat gag ctt gtc aag cag acg
aga gac copsaag gtg ttg cgt912 Phe Lew Tyr Glu Leu Val Lys GigpThr Arg Asp
Pro Lys Val Leu Arg 290295300 - 78 - gac cag tot ttg aac atc ttg ttg gca gga
aga gagoaccacogot gggo6R AspcGinSer deu Asw lledeutbeudda GlytArg t
Asp T™waThrtAla Gly 383810315 320 ttg ttg too ttt got gtg ttt gag ttg goo aga
aac céarcdtatctgyg1b08 el et SerrPhe Wa vl Phey Glu eyl AlaTAig Ash
Pro His fleFTYp 325330 335 goo aag ttg aga gag gaa att gaa cag cag ttt ggt ctt
gga gargac1056 Ala Lys Leu Ald Glu Glu lle Glu Gin Gif’Phe Gly Leu Gly
Glu A@%0340345350 tot cgt gtt gaa gag att acc ttt gag ago ttg aag aga tgt gag
tac1104 Se[J @r%%/tal (g%lg Glu_lle tTgr Eghce %%% SQ% tLeu Lys Arg tC;Cyts (CJB(I:% Tyjég

35530465 s R

Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu
Thr Glu

485 490
495

gct tca tac gtc act gtc aga ttg ctc caa gag ttt gga aac

ttg tcc 1536
Ala Ser Tyr Val Thr Val Arg Leu Leu Gln Glu Phe Gly Asn
Leu Ser

500 505 510

ctg gat cca aac gct gag tac cca cca aaa ttg cag aac acc

ttg acc 1584
Leu Asp Pro Asn Ala Glu Tyr Pro Pro Lys Leu Gln Asn Thr
Leu Thr

515 520 525

ttg tca ctc ttt gat ggt gct gac gtt aga atg ttc taa

1623

Leu Ser Leu Phe Asp Gly Ala Asp Val Arg Met Phe
530 535 540

<210> 12

<211> 540

<212> PRT

<213> Candida tropicalis
<400> 12

Met Ser Ser Ser Pro Ser Phe Ala Gln Glu Val Leu Ala Thr
Thr Ser

1 5 10

15



ttg aaa gcg ttc ctt aac gaa acc ttg cgt gtt tac cca agt tc ccall52 Leu Lys Ala

Phe Leu Asn Glu Thr Leu Arg Val Tyr Pro Ser Val Pro 370375380 aga aac ttc
aga atc goo acc aag aat aca aca ttg cca agg ggt ggt1200 Arg Asn Phe Arg lle
Ala Thr Lys Asn Thr Thr Leu Pro Arg Gly &ly 385390395 400 ggt cca gac ggt

t t gtg1243 Gl A Thr Gi
Pro 16 ou 16 Cin LyeL&, Gy Vil SOFL0 A1 160 14050% e cae ol b

cac tta'gat cct gtc tattat ggc cct1296 Ser Tyr Gly lle Asn Ser Thr His Ley Asp
Pro Val Tyr Tyr Gly Pro - 79 - gat got got gag ttc aga cca gag aga tgg ttt gag
cca tca acc agal344 Asp Ala Ala Glu Phe Arg Pro Glu Arg Trp Phe Glu Pro
Ser Thr Arg43544044b aag ¢tc.ggcdgg gotiiac g ceaettc aacygt gggiccau
cga atid tgt1B892 Lys Leu Gly Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg lle
Cys 4504554603ttg ggt cag cag ttt goo ttgé&cc gaa got ggt tac gtt ttg gtc
agal440 Leu Gly GIn GIn Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg
465470475 480 ttg gtg caa gag ttc too cac att agg ctg gac cca gat gaa gtg
(at1488 1 oliVal G1n Bl PHEISRF FIETe ArgPLéd ASp/Pre ASp Sl VA ToP™
485496495 dca cca aag agg ttg acc.gac ttg acc atg tgt ttg ca gat got
got1536 Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Cys Leu G%n Asp Gly Ala
500505510 att gtc aag ttt gac tag 1554 lle Val Lys Phe Asp 515 <210> 16

<2113 51752122 PRT <Z13> capdida trepicalig, <490 16, 11 Leu Ile
Tyr Leu
6% 70 75
80

Lys Ser Lys Gly Thr Val Met Lys Phe Ala Trp Ser Phe Trp
Asn Asn

85 90
95

Lys Tyr Ile Val Lys Asp Pro Lys Tyr Lys Thr Thr Gly Leu
Arg Ile
100 105 110

Val Gly Leu Pro Leu Ile Glu Thr Ile Asp Pro Glu Asn Ile
Lys Ala
115 120 125

Val Leu Ala Thr Gln Phe Asn Asp Phe Ser Leu Gly Thr Arg
His Asp
130 135 140

Phe Leu Tyr Ser Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp
Gly Ala

145 150 155

160

Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gln Phe Ala
Arg Glu
165 170



Met lle Glu GIn lle Leu Glu Tyr Trp Tyr lle Val Val Pro Val Leu 1510 15 - 80 -
Tyr lle lle Lys Gin Leu lle Ala Tyr Ser Lys Thr Arg Val Leu Met 202530 Lys
Gin Leu Gly Ala Ala Pro lle Thr Asn Gin Leu Tyr Asp Asn Val 354045 Phe
Gly IIe Val Asn Gly Trp Lys Ala Leu Gin PheLys Lys Glu Gly 505560 Arg Ala
Gin Tyr Asn Asp His Lys Phe Asp Ser Ser Lys Asn Pro 657075 80 Ser
Val Gly %’hr Tyr Val Ser lle Leu Phe Gly Thr Lys lle Val Val 8590 95 Thr Lys
Asp Pro Glu Asn lle Lys Ala lle Leu Ala Thr Gin Phe Gly 100105110 Asp Phe
Ser LeuGly-byss&rg fis Ala Lew RhedysiRio keu Lew,Gly 115120525 Aspy
Gly llerRheiThr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ser 130135140 Met
Leu Arg Pro Gin PhelA&la Arg Glu Gin Val Ala Hissval Thr Ser 145150155460
- 81 - 165170 175 Gly Glu Tyr Phe Asp lle Gin Glu Leu Phe Phe Arg Phe Thr
Val Asp 180185190 Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val His Ser
Leu LygsAsd 19%200208 GlusTHr Be 1y [l Ask GinThsp Akp esAspIRhé Ata
Gly Afg1ys210215220 Asp Phe Ala Glu Ser Phe Asn Lys Ala Gin Glu Tyr
Leu Ser lle Arg 225230235

Phe Phe Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe
Gly Glu
210 215 220

Ser Ala Glu Ser Leu Arg Asp Asp Ser Val Gly Leu Thr Pro
Thr Thr

225 230 235

240

Lys Asp Phe Glu Gly Arg Gly Asp Phe Ala Asp Ala Phe Asn
Tyr Ser

245 250
255

Gln Thr Tyr Gln Ala Tyr Arg Phe Leu Leu Gln Gln Met Tyr
Trp Ile
260 265 270

Leu Asn Gly Ala Glu Phe Arg Lys Ser Ile Ala Ile Val His
Lys Phe
275 280 285

Ala Asp His Tyr Val Gln Lys Ala Leu Glu Leu Thr Asp Asp
Asp Leu
290 295 300

Gln Lys Gln Asp Gly Tyr Val Phe Leu Tyr Glu Leu Ala Lys
Gln Thr

305 310 315

320



240 lle Leu Val Gin Thr Phe Tyr Trp Leu lle Asn Asn Lys Glu Phe Arg 245250
255 Asp Cys Thr Lys Leu Val His Lys Phe Thr Asn Tyr Tyr Val Gin Lys
260265270 Ala Leu Asp Ala Thr Pro Glu Glu Leu Glu Lys Gin Gly Gly Tyr Val
275280285 Phe Leu Tyr Glu Leu Val I:y§ &in Thr Arg Asp Pro Lys Val Leu
Arg 29029 BOOEAS gln Qgr L u As I:>|Aeu Lf%AF Arg hr TEr Ala
Gly 3 5 %SZ P Phe A Phe Gl Léu A a%\rg Asn
Pro His IIe Trp 325330 33§2%Ia Lys Leu Arg Glu GlyHg Glu Gin Gin Phe Gly
Leu Gly£Glu Asp 340345350 Ser Arg Val Glu Glu lle Thr Phe Glu Ser Leu Lys
Arg Cys Glu Tyr 355360365 Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg Val
Tyr Pro Ser Val Pro 370375380 Arg Asn Phe Arg lle Ala Thr Lys Asn Thr Thr
Leu RroyAryrGIZ&ly B853903951400Gly Pea AspuGhe ThPzin\Rrd [knkeltle
Gin L§$Gly<@lu Gly Val 405410 415 Ser Tyr Gly lle Asn Ser Thr His Leu Asp
Pro Val Tyr Tyr Gly Pr$0420425430 Asp Ala Ala“Slu Phe Arg Pro Glu ArgSPrp
Phe Glu Pro Ser Thr Arg 435440445 Lys Leu Gly Trp Ala Tyr Leu Pro Phe

Asn Gly G%/ Pro Arg lle C)és 450455460 - 83 -
Sér Arg Asn Pro Glu Val Phe Ala Lys Leu Arg Glu Glu Val

Glu Asn
355 360 365

Arg Phe Gly Leu Gly Glu Glu Ala Arg Val Glu Glu Ile Ser
Phe Glu
370 375 380

Ser Leu Lys Ser Cys Glu Tyr Leu Lys Ala Val Ile Asn Glu
Ala Leu

385 390 395

400

Arg Leu Tyr Pro Ser Val Pro His Asn Phe Arg Val Ala Thr
Arg Asn

405 410
415

Thr Thr Leu Pro Arg Gly Gly Gly Lys Asp Gly Cys Ser Pro
Ile Val
420 425 430

Val Lys Lys Gly Gln Val Val Met Tyr Thr Val Ile Gly Thr
His Arg
435 440 445

Asp Pro Ser Ile Tyr Gly Ala Asp Ala Asp Val Phe Arg Pro
Glu Arg
450 455 460

Trp Phe Glu Pro Glu Thr Arg Lys Leu Gly Trp Ala Tyr Val
Pro Phe
465 470 475



465 480 Leu Val Val Tyr Gin Glu Phe 470 Ser His lle 475 Arg Leu Asp Pro
Asp Glu 485 490 495 Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Cys

Leu Gin Asp
- 67 -

480

Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu
Thr Glu

485 490
495

Ala Ser Tyr Val Thr Val Arg Leu Leu Gln Glu Phe Gly Asn
Leu Ser
500 505 510

Leu Asp Pro Asn Ala Glu Tyr Pro Pro Lys Leu Gln Asn Thr
Leu Thr
515 520 525

Leu Ser Leu Phe Asp Gly Ala Asp Val Arg Met Phe

530 535 540
<210> 13
<211> 1554
<212> DNA

<213> Candida tropicalis

<220>

<221> CDS

<222> (1)..(1554)

<400> 13

atg att gaa caa ctc cta gaa tat tgg tat gtc gtt gtg cca
gtg ttg 48

Met Ile Glu Gln Leu Leu Glu Tyr Trp Tyr Val Val Val Pro
Val Leu

1 5 10

15

tac atc atc aaa caa ctc ctt gca tac aca aag act cgc gtc

ttg atg 96
Tyr Ile Ile Lys Gln Leu Leu Ala Tyr Thr Lys Thr Arg Val
Leu Met

20 25 30

aaa aag ttg ggt gct gct cca gtc aca aac aag ttg tac gac
aac gct 144

Lys Lys Leu Gly Ala Ala Pro Val Thr Asn Lys Leu Tyr Asp
Asn Ala



Gly Ala

ttc
gag
Phe
Glu

agg
aac
Arg
Asn
65
80

agc
gtc
Ser
Val

95

acc
ttt
Thr
Phe

gat
tta
Asp
Leu

gat
aga
Asp
Arg

atg
acg
Met
Thr
145
160

ttg
cac
Leu
His

500 505 510 lle Val Lys Phe Asp

ggt
ggc
Gly
Gly
50

gct
cca
Ala
Pro

gtg
gtg
Val
Val

aaa
ggt
Lys
Gly

ttt
ggt
Phe
Gly

999
gcc
Gly
Ala
130

ttg
tcg
Leu
Ser

gaa
aag
Glu
Lys

35
atc

Ile

Ccaa

Gln

ggc

Gly

gat

Asp

tct
Ser
115
atc

Ile

aga

Arg

CCa

Pro

gtc aat
192
Val Asn

gag tac
240
Glu Tyr

acc tac
288
Thr Tyr

85

cca gag
336
Pro Glu

100

ttg ggc
384

Leu Gly

ttc aca
432
Phe Thr

cca cag
480
Pro Gln

cac ttc
528
His Phe

gga

Gly

aac
Asn

70

gtc

Val

aat

Asn

aag

Lys

ttg

Leu

ttt
Phe

150

cag

Gln

tgg
Trp
55

gat

Asp

agt

Ser

atc

Ile

agg

Arg

gac
Asp
135
gcc

Ala

ttg

Leu

68 -

40
aag

Lys

tac

Tyr

att

Ile

aaa

Lys

cac
His
120

ggc

Gly

aga

Arg

ttg

Leu

gct

Ala

aag

Lys

ctt

Leu

gct
Ala
105
act

Thr

gaa

Glu

gaa

Glu

aag

Lys

ctc

Leu

ttt

Phe

ttc
Phe

90

att

Ile

ctt

Leu

ggc

Gly

caa

Gln

aag

Lys

515

cag

Gln

gac
Asp

75

ggc

Gly

ttg

Leu

ttt

Phe

tgg

Trp

gtt
Val

155

cat

His

<210> 17

ttc
Phe
60

cac

His

acc

Thr

gca

Ala

aag

Lys

aag
Lys
140
gct

Ala

att

Ile

45

aag

Lys

tcc

Ser

agg

Arg

acc

Thr

cct

Pro

125

cac

His

cat

His

ctt

Leu

aaa

Lys

aag

Lys

atc

Ile

cag
Gln
110
ttg

Leu

agc

Ser

gtg

Val

aag

Lys



<211> 1539

175

ggt
gtt
Gly
Val

tcg
aag
Ser
Lys

gaa
aga
Glu
Arg

gac
att
Asp
Ile
225
240

acc
ttt
Thr
Phe

255

gac
cag
Asp
Gln

gct
tat
Ala
Tyr

ttc
ttg
Phe
Leu

gaa
gat
Glu
Asp

gcc
gac
Ala
Asp

tct
aag
Ser
Lys
210

ttt
aga
Phe
Arg

ttg
aga
Leu
Arg

tgt
aaa
Cys
Lys

ttg
gtg
Leu
Val

ttg
cgt
Leu
Arg

<212> DNA

tac

Tyr

acg
Thr
195
att

Ile

gct

Ala

gtg

Val

acc

Thr

gat
Asp
275
tac

Tyr

165

ttt gat
576
Phe Asp

180

gag ttc
624
Glu Phe

ggt atc
672
Gly Ile

gag tcg
720
Glu Ser

cag acg
768
Gln Thr

245

aag ctg
816
Lys Leu

260

gct agc
864
Ala Ser

gag ctt
912
Glu Leu

<213> Candida tropicalis

atc

Ile

tta

Leu

aac

Asn

ttc

Phe

230

ttc

Phe

gtg

Val

CCa

Pro

gtc

Val

cag

Gln

ttt

Phe

caa
Gln
215
aac

Asn

tac

Tyr

cac

His

gaa

Glu

aag

Lys

69 -

gaa

Glu

ggt
Gly
200
gac

Asp

aaa

Lys

tgg

Trp

aag

Lys

gag
Glu
280
cag

Gln

ttg

Leu

185

gag

Glu

gat

Asp

gcc

Ala

ttg

Leu

ttc
Phe
265
ctt

Leu

aca

Thr

170

ttc

Phe

tcc

Ser

ata

Ile

cag

Gln

gtc

Val

250

acc

Thr

gaa

Glu

aga

Arg

ttt

Phe

gtg

Val

gat

Asp

gaa
Glu

235

aac

Asn

aac

Asn

aag

Lys

gac

Asp

<220>

aga

Arg

cac

His

ttt
Phe
220
tac

Tyr

aac

Asn

tac

Tyr

Ccaa

Gln

CCcC

Pro

ttt

Phe

tcc
Ser
205
gct

Ala

ttg

Leu

aag

Lys

tat

Tyr

agt
Ser
285
aat

Asn

acc
Thr
190
tta

Leu

ggt

Gly

gct

Ala

gag

Glu

gtt
Val
270

999

Gly

gtg

Val



<221> CDS
atc 48 tta cat tac tgg tac

gac
gct
Asp
Ala
305
320

ttg
atc
Leu
Ile

335

gcc
gaa
Ala
Glu

tct
gag
Ser
Glu

ttg
gtc
Leu
Val

aga
ggc
Arg
Gly
385
400

ggt
gct
Gly
Ala

415
tcg

ggc
Ser

290

cag
999
Gln
Gly

ttg
tgg
Leu
Trp

aag
gac
Lys
Asp

cgt
tac
Arg
Tyr

aaa
cca
Lys
Pro
370

aac
ggt
Asn
Gly

tca
gtg
Ser
Val

tat
cct
Tyr

<222> (1)..(1539)

tct

Ser

tcg

Ser

ttg

Leu

gtt
Val
355
gcg

Ala

ttc

Phe

gac

Asp

ggt

Gly

ttg aac
960
Leu Asn

ttt gct
1008
Phe Ala

325

aga gag
1056
Arg Glu

340

gaa gag
1104
Glu Glu

ttc ctt
1152
Phe Leu

aga atc
1200
Arg Ile

ggt acc
1248
Gly Thr

405
atc aac

1296
Ile Asn

atc

Ile

310

gtc

Val

gaa

Glu

att

Ile

aat

Asn

gcc

Ala

390

tcg

Ser

tct

Ser

<400> 17

295

ttg

Leu

ttt

Phe

att

Ile

acc

Thr

gaa

Glu

375

acc

Thr

CCa

Pro

act

Thr

70 -

ttg

Leu

gag

Glu

gaa

Glu

ttt

Phe

360

acc

Thr

aag

Lys

atc

Ile

cat

His

gcc

Ala

ttg

Leu

caa

Gln

345

gag

Glu

ttg

Leu

aac

Asn

ttg

Leu

ttg

Leu

atg ctc ttg ttg gat cag

gga

Gly

gcc
Ala

330

cag

Gln

agc

Ser

cgt

Arg

acg

Thr

atc
Ile

410

gac

Asp

aga
Arg

315

aga

Arg

ttt

Phe

ttg

Leu

att

Ile

aca
Thr

395

Ccaa

Gln

cct

Pro

300
gac

Asp

cac

His

ggt

Gly

aag

Lys

tac
Tyr
380
ttg

Leu

aag

Lys

gtc

Val

acc

Thr

CCa

Pro

ctt

Leu

aga
Arg
365
cca

Pro

CCa

Pro

gga

Gly

tat

act

Thr

gag

Glu

gga
Gly
350
tgt

Cys

agt

Ser

agg

Arg

gaa

Glu

tac

Tyr



att gtc ttg cca Met Leu Asp Gin lle Leu His Tyr Trp Tyr lle Val Leu Pro Leu
15 goo att ttg atg atc aac cag 96 atc gtg got

Leu

Gly

gat
acc
Asp
Thr

aag
atc
Lys
Ile

ttg
gtt
Leu
Val
465
480

ttg

gtg
Leu
Val

495
ccg

ggt
Pro

Gly

att

15

Pro

gct
aaa
Ala
Lys

ctc
tgt
Leu
Cys
450

ggt
aga
Gly
Arg

gtg
tac
Val
Tyr

cca
gct
Pro
Ala

gtc

1554

Ile

Val

<210>
<211>
<212>
<213>

<400>

10

gct
Ala
435

ggc

Gly

cag

Gln

caa

Gln

aag

Lys

aag

Lys
515

14
517
PRT

420

gag ttc
1344
Glu Phe

tgg gct
1392

Trp Ala

cag ttt
1440
Gln Phe

gag ttc
1488
Glu Phe

485
agg ttg
1536
Arg Leu
500

ttt gac

Phe Asp

aga

Arg

tac

Tyr

gcc
Ala

470

tcc

Ser

acc

Thr

tag

CCa

Pro

ttg

Leu

455

ttg

Leu

cac

His

aac

Asn

Candida tropicalis

14

71 -

gag
Glu
440
cca

Pro

acg

Thr

gtt

Val

ttg

Leu

425
aga

Arg

ttc

Phe

gaa

Glu

agg

Arg

acc
Thr

505

tgg

Trp

aac

Asn

gct

Ala

ctg
Leu

490

atg

Met

ttt

Phe

ggt

Gly

ggc
Gly

475

gac

Asp

tgt

Cys

gag

Glu

ggt
Gly
460
tat

Tyr

CCa

Pro

ttg

Leu

cca
Pro
445
cca

Pro

gtg

Val

gac

Asp

cag

Gln

430
tca

Ser

aga

Arg

ttg

Leu

gag

Glu

gat
Asp

510

Met Ile Glu Gln Leu Leu Glu Tyr Trp Tyr Val Val Val Pro

Val
1

Leu

5

10



cat gtc agg acc aat tat Ala lle lle Asn Gin lle Val Ala His Val Arg Thr Asn Tyr
Leu Met 20 25 30 aag aaa ggg tgg ttg ggt got 144 aag cca ttc aca

cac
- 72 -

15

Tyr Ile Ile Lys Gln Leu Leu Ala Tyr Thr Lys Thr Arg Val
Leu Met
20 25 30

Lys Lys Leu Gly Ala Ala Pro Val Thr Asn Lys Leu Tyr Asp
Asn Ala
35 40 45

Phe Gly Ile Val Asn Gly Trp Lys Ala Leu Gln Phe Lys Lys
Glu Gly
50 55 60

Arg Ala Gln Glu Tyr Asn Asp Tyr Lys Phe Asp His Ser Lys
Asn Pro

65 70 75

80

Ser Val Gly Thr Tyr Val Ser Ile Leu Phe Gly Thr Arg Ile
Val Val

85 90
95

Thr Lys Asp Pro Glu Asn Ile Lys Ala Ile Leu Ala Thr Gln
Phe Gly
100 105 110

Asp Phe Ser Leu Gly Lys Arg His Thr Leu Phe Lys Pro Leu
Leu Gly
115 120 125

Asp Gly Ile Phe Thr Leu Asp Gly Glu Gly Trp Lys His Ser
Arg Ala
130 135 140

Met Leu Arg Pro Gln Phe Ala Arg Glu Gln Val Ala His Val
Thr Ser

145 150 155

160



gtc caa cgt gac Lys Lys Leu Gly Ala Lys Pro Phe Thr His Val Gin Arg Asp Gly

Trp 35 40 45 ttg ggc got ggg ttc aaa ttc 192 ggc cgt gaa ttc ctc aaa
gca
- 73 —
Leu Glu Pro His Phe Gln Leu Leu Lys Lys His Ile Leu Lys
His Lys
165 170
175

Gly Glu Tyr Phe Asp Ile Gln Glu Leu Phe Phe Arg Phe Thr
Val Asp
180 185 190

Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val His Ser Leu
Lys Asp
195 200 205

Glu Ser Ile Gly Ile Asn Gln Asp Asp Ile Asp Phe Ala Gly
Arg Lys
210 215 220

Asp Phe Ala Glu Ser Phe Asn Lys Ala Gln Glu Tyr Leu Ala
Ile Arg

225 230 235

240

Thr Leu Val Gln Thr Phe Tyr Trp Leu Val Asn Asn Lys Glu
Phe Arg

245 250
255

Asp Cys Thr Lys Leu Val His Lys Phe Thr Asn Tyr Tyr Val
Gln Lys
260 265 270

Ala Leu Asp Ala Ser Pro Glu Glu Leu Glu Lys Gln Ser Gly
Tyr Val
275 280 285

Phe Leu Tyr Glu Leu Val Lys Gln Thr Arg Asp Pro Asn Val
Leu Arg
290 295 300

Asp Gln Ser Leu Asn Ile Leu Leu Ala Gly Arg Asp Thr Thr
Ala Gly
305 310 315



aaa agt - 84 - Leu Gly Phe Lys Phe Gly Arg Glu Phe Leu Lys Ala Lys Ser Ala
Gly 505560 aga ctg gtt gat tta atc atc too cgt ttc cac gat aat gag ac act240
Arg Leu Val Asp Leu lle lle Ser Arg Phe His Asp Asn Glu Asp Thr 657075 80
ttc too ago tat got ttt ggc aac cat gtg gtg tt€ acc agg ac ccc288 Phe Ser Ser
Tyr Aga26>he Gly Asn His Val Val Phe Thr Arg Asp Pro 8590 95 gag aat atc
aag gcg ctt ttg gca acc cag ttt ggt gat ttt tca ttg336 Glu Asn lle Lys Ala Leu
Leu Ala Thr GIn Phe Gly Asp Phe Ser Leu 100105110 ggc ago agg gtc aag
ttc ticrpaa cea tactty 699 tacggtatc te384:1Gly ser Arg Vial b yisiRhe Rheskys
Pro Leud ey-&ly Tyr Gly lle Phe 115120125 aca ttg gac goo gaa ggc tgg aag
cac ago aga goo atg ttg agagcad32 Thr Leu Asp AlesGlu Gly Trp Lys His Ser
Arg Ata Met Leu Arg Pro 130135140 cag ttt goo aga gaa caa gtt got cat gtg
acg tog ttg gaa cca cac480 GIn Phe Ala Arg Glu GIn Val Ala His Val Thr Ser
Leu Glu Pro His 145150155 160 ttc cag ttg ttg aag aag cat atc ctt aaa cac
aag gt YagtacititB28hé Binteu Lég LySLys AisShe LRy Mis-Eys GIy

Glu TyF PHEP65170 175
340 345 350

Ser Arg Val Glu Glu Ile Thr Phe Glu Ser Leu Lys Arg Cys
Glu Tyr
355 360 365

Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg Ile Tyr Pro Ser
Val Pro
370 375 380

Arg Asn Phe Arg Ile Ala Thr Lys Asn Thr Thr Leu Pro Arg
Gly Gly

385 390 395

400

Gly Ser Asp Gly Thr Ser Pro Ile Leu Ile Gln Lys Gly Glu
Ala Val

405 410
415

Ser Tyr Gly Ile Asn Ser Thr His Leu Asp Pro Val Tyr Tyr
Gly Pro
420 425 430

Asp Ala Ala Glu Phe Arg Pro Glu Arg Trp Phe Glu Pro Ser
Thr Lys
435 440 445

Lys Leu Gly Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg
Ile Cys
450 455 460



- 85 - acg gag576 Asp lle Gin Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala
Thr Glu 180185190 ttc tta ttt ggt gag too gtg cac too tta aag gac gag gaa att
ggc624 Phe Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp Glu Glu lle Gly
195200205 tac gac acg aaa gac atg tot gaa gaa aga cgc aga ttt goo gac
geg672 Tyr ASRTHY Lys Asp Met Ser GluGlu Arg Arg Arg,he Ala Asp Ala
2102 ?2 }l%aac aag tog caa gtc tac gtg goo acc aga gtt got tta cag aacr20
Phe Asn Lys Ser Gin Val Tyr VakAla Thr Arg Val Ala Ley,&in Asn 225230235
240 ttgetac tgg ttg gtc aac aac aaa gag ttc aag gag tgc aat ac att768 Leu Tyr
Trp Leu Val Asn Asn Lys Glu Phe Lys Glu Cys Asn Asp lle 245250 255 gtc
cac aag ttt acc aac tac tat gtt cag aaa goo ttg gat got acc816 Val His Lys Phe
Thr Asadl yallyrGVal GiniLysAladeudAsp Wa Thr 2602652510 cea gaggas ott
gaa aéglcda ggc ggg tat gtg ttc ttg tat gag ctt864 Pro Glu Glu Leu Glu Lys
Gin Gly Gly Tyr Val Phe L&&STyr Glu Leu 27528028%°¢tc aag cag acg aga
gac cééaag gtg ttg cgt gac cag tot ttg aac912 Val Lys Gin Thr Arg Asp Pro
Lys Val Leu Arg Asp Gin Ser Leu Asn 290295300 - 86 - lle Leu Leu Ala Gly

Arg APSPoTr]_%rr-ghaélsagrl%LEguL%%rsez&anheLéLa Thr Met Cys Leu Gln Asp

Gly Ala
500 505 510

Ile Val Lys Phe Asp

515
<210> 15
<211> 1554
<212> DNA

<213> Candida tropicalis

<220>

<221> CDS

<222>  (1)..(1554)

<400> 15

atg att gaa caa atc cta gaa tat tgg tat att gtt gtg cct
gtg ttg 48

Met Ile Glu Gln Ile Leu Glu Tyr Trp Tyr Ile Val Val Pro
Val Leu

1 5 10

15

tac atc atc aaa caa ctc att gcc tac agc aag act cgc gtc

ttg atg 96
Tyr Ile Ile Lys Gln Leu Ile Ala Tyr Ser Lys Thr Arg Val
Leu Met

20 25 30

aaa cag ttg ggt gct gct cca atc aca aac cag ttg tac gac

aac gtt 144
Lys Gln Leu Gly Ala Ala Pro Ile Thr Asn Gln Leu Tyr Asp
Asn Val

35 40 45



305310315 320 gtg ttt gag ttg gcc aga aac cca cac atc tgg gcc aag ttg aga
gagl1008 Val Phe Glu Leu Ala Arg Asn Pro His lle Trp Ala Lys Leu Arg Glu
325330 335 gaa att gaa cag cag ttt ggt ctt gga gaa gac tct cgt gtt gaa

gag1056 Glu lle Glu Gin Gin Phe Gly teltGly Glu Asp Ser Arg Val Glu Glu

34034 50 att acc ttt ag age tig aa a tgt tac ttg c gt ttgl1104
333‘1 u Ccer Lélg'%yéa,g ra%(? 9%39 ara% L CSCLy(szcixla %/%I%% 60365
aac gﬁaea@ﬂ aga ttﬁaqa%gﬁa@% g§C 6CR.Ag3,38C 9Ca aga 152 Asn Glu
Thr L@ylﬁr@llyeu His Pro Ser Val Pro Arg Asn Ala Arg Phe 370375380 gcg att
aaa gac acgact tta cca aga ggc ggtggc ccc aac ggc aagl20G;Ala lle Lys Asp
Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn Gly Lys 385390395 400 gat cct atc
ttg ate @ggoaag gat gagygtygigcay tactccatc segl48 AspPraoke ted leg
Arg LysAsp&lu Val Vit Gin Tyr Ser lle Ser 405410 415 gca act cag aca aat
cct géttat fatydelgeE dat gergétsgattet 2865ARYENFGIN FhP ASAPESAlZ- T§r
Tyr G AIZAZp Ala Ala Asp Phe 420425430 - 87 - tgg got1344 Arg Pro Glu
Arg T?p Phe Glu Pro Ser Thr Arg'Asn Leu Gly Trp Ala 435440445 ttc ttg cca
ttc aat ggt ggt cca aga atc tgt ttg gga caa cag ttt1392 Phe Leu Pro Phe Asn
Gly Gly Pro Arg lle Cys Leu GI GIn GIn 450455460 ot ttg act gaa oo
% t? gaé/ tgg%t cag%gag tt?l4f0§ utltht @%{1 A z% E;If/j1 %‘ r

gott
Leu %]Argal-lelé}é‘?l E’H@ %@]Pk”%f"%“‘]?oﬂ'Zé 4:%(?1 Phe Gly Thr Lys Ile

Val Val
85 90
95

acc aag gat cca gag aat atc aaa gct att ttg gca acc cag

ttt ggc 336
Thr Lys Asp Pro Glu Asn Ile Lys Ala Ile Leu Ala Thr Gln
Phe Gly

100 105 110

gat ttt tct ttg ggc aag aga cac gct ctt ttt aaa cct ttg

tta ggt 384
Asp Phe Ser Leu Gly Lys Arg His Ala Leu Phe Lys Pro Leu
Leu Gly

115 120 125

gat ggg atc ttc acc ttg gac ggc gaa ggc tgg aag cat agc

aga tcc 432
Asp Gly Ile Phe Thr Leu Asp Gly Glu Gly Trp Lys His Ser
Arg Ser

130 135 140

atg tta aga cca cag ttt gcc aga gaa caa gtt gct cat gtg

acg tcg 480

Met Leu Arg Pro Gln Phe Ala Arg Glu Gln Val Ala His Val
Thr Ser

145 150 155

160

ttg gaa cca cac ttc cag ttg ttg aag aag cat atc ctt aaa

cac aag 528
Leu Glu Pro His Phe Gln Leu Leu Lys Lys His Ile Leu Lys
His Lys

165 170

175



cca aac ttg tca caa gac ccc gaa acc aag tac cca cca cct aga ttg1488 Pro Asn
Leu Ser GIn Asp Pro Glu Thr Lys Tyr Pro Pro Pro Arg Leu 485490 495 gca
cac ttg acg atg tgc ttg ttt gac ggt gca cac gtc aag atg tcal536 Ala His Leu Thr
Met Cys Leu Phe Asp Gly Ala His ValLys/Met Ser 500505510 tag 1539
<210> 18 <211> 512 <212> PRT <213> Candida tropicalis <400> 18 Met
Leu AspyGla e neu i Tye T o e Valeu FroLeu Ley 1230 45 plale
lle AsiGlIn, e Val Aladis Val Arg Thr Asn Tyr Leu Met - 88 - Lys Lys Leu
Gly Ala L-ys RroRhe dite HisVal1GincAtg Asp GuTih354045 Ay Gly-Pher
Lys Phe1GhsArg Glu Phe Leu Lys Ala Lys Ser Ala Gly 505560 Arg Leu Vall
Asp Leu lle lle Ser Arg he His Asp Asn Glu AspsThr 657075 80 Phe Serd®er
Tyr Ala Phe Gly Asn His Val Val Phe Thr Arg Asp Pro 8590 95 Glu Asn lle
Lys Alateadcewr Ada Ty GihdPhie Gly AspoPheSer tteg 1001084¢20tGly Sep
Arg &t ygehe Phe [bys*Pro Leu Leu Gly Tyr Gly lle Phe 115120125 Thr
Leu ASF AR 681G 'Bly TP IBeHIsSSeF Atg Altd MetLeG Arg Proit30 358141
Gin PHESATSRr Glu Gin Val Ala His Val Thr Ser Leu Glu Pro His 145150155
160 Phe Gin LetrCeu Lys Lys His lle Leu%_% His Lys Gly Glu Tyr Pite

16515ga act atc ggt atc aac caa gac gat ata gat ttt gct ggt

aga aag 672
Glu Thr Ile Gly Ile Asn Gln Asp Asp Ile Asp Phe Ala Gly
Arg Lys

210 215 220

gac ttt gct gag tcg ttc aac aaa gcc cag gag tat ttg tct

att aga 720

Asp Phe Ala Glu Ser Phe Asn Lys Ala Gln Glu Tyr Leu Ser
Ile Arg

225 230 235

240

att ttg gtg cag acc ttc tac tgg ttg atc aac aac aag gag

ttt aga 768
Ile Leu Val Gln Thr Phe Tyr Trp Leu Ile Asn Asn Lys Glu
Phe Arg
245 250
255

gac tgt acc aag ctg gtg cac aag ttt acc aac tac tat gtt

cag aaa 816
Asp Cys Thr Lys Leu Val His Lys Phe Thr Asn Tyr Tyr Val
Gln Lys

260 265 270

gct ttg gat gct acc cca gag gaa ctt gaa aag caa ggc ggg

tat gtg 864
Ala Leu Asp Ala Thr Pro Glu Glu Leu Glu Lys Gln Gly Gly
Tyr Val

275 280 285

ttc ttg tat gag ctt gtc aag cag acg aga gac ccc aag gtg

ttg cgt 912
Phe Leu Tyr Glu Leu Val Lys Gln Thr Arg Asp Pro Lys Val
Leu Arg

290 295 300



- 89 - Asp lle Gin Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala Thr Glu
180185190 Phe Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp Glu Glu lle
Gly 195200205 Tyr Asp Thr Lys Asp Met Ser Glu Glu Arg Arg Arg Phe Ala
Asp Ala 210215220 Phe Asn Lys SerGiF’l&/aI Tyr Val Ala Thr Arg Val Ala Leu
Gin Asn 225230C 40 Leu T r Tr \%al Asn Asn Lys Glu Phe L ys GI%
la

5
Cys Ags& ;Ie 245 %%CVaI |9|| f?s E’ e Fhr Agﬁal'yrglayr%?gl éln Lys
Leu qu hé@?%@?lgﬂﬂg%@w Ley Ghulys Iﬂ%lyz@&y Ty Val
Phe Leu, Tyr Glu Leu 275280285 Val Lys Gin Thr Arg Asp Pro Lys Val Leu
Arg AspsGin Ser Leu Asn 290295300 lle Leu Leu Ala GlysAgg Asp Thr Thr Ala
Gly Lepd_eu Ser Phe Ala 305310315 320 Val Phe Glu Leu Ala Arg Asn Pro
His lle Trp Ala Lys Leu Arg Glu 325330 - 90 - 335 Glu lle Glu Gin Gin Phe
Gly LeuGlytGlu-AsptSer Arg-Vat Gli GluBAD345850cke I Rives Glu Serdeu
Lys Ar§ Ty=¥Glu Tyr Le¥SLys Ala Val Leu 355360365 Asn Glu Thr Leu Arg
Leu HiSPrecSefval PR AtgAstRAlZ Arg Phe 370375386 2aMerLys AspIFhr
Thr LEGPrb"Rrg Gly Gly Gly Pro Asn Gly Lys 385390395 400 Asp Pro lle Leu
lle Arg Lé/s Asp Glu Val va IXéln Tyr Ser lle Ser 330

gcc aag ttg aga gag gaa att gaa cag cag ttt ggt ctt gga

gaa gac 1056
Ala Lys Leu Arg Glu Glu Ile Glu Gln Gln Phe Gly Leu Gly
Glu Asp

340 345 350

tct cgt gtt gaa gag att acc ttt gag agc ttg aag aga tgt

gag tac 1104
Ser Arg Val Glu Glu Ile Thr Phe Glu Ser Leu Lys Arg Cys
Glu Tyr

355 360 365

ttg aaa gcg ttc ctt aac gaa acc ttg cgt gtt tac cca agt

gtc cca 1152
Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg Val Tyr Pro Ser
Val Pro

370 375 380

aga aac ttc aga atc gcc acc aag aat aca aca ttg cca agg

ggt ggt 1200

Arg Asn Phe Arg Ile Ala Thr Lys Asn Thr Thr Leu Pro Arg
Gly Gly

385 390 395

400

ggt cca gac ggt acc cag cca atc ttg atc caa aag gga gaa

ggt gtg 1248
Gly Pro Asp Gly Thr Gln Pro Ile Leu Ile Gln Lys Gly Glu
Gly Val
405 410
415

tcg tat ggt atc aac tct acc cac tta gat cct gtc tat tat

ggc cct 1296
Ser Tyr Gly Ile Asn Ser Thr His Leu Asp Pro Val Tyr Tyr
Gly Pro

420 425 430



405410 415 Ala Thr Gin Thr Asn Pro Ala Tyr Tyr Gly Ala Asp Ala Ala Asp
Phe 420425430 Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Arg Asn Leu Gly
Trp Ala 435440445 Phe Leu Pro Phe Asn Gly Gly Pro Arg lle Cys Leu Gly
Gin Gin Phe 450455460 Ala Leu Thr Gl Ala Gly Tyr Val Leu Val Arg Leu Val
Gin Glu Phe 465470475 480 - 91 - Pro Asn Leu Ser Gin Asp Pro Glu Thr Lys
Tyr P ro Pro His Met Ley T et Cys | eu
ot %EG AD@ ég/;c\_ﬁgs %/%E ;.‘550’20 2 §5'% gsg"%'o%%% By T Mey Gysteu Phe
Asp Ala Ala Glu Phe Arg Pro Glu Arg Trp Phe Glu Pro Ser

Thr Arg
435 440 445

aag ctc ggc tgg gct tac ttg cca ttc aac ggt ggg cca cga

atc tgt 1392
Lys Leu Gly Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg
Ile Cys

450 455 460

ttg ggt cag cag ttt gcc ttg acc gaa gct ggt tac gtt ttg

gtc aga 1440

Leu Gly Gln Gln Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu
Val Arg

465 470 475

480

ttg gtg caa gag ttc tcc cac att agg ctg gac cca gat gaa

gtg tat 1488
Leu Val Gln Glu Phe Ser His Ile Arg Leu Asp Pro Asp Glu
Val Tyr
485 490
495

cca cca aag agg ttg acc aac ttg acc atg tgt ttg cag gat

ggt gct 1536
Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Cys Leu Gln Asp
Gly Ala

500 505 510

att gtc aag ttt gac tag

1554

Ile Val Lys Phe Asp
515

<210> 16

<211> 517

<212> PRT

<213> Candida tropicalis
<400> 16

Met Ile Glu Gln Ile Leu Glu Tyr Trp Tyr Ile Val Val Pro
Val Leu

1 5 10

15



<210> 19

Tyr
Leu

Lys
Asn

Phe
Glu

Arg
Asn
65
80

Ser
Val

95

Thr
Phe

Asp
Leu

Asp
Arg

Met
Thr
145
160

Leu
His

Ile
Met

Gln
Val

Gly
Gly
50

Ala
Pro

Val
Val

Lys
Gly

Phe
Gly

Gly
Ser
130

Leu
Ser

Glu
Lys

<211> 1539 <212> DNA

Ile Lys Gln Leu Ile Ala

20

Leu Gly Ala Ala Pro Ile

35 40

Ile Val Asn Gly Trp Lys

55

Gln Glu Tyr Asn Asp His

70

Gly Thr Tyr Val Ser Ile

85

Asp Pro Glu Asn Ile Lys

100

Ser Leu Gly Lys Arg His

115 120

Ile Phe Thr Leu Asp Gly

135

Arg Pro Gln Phe Ala Arg

150

Pro His Phe Gln Leu Leu

Tyr

25

Thr

Ala

Lys

Leu

Ala

105

Ala

Glu

Glu

Lys

<213> Candida tropicalis

Ser

Asn

Leu

Phe

Phe

90

Ile

Leu

Gly

Gln

Lys

Lys

Gln

Gln

Asp

75

Gly

Leu

Phe

Trp

Val

155

His

Thr

Leu

Phe

60

Ser

Thr

Ala

Lys

Lys

140

Ala

Ile

Arg

Tyr

45

Lys

Ser

Lys

Thr

Pro

125

His

His

Leu

Val

30

Asp

Lys

Lys

Ile

Gln

110

Leu

Ser

Val

Lys



<220>

175

Gly
Val

Ser
Lys

Glu
Arg

Asp
Ile
225
240

Ile
Phe

255

Asp
Gln

Ala
Tyr

Phe
Leu

Asp
Ala
305
320

<221> CDS

Glu
Asp

Ala
Asp

Thr
Lys
210

Phe
Arg

Leu
Arg

Cys
Lys

Leu
Val

Leu
Arg
290

Gln
Gly

Tyr

Thr

195

Ile

Ala

Val

Thr

Asp

275

Tyr

Ser

Phe

180

Glu

Gly

Glu

Gln

Lys

260

Ala

Glu

Leu

165

Asp

Phe

Ile

Ser

Thr

245

Leu

Thr

Leu

Asn

<222> (1)..(1539)

Ile

Leu

Asn

Phe

230

Phe

Val

Pro

Val

Ile

310

Gln

Phe

Gln

215

Asn

Tyr

His

Glu

Lys

295

Leu

81 -

Glu

Gly

200

Asp

Lys

Trp

Lys

Glu

280

Gln

Leu

Leu

185

Glu

Asp

Ala

Leu

Phe

265

Leu

Thr

Ala

<400> 19

170

Phe

Ser

Ile

Gln

Ile

250

Thr

Glu

Gly

Phe

Val

Asp

Glu

235

Asn

Asn

Lys

Asp

Arg

315

Arg

His

Phe

220

Tyr

Asn

Tyr

Gln

Pro

300

Asp

Phe

Ser

205

Ala

Leu

Lys

Tyr

Gly

285

Lys

Thr

Thr

190

Leu

Gly

Ser

Glu

Val

270

Gly

Val

Thr



atg ctc ttg ttg gac cag atc 48 ttc cat tac tgg tac att gtc ttg cca Met Leu Asp Gin
lle Phe His Tyr Trp Tyr lle Val Leu Pro Leu Leu 15

- 82 -

Leu Leu Ser Phe Ala Val Phe Glu Leu Ala Arg Asn Pro His
Ile Trp

325 330
335

Ala Lys Leu Arg Glu Glu Ile Glu Gln Gln Phe Gly Leu Gly
Glu Asp
340 345 350

Ser Arg Val Glu Glu Ile Thr Phe Glu Ser Leu Lys Arg Cys
Glu Tyr
355 360 365

Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg Val Tyr Pro Ser
Val Pro
370 375 380

Arg Asn Phe Arg Ile Ala Thr Lys Asn Thr Thr Leu Pro Arg
Gly Gly

385 390 395

400

Gly Pro Asp Gly Thr Gln Pro Ile Leu Ile Gln Lys Gly Glu
Gly Val

405 410
415

Ser Tyr Gly Ile Asn Ser Thr His Leu Asp Pro Val Tyr Tyr
Gly Pro
420 425 430

Asp Ala Ala Glu Phe Arg Pro Glu Arg Trp Phe Glu Pro Ser
Thr Arg
435 440 445

Lys Leu Gly Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg
Ile Cys
450 455 460

Leu Gly Gln Gln Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu
Val Arg



10 15 gtc att ttg atg atc aag cag 96 atc gtg got cat goo agg acc aat tat Val
lle lle Lys Gin lle Val Ala His Ala Arg Thr Asn Tyr Leu Met

465
480

Leu
Val

495

Pro
Gly

Ile

Val
Tyr

Pro
Ala

Val

<210>
<211>
<212>
<213>

<220>
<221>
<222>

<400>

atg
ttg
Met
Leu

15

gcc
ttg
Ala
Leu

aag
999
Lys
Gly

ttg
gct

ctc
ttg
Leu
Leu

att
atg
Ile
Met

aaa
tgg
Lys
Trp

ggc
999

470

83 -

475

Gln Glu Phe Ser His Ile Arg Leu Asp Pro Asp Glu

Lys

Lys
515

17
1539
DNA

485

490

Arg Leu Thr Asn Leu Thr Met Cys Leu Gln Asp

500

Phe Asp

Candida tropicalis

CDS

(1) ..

17
gat

Asp

atc

Ile

ttg
Leu
35

ttc

(1539)

cag atc
48
Gln Ile

aac cag
96
Asn Gln

20

ggt gct
144
Gly Ala

aaa ttc
192

tta

Leu

atc

Ile

aag

Lys

ggc

cat

His

gtg

Val

CCa

Pro

cgt

505

tac tgg

Tyr Trp

gct cat
Ala His

25
ttc aca
Phe Thr
40

gaa ttc

tac

10

gtc

Val

cac

His

ctc

att

Ile

agg

Arg

gtc

Val

aaa

gtc

Val

acc

Thr

caa

Gln

gca

ttg

Leu

aat

Asn

cgt

45

aaa

510

CCa

Pro

tat
Tyr
30

gac

Asp

agt



20 25 30 aag aag ggg tgg ttg ggc got 144 aag cca ttc aca cat gtc caa cta
gac Lys Lys Leu Gly Ala Lys Pro Phe Thr His Val Gin Leu Asp

- 84 -—
Leu Gly Phe Lys Phe Gly Arg Glu Phe Leu Lys Ala Lys Ser
Ala Gly
50 55 60

aga ctg gtt gat tta atc atc tcc cgt ttc cac gat aat gag

gac act 240

Arg Leu Val Asp Leu Ile Ile Ser Arg Phe His Asp Asn Glu
Asp Thr

65 70 75

80

ttc tcc agc tat gct ttt ggc aac cat gtg gtg ttc acc agg

gac ccc 288
Phe Ser Ser Tyr Ala Phe Gly Asn His Val Val Phe Thr Arg
Asp Pro
85 90
95

gag aat atc aag gcg ctt ttg gca acc cag ttt ggt gat ttt

tca ttg 336
Glu Asn Ile Lys Ala Leu Leu Ala Thr Gln Phe Gly Asp Phe
Ser Leu

100 105 110

ggc agc agg gtc aag ttc ttc aaa cca tta ttg ggg tac ggt

atc ttc 384
Gly Ser Arg Val Lys Phe Phe Lys Pro Leu Leu Gly Tyr Gly
Ile Phe

115 120 125

aca ttg gac gcc gaa ggc tgg aag cac agc aga gcc atg ttg

aga cca 432
Thr Leu Asp Ala Glu Gly Trp Lys His Ser Arg Ala Met Leu
Arg Pro

130 135 140

cag ttt gcc aga gaa caa gtt gct cat gtg acg tcg ttg gaa

cca cac 480

Gln Phe Ala Arg Glu Gln Val Ala His Val Thr Ser Leu Glu
Pro His

145 150 155

160

ttc cag ttg ttg aag aag cat atc ctt aaa cac aag ggt gag

tac ttt 528
Phe Gln Leu Leu Lys Lys His Ile Leu Lys His Lys Gly Glu
Tyr Phe
165 170
175

gat atc cag gaa ttg ttc ttt aga ttt act gtc gac tcg gcc



Gly Trp 35 40 45 ttt ggc got ggg ttc aaa ttt 192 ggc cgt gaa ttc ctc
aaa got aaa agt Phe Gly Phe Lys Phe Gly Arg

- 85 —
acg gag 576
Asp Ile Gln Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala
Thr Glu
180 185 190

ttc tta ttt ggt gag tcc gtg cac tcc tta aag gac gag gaa

att ggc 624
Phe Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp Glu Glu
Ile Gly

195 200 205

tac gac acg aaa gac atg tct gaa gaa aga cgc aga ttt gcc

gac gcg 672
Tyr Asp Thr Lys Asp Met Ser Glu Glu Arg Arg Arg Phe Ala
Asp Ala

210 215 220

ttc aac aag tcg caa gtc tac gtg gcc acc aga gtt gct tta

cag aac 720

Phe Asn Lys Ser Gln Val Tyr Val Ala Thr Arg Val Ala Leu
Gln Asn

225 230 235

240

ttg tac tgg ttg gtc aac aac aaa gag ttc aag gag tgc aat

gac att 768
Leu Tyr Trp Leu Val Asn Asn Lys Glu Phe Lys Glu Cys Asn
Asp Ile
245 250
255

gtc cac aag ttt acc aac tac tat gtt cag aaa gcc ttg gat

gct acc 816
Val His Lys Phe Thr Asn Tyr Tyr Val Gln Lys Ala Leu Asp
Ala Thr

260 265 270

cca gag gaa ctt gaa aag caa ggc ggg tat gtg ttc ttg tat

gag ctt 864
Pro Glu Glu Leu Glu Lys Gln Gly Gly Tyr Val Phe Leu Tyr
Glu Leu

275 280 285

gtc aag cag acg aga gac ccc aag gtg ttg cgt gac cag tct

ttg aac 912
Val Lys Gln Thr Arg Asp Pro Lys Val Leu Arg Asp Gln Ser
Leu Asn

290 295 300

atc ttg ttg gca gga aga gac acc act gct ggg ttg ttg tcc
ttt gct 960



Glu Phe Leu Lys Ala Lys Ser Ala Gly 50 55 60 agg cag ac act gtt gat tta
240 atc atc too cgt ttc cac gat aat gag Arg Gin Val Asp Leu lle lle Ser Arg
Phe His

- 86 -
Ile Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser
Phe Ala

305 310 315

320

gtg ttt gag ttg gcc aga aac cca cac atc tgg gcc aag ttg

aga gag 1008
Val Phe Glu Leu Ala Arg Asn Pro His Ile Trp Ala Lys Leu
Arg Glu
325 330
335

gaa att gaa cag cag ttt ggt ctt gga gaa gac tct cgt gtt

gaa gag 1056
Glu Ile Glu Gln Gln Phe Gly Leu Gly Glu Asp Ser Arg Val
Glu Glu

340 345 350

att acc ttt gag agc ttg aag aga tgt gag tac ttg aag gcc

gtg ttg 1104
Ile Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala
Val Leu

355 360 365

aac gaa act ttg aga tta cac cca agt gtc cca aga aac gca

aga ttt 1152
Asn Glu Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala
Arg Phe

370 375 380

gcg att aaa gac acg act tta cca aga ggc ggt ggc ccc aac

ggc aag 1200

Ala TIle Lys Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn
Gly Lys

385 390 395

400

gat cct atc ttg atc agg aag gat gag gtg gtg cag tac tcc

atc tcg 1248
Asp Pro Ile Leu Ile Arg Lys Asp Glu Val Val Gln Tyr Ser
Ile Ser
405 410
415

gca act cag aca aat cct gct tat tat ggc gcc gat gct gct

gat ttt 1296
Ala Thr Gln Thr Asn Pro Ala Tyr Tyr Gly Ala Asp Ala Ala
Asp Phe

420 425 430

aga ccg gaa aga tgg ttt gaa cca tca act aga aac ttg gga



Asp Asn Glu Asp Thr - 92 - 657075 80 ttc tcc agc tat gct ttt ggc aac cat
gtg gtg ttc acc agg ac ccc288 Phe Ser Ser Tyr Ala Phe Gly Asn His Val Val
Phe Thr Arg Asp Pro 8590 95 gag aat atc aag gcg ctt ttg gca acc cag ttt ggt
gat ttt tca ttg336 Glu Asn lle Lys Ala Lewdl’eu Ala Thr GIn Phe Gly Asp Phe
Ser Leu 1001C05110 9?2 A9C agg gtc aaa ftc ttc aaa cca ftg ttg ggg tac ggt atc
ttc384 Gly Ser Arg VaLLys Phe.Phe Lys Bro. Leu Ley Gy Tyr Gly lle Phe;;
115120125 acc ttg gac ggc gaa ggc tgg aag cac agc aga gec atg ttg aga
ccad32 Thr LeugAsp Gly Glu Gly Trp Lys Hig Ser Arg Ala Met Leu Arg;Pro
130135140 cag ttt gcc aga gag caa gtt gct cat gtg acg tcg ttg gaa cca cat480
GIn PhecAlecArg &lu €Gla \dalAleddiso\dal TheSesbeatGlu-Bro His 145150455
160 ttcacag tty ttg aag xey cat att ctt aag cac aag ggt gaa tac ttt528 Phe Gin

Leu L&eLysy8His Rlecl éwhy§ Hisdlys GhoGlr TyE PheCYB51LA Gly Gln
Gln Phe

450 455 460

gct ttg act gaa gcc ggt tac gtt ttg gtt aga ctt gtt cag

gag ttt 1440

Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg Leu Val Gln
Glu Phe

465 470 475

480

cca aac ttg tca caa gac ccc gaa acc aag tac cca cca cct

aga ttg 1488
Pro Asn Leu Ser Gln Asp Pro Glu Thr Lys Tyr Pro Pro Pro
Arg Leu
485 490
495

gca cac ttg acg atg tgc ttg ttt gac ggt gca cac gtc aag

atg tca 1536
Ala His Leu Thr Met Cys Leu Phe Asp Gly Ala His Val Lys
Met Ser
500 505 510
tag
1539
<210> 18
<211> 512
<212> PRT

<213> Candida tropicalis
<400> 18

Met Leu Asp Gln Ile Leu His Tyr Trp Tyr Ile Val Leu Pro
Leu Leu

1 5 10

15

Ala Ile Ile Asn Gln Ile Val Ala His Val Arg Thr Asn Tyr
Leu Met
20 25 30



175 gat atc cag gaa ttg ttc ttt aga ttt acc gtt gat tca gcg acg gag576 Asp lle
GIn Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala Thr Glu 180185190 ttc tta
ttt ggt gag tcc gtg cac tcc tta agg gac gag gaa att ggc624 Phe Leu Phe Gly
Glu Ser Val His Ser Leu Arg Asp Glu Gl§8 93 - lle Gly 195200205 tac gat acg
aag gac atg got gaa gaa aga cgc aaa ttt goo gac gcg672 Tyr Asp Thr Lys
Asp Met Ala Glu Glu Arg Arg Lys Phe Ala Asp Ala 210215220 ttc aac aag tog
caa gi¢, gatLtggst%ﬁcgﬁgaAqtg gt tta;cag 86a72Q Phe: Ash lys-Ser @in, Val,
Tyr LewSer fhr Arg Val Ala Leu Gin Thr 225230235 240 ttg tac tgg ttg gtc
aac aac aaa gagdtc aag gag tgc aac ac afty68 Leu Tyr Trp Leu VakAsn Asn
Lys Glu Phe Lys Glu Cys Asn Asp lle 245250 255 gtc cac aag ttc acc aac tac
tat gtt cag aaa goo ttg gat got acc816 Val His Lys Phe Thr Asn Tyr Tyr Val
Gin LysAla ielPAsplAla Hire260263270 Eda galgegaa ottlgaa dda caasgger
ggg tatlgtgtte ttg tac gag ctt864 Pro Glu Glu Leu Glu Lys Gin Gly Gly Tyr Val
Phe Leu TYP Glu Leu 275280285 goé-aag cag acg aaa gac ccelaat gtg ttg cgt
gac cag tot ttg aac912 Ala Lys Gin Thr Lys Asp Pro Asn Val Leu Arg Asp Gin

Ser Leu Asn 290295300 atc tt got gga agg gac acc act got ttg ttg too
ttt go%s%? elie\gal_?eug Ara Eﬁ)lf %%%Asfg%h? r (E%/ Slulﬁ%ﬁ%%%ﬁﬁe%g
65 70 75
80

Phe Ser Ser Tyr Ala Phe Gly Asn His Val Val Phe Thr Arg
Asp Pro

85 90
95

Glu Asn Ile Lys Ala Leu Leu Ala Thr Gln Phe Gly Asp Phe
Ser Leu
100 105 110

Gly Ser Arg Val Lys Phe Phe Lys Pro Leu Leu Gly Tyr Gly
Ile Phe
115 120 125

Thr Leu Asp Ala Glu Gly Trp Lys His Ser Arg Ala Met Leu
Arg Pro
130 135 140

Gln Phe Ala Arg Glu Gln Val Ala His Val Thr Ser Leu Glu
Pro His

145 150 155

160

Phe Gln Leu Leu Lys Lys His Ile Leu Lys His Lys Gly Glu
Tyr Phe

165 170
175



305310315 320 gtg ttt gag ttg goo agg aac cca cac atc tgg goo aag ttg aga
gagl1008 Val Phe Glu Leu Ala Arg Asn Pro His lle Trp Ala Lys Leu - 94 - Arg
Glu 325330 335 gaa att gaa tca cac ttt ggg ctg ggt gag gac tot cgt gtt gaa
gag1056 Glu lle Glu Ser His Phe Gly te@Gly Glu Asp Ser Arg Val Glu Glu

340345350 att acc ttf. gag ago ttg aag aga tgt tac ttg 00 gtg ttg1104
lle Th%j%w%%ju?éer} I?eguu ngﬂr%%y?&?u% %%L%ida\? ggl %%]8 ég@ 5
aac gaa acg ttg aga tta £ac cca agt gtc cca agasac gca aga ttt1152 Asn Glu
Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala Arg Phe 370375380 gcg att
aaa gac acg act tta cca aga ggc ggt ggc ccc aac ggc aag1200 Ala lle Lys Asp
Thr ThréeudRraeAeg Gly Gly Glyd2ro/AsniGly Lys-382390335 460 gaticat atc
ttg at¢c agaGag aat gag gtg gtg caa tac too atc tog1248 Asp Pro lle Leu lle
Arg Lys Asn Gld %@l Val Gin Tyr Ser lle S€¥®%05410 415 gca act cagPaca aat
cct got tat tat ggc goo gat got got gat ttt1296 Ala Thr Gin Thr Asn Pro Ala Tyr
Tyr Gly Ala Asp Ala Ala Asp Phe 420425430 aga ccg gaa aga tgg ttt gag cca
toa adk g AHc Ty g5a Tod GorLSH 275 Pro'GhiAG Trp PHe (7 ProSerThr
Arg AL ly Trp Ala 435440445 prc ttg cca ttc aac ggt gg ¢ea aga atc
tgc ttg gga caa cag ttt1392 Tyr Leu Igro Phe Asn Gly Gly Pro Arg'lle Cys Leu
Gly Gin - 95 - Gin Phe 450455460 got ttg acc gaa goo ggt tac gtt ttg gtt aga

atgmﬁ@gﬂ§§t5§§%&ﬂ‘Gln Val Tyr Val Ala Thr Arg Val Ala Leu
Gln Asn
225 230 235
240

Leu Tyr Trp Leu Val Asn Asn Lys Glu Phe Lys Glu Cys Asn
Asp Ile

245 250
255

Val His Lys Phe Thr Asn Tyr Tyr Val Gln Lys Ala Leu Asp
Ala Thr
260 265 270

Pro Glu Glu Leu Glu Lys Gln Gly Gly Tyr Val Phe Leu Tyr
Glu Leu
275 280 285

Val Lys Gln Thr Arg Asp Pro Lys Val Leu Arg Asp Gln Ser
Leu Asn
290 295 300

Ile Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser
Phe Ala

305 310 315

320

Val Phe Glu Leu Ala Arg Asn Pro His Ile Trp Ala Lys Leu
Arg Glu
325 330



Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg Leu Val Gin Glu Phe 465470475
480 cot ago ttg tca cag gac coo gaa act gag tac cca cca cot aga ttg1488 Pro
Ser Leu Ser Gin Asp Pro Glu Thr Glu Tyr Pro Pro Pro Arg Leu 485490 495
gca cac ttg acg atg tgc ttg ttt gac ggg gcdtac gtc aag atg caal536 Ala His
Leu Tﬂg\/let Cys Leu Phe Asp Gly Ala Tyr Val Lys Met Gin 500505510 tag
1539 <210> 20 <211> 512 <212> PRT <213> Candida tropicalis <400> 20
Met Leu Asp Gin lle Phe His Tyr Trp Tyr lle Val Leu Pro Leu Leu 1510 15 Val
lle lledays Gin llg NalAla His-Alg-Ara:Thr Asn yrLeu Met202530 kys Lys:
Leu Gly.Alailys Pro Phe Thr His Val Gin Leu Asp Gly Trp 354045 - 96 - Ala
Gly 505560 Arg GIn YabAsp Leu lle lle Ser Arg £he His Asp Asn Glu AspsDhr
657075 80 Phe Ser Ser Tyr Ala Phe Gly Asn His Val Val Phe Thr Arg Asp
Pro 8590 95 Glu Asn lle Lys Ala Leu Leu Ala Thr GIn Phe Gly Asp Phe Ser
Leu 1000511 0P Ser ArgVdltysiPhe Rie Lys Pro U el el Sly T GRAle
Phe 51262125 Thr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ala Met Leu
Arg Pro 130135120 GIn Phe Ala Arg Glu %Jélfs)Val Ala His Val Thr SéP Peu Glu
Pro His

Asn Glu Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala
Arg Phe
370 375 380

Ala Ile Lys Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn
Gly Lys

385 390 395

400

Asp Pro Ile Leu Ile Arg Lys Asp Glu Val Val Gln Tyr Ser
Ile Ser

405 410
415

Ala Thr Gln Thr Asn Pro Ala Tyr Tyr Gly Ala Asp Ala Ala
Asp Phe
420 425 430

Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Arg Asn Leu Gly
Trp Ala
435 440 445

Phe Leu Pro Phe Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln
Gln Phe
450 455 460

Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg Leu Val Gln
Glu Phe

465 470 475

480



145150155 160 Phe GIn Leu Leu Lys Lys His lle Leu Lys His Lys Gly Glu Tyr
Phe 165170 175 Asp lle GIn Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala
Thr Glu 180185190 Phe Leu Phe Gly Glu Ser Val His Ser Leu Arg Asp Glu
Glu lle Gly 195200205 - 97 - Tyr Asp-THrlLys Asp Met Ala Glu Glu Arg Arg

Lys Phe Ala Asp Al Ph A In Val Tyr Leu
Aro Vi AIA Lour Gl T 22533256 240 L84 Ty Trb L VAl bl Adn Ly

Glu Phe'Lys Glu Cys Asn Asp lle 245250 255 Val His fys Phe Thr Asn Tyr
Tyr Vab&In Lys Ala Leu Asp Ala Thr 260265270 Pro Glu Glu Leu Glu Lys Gin
Gly Gly Tyr Val Phe Leu Tyr Glu Leu 275280285 Ala Lys GIn Thr Lys Asp
Pro Asn Val Leu Arg Asp GIn Ser Leu Asn 290295300 lle Leu Leu Ala Gly
Arg AspaThri Shi.Ala Gly Leertl ely SerfheAda 365340318 320V al Phe Glus
Leu AlatArgeAsn Pro His lle Trp Ala Lys Leu Arg Glu 325330 335 Glu lle Glu
Ser His Phe Gly Leu@K Glu Asp Ser Arg Val &% Glu - 98 - lle Thr Phe5GHu
Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala Val Leu 355360365 Asn Glu Thr
Leu ,ﬁrgll_oiu H{s9 Pro Ser Val Pro Arg Asn Ala Arg Phe 370375380

<211> 1539
<212> DNA
<213> Candida tropicalis

<220>

<221> CDS

<222> (1)..(1539)

<400> 19

atg ctc gac cag atc ttc cat tac tgg tac att gtc ttg cca
ttg ttg 48

Met Leu Asp Gln Ile Phe His Tyr Trp Tyr Ile Val Leu Pro
Leu Leu

1 5 10

15

gtc att atc aag cag atc gtg gct cat gcc agg acc aat tat

ttg atg 96
Val Ile Ile Lys Gln Ile Val Ala His Ala Arg Thr Asn Tyr
Leu Met

20 25 30

aag aag ttg ggc gct aag cca ttc aca cat gtc caa cta gac

ggg tgg 144
Lys Lys Leu Gly Ala Lys Pro Phe Thr His Val Gln Leu Asp
Gly Trp

35 40 45

ttt ggc ttc aaa ttt ggc cgt gaa ttc ctc aaa gct aaa agt

gct ggg 192
Phe Gly Phe Lys Phe Gly Arg Glu Phe Leu Lys Ala Lys Ser
Ala Gly

50 55 60

agg cag gtt gat tta atc atc tcc cgt ttc cac gat aat gag
gac act 240

Arg Gln Val Asp Leu Ile Ile Ser Arg Phe His Asp Asn Glu
Asp Thr



Ala lle Lys Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn Gly Lys 385390395
400 Asp Pro lle Leu lle Arg Lys Asn Glu Val Val Gin Tyr Ser lle Ser 405410
415 Ala Thr Gin Thr Asn Pro Ala Tyr Tyr Gly Ala Asp Ala Ala Asp Phe
420425430 Arg Pro Glu Arg Trp Phe GIWPro Ser Thr Arg Asn Leu Gly Trp
Ala 435440445 Tyr Leu Pro Ph dAsn Gly Gly Pro Arg lle Cys Leu Gly Gin Gin
Phe 455460 Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg Leu Val Gin Glu
Phe 465470475 480 Pro Ser Leu Ser Gin Asp Pro Glu Thr Glu Tyr Pro Pro
Pro Argdeu-485490 495 99 - 5005055105210 231521k 390<212> DNA
<21334zandida tropicali<220> <221> CDS <222>(1)..(390) <400> 21 atg
acc geEaciegacacCcBeg atcace atclac aea CACgaagay gitdMethrAsp
Thr AsgeT mrdhr Thr Thr lle Tyr Thr His Glu Glu Val 1510 15 goo cag cac acc
acc cac gac gac ttg tgg gtBatt ctc aat ggt aag96 Ala<8in His Thr Thr His Asp
Asp L%#u Trp Val lle Leu Asn Gly Lys 202530 gtc tac aac atc too aac tat ata

gac gag cac cca ggt ggt gaa gaal4d4 Val Tyr Asn lle Ser Asn Tyr lle Asp GIu
His PFo 1 iy Glu Giy38a045" - F19 962 ace cag BEL gt gat e

Glu Asn Ile Lys Ala Leu Leu Ala Thr Gln Phe Gly Asp Phe
Ser Leu
100 105 110

gga agc agg gtc aaa ttc ttc aaa cca ttg ttg ggg tac ggt

atc ttc 384
Gly Ser Arg Val Lys Phe Phe Lys Pro Leu Leu Gly Tyr Gly
Ile Phe

115 120 125

acc ttg gac ggc gaa ggc tgg aag cac agc aga gcc atg ttg

aga cca 432
Thr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ala Met Leu
Arg Pro

130 135 140

cag ttt gcc aga gag caa gtt gct cat gtg acg tcg ttg gaa

cca cat 480

Gln Phe Ala Arg Glu Gln Val Ala His Val Thr Ser Leu Glu
Pro His

145 150 155

160

ttc cag ttg ttg aag aag cat att ctt aag cac aag ggt gaa

tac ttt 528
Phe Gln Leu Leu Lys Lys His Ile Leu Lys His Lys Gly Glu
Tyr Phe
165 170
175

gat atc cag gaa ttg ttc ttt aga ttt acc gtt gat tca gcg

acg gag 576
Asp Ile Gln Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala
Thr Glu

180 185 190

ttc tta ttt ggt gag tcc gtg cac tcc tta agg gac gag gaa
att ggc 624
Phe Leu Phe Gly Glu Ser Val His Ser Leu Arg Asp Glu Glu



gtc att ctt gat tgc goo ggc aca gac goo act gaa goo ttt gac gac192 Val lle Leu
Asp Cys Ala Gly Thr Asp Ala Thr Glu Ala Phe Asp Asp 505560 att ggc cac
too gac gag goo cac gag atc ttg gaa aag ttg tac att240 lle Gly His Ser Asp
Glu Ala His Glu lle Leu Glu Lys Leu Tyr #ié 657075 80 ggt aac ttg aag ggc got
aag aj}tl%it gﬁg goo aag cac gcg cag t0g288 Gly Asn Leu Lys Gly Ala Lys lle
Val Glu Ala Lys His Ala Gin Ser 8590 - 100,595 ttc ago acg gaa gaggac tog
ggt atc aac ttc cca ttg att got gtt336 Phe Ser Thr Glu Glu Asp Ser Gly lle Asn
Phe Rro-Leu {leAlg Mal10QL05EL0 ggt gtas it tig got got teggt-gicdae tac tac
aag ageaae-tit384 Gly; yal Phe Leu Ala Ala Phe Gly Val Tyr Tyr Tyr Lys Thr
Asn Phe 1154204251909 tagp398 Ala x210Pu22 k21425129 £212> BRI Ala
<213zagpandida tropicalis <400> 22 Met Thr Asp Thr Asp Thr Thr Thr Thr lle
Tyr Thr Hig Blu Glu Val 1510 15 AlaZ&im His Thr Thr His Asp A8p Leu Trp Val
lle Leu Asn Gly Lys 202530 Val Tyr Asn lle Ser Asn Tyr lle Asp Glu His Pro
Gly Gly Gla3GIr35404% Vat fled €t A3p CYIAIE GIY Thr #Ep Ald THFGIG Wa
Phe AS|Y A2p7505560 ﬁ@%l}/ His Ser Asp Glu Ala His Glu Ile Leu Glu Lys Leu
Tyr”g%ﬁzﬁ?g %ﬁﬁlaﬁéoG n Val Tyr Leu Ser Thr Arg Val Ala” Leu

225 230 235
240

ttg tac tgg ttg gtc aac aac aaa gag ttc aag gag tgc aac

gac att 768
Leu Tyr Trp Leu Val Asn Asn Lys Glu Phe Lys Glu Cys Asn
Asp Ile
245 250
255

gtc cac aag ttc acc aac tac tat gtt cag aaa gcc ttg gat

gct acc 816
Val His Lys Phe Thr Asn Tyr Tyr Val Gln Lys Ala Leu Asp
Ala Thr

260 265 270

cca gag gaa ctt gaa aaa caa ggc ggg tat gtg ttc ttg tac

gag ctt 864
Pro Glu Glu Leu Glu Lys Gln Gly Gly Tyr Val Phe Leu Tyr
Glu Leu

275 280 285

gcc aag cag acg aaa gac ccc aat gtg ttg cgt gac cag tct

ttg aac 912
Ala Lys Gln Thr Lys Asp Pro Asn Val Leu Arg Asp Gln Ser
Leu Asn

290 295 300

atc ttg ttg gct gga agg gac acc act gct ggg ttg ttg tcc

ttt gct 960

Ile Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser
Phe Ala

305 310 315

320

gtg ttt gag ttg gcc agg aac cca cac atc tgg gcc aag ttg
aga gag 1008
Val Phe Glu Leu Ala Arg Asn Pro His Ile Trp Ala Lys Leu



Gly Asn Leu Lys Gly Ala Lys lle Val Glu Ala Lys His Ala Gin Ser 85 90
95

Arg Glu
325 330
335

gaa att gaa tca cac ttt ggg ctg ggt gag gac tct cgt gtt

gaa gag 1056
Glu Ile Glu Ser His Phe Gly Leu Gly Glu Asp Ser Arg Val
Glu Glu

340 345 350

att acc ttt gag agc ttg aag aga tgt gag tac ttg aaa gcc

gtg ttg 1104
Ile Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala
Val Leu

355 360 365

aac gaa acg ttg aga tta cac cca agt gtc cca aga aac gca

aga ttt 1152
Asn Glu Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala
Arg Phe

370 375 380

gcg att aaa gac acg act tta cca aga ggc ggt ggc ccc aac

ggc aag 1200

Ala TIle Lys Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn
Gly Lys

385 390 395

400

gat cct atc ttg atc aga aag aat gag gtg gtg caa tac tcc

atc tcg 1248
Asp Pro Ile Leu Ile Arg Lys Asn Glu Val Val Gln Tyr Ser
Ile Ser
405 410
415

gca act cag aca aat cct gct tat tat ggc gcc gat gct gct

gat ttt 1296
Ala Thr Gln Thr Asn Pro Ala Tyr Tyr Gly Ala Asp Ala Ala
Asp Phe

420 425 430

aga ccg gaa aga tgg ttt gag cca tca act aga aac ttg gga

tgg gct 1344
Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Arg Asn Leu Gly
Trp Ala

435 440 445

tac ttg cca ttc aac ggt ggt cca aga atc tgc ttg gga caa
cag ttt 1392
Tyr Leu Pro Phe Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln



Phe Ser Thr Glu Glu Asp Ser Gly lle Asn Phe Pro Leu lle Ala Val 100
105 110 Gly Val Phe Leu Ala Ala Phe Gly Val Tyr Tyr Tyr Lys Thr Asn Phe

- 95 —

Gln Phe
450 455 460

gct ttg acc gaa gcc ggt tac gtt ttg gtt aga ctt gtt cag

gaa ttc 1440

Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg Leu Val Gln
Glu Phe

465 470 475

480

cct agc ttg tca cag gac ccc gaa act gag tac cca cca cct

aga ttg 1488
Pro Ser Leu Ser Gln Asp Pro Glu Thr Glu Tyr Pro Pro Pro
Arg Leu
485 490
495

gca cac ttg acg atg tgc ttg ttt gac ggg gca tac gtc aag

atg caa 1536
Ala His Leu Thr Met Cys Leu Phe Asp Gly Ala Tyr Val Lys
Met Gln
500 505 510
tag
1539
<210> 20
<211> 512
<212> PRT

<213> Candida tropicalis
<400> 20

Met Leu Asp Gln Ile Phe His Tyr Trp Tyr Ile Val Leu Pro
Leu Leu

15

Val Ile Ile Lys Gln Ile Val Ala His Ala Arg Thr Asn Tyr
Leu Met
20 25 30

Lys Lys Leu Gly Ala Lys Pro Phe Thr His Val Gln Leu Asp
Gly Trp
35 40 45

Phe Gly Phe Lys Phe Gly Arg Glu Phe Leu Lys Ala Lys Ser



115120

Ala

Arg
Asp
65
80

Phe
Asp

95

Glu
Ser

Gly
Ile

Thr

Gln
Pro
145
160

Phe
Tyr

175

Asp
Thr

Phe
Ile

125 Ala

Gly
50

Gln
Thr

Ser
Pro

Asn
Leu

Ser
Phe

Leu
Pro
130

Phe

His

Gln
Phe

Ile
Glu

Leu
Gly

Val

Ser

Ile

Arg

115

Asp

Ala

Leu

Gln

Phe

195

Asp

Tyr

Lys

100

Val

Gly

Arg

Leu

Glu

180

Gly

<210> 23

Leu

Ala

85

Ala

Lys

Glu

Glu

Lys

165

Leu

Glu

Ile

70

Phe

Leu

Phe

Gly

Gln

150

Lys

Phe

Ser

55

Ile

Gly

Leu

Phe

Trp

135

Val

His

Phe

Val

<211> 2115

96 -

Ser

Asn

Ala

Lys

120

Lys

Ala

Ile

Arg

His

200

Arg

His

Thr

105

Pro

His

His

Leu

Phe

185

Ser

Phe

Val

90

Gln

Leu

Ser

Val

Lys

170

Thr

Leu

His

75

Val

Phe

Leu

Arg

Thr

155

His

Val

Arg

60

Asp

Phe

Gly

Gly

Ala

140

Ser

Lys

Asp

Asp

Asn

Thr

Asp

Tyr

125

Met

Leu

Gly

Ser

Glu

205

Glu

Arg

Phe

110

Gly

Leu

Glu

Glu

Ala

190

Glu



<212>DNA <213> Candida tropicalis <220> <221> CDS

Tyr Asp Thr Lys Asp Met Ala Glu Glu Arg Arg Lys Phe Ala
Asp Ala
210 215 220

Phe Asn Lys Ser Gln Val Tyr Leu Ser Thr Arg Val Ala Leu
Gln Thr

225 230 235

240

Leu Tyr Trp Leu Val Asn Asn Lys Glu Phe Lys Glu Cys Asn
Asp Ile

245 250
255

Val His Lys Phe Thr Asn Tyr Tyr Val Gln Lys Ala Leu Asp
Ala Thr
260 265 270

Pro Glu Glu Leu Glu Lys Gln Gly Gly Tyr Val Phe Leu Tyr
Glu Leu
275 280 285

Ala Lys Gln Thr Lys Asp Pro Asn Val Leu Arg Asp Gln Ser
Leu Asn
290 295 300

Ile Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser
Phe Ala

305 310 315

320

Val Phe Glu Leu Ala Arg Asn Pro His Ile Trp Ala Lys Leu
325 330

335

Glu Ile Glu Ser His Phe Gly Leu Gly Glu Asp Ser Arg Val
Glu Glu
340 345 350



<222> (1)..(2115) <400> 23 atg got ac acc cca ttt ttg ccc gac 48 cag
gtc gac tac aaa cac gtc Met Ala Pro Phe Leu Pro Asp Gin Val Asp Tyr Lys

His Val Asp Thr
- 98 —

Ile Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala
Val Leu
355 360 365

Asn Glu Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala
Arg Phe
370 375 380

Ala TIle Lys Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn
Gly Lys

385 390 395

400

Asp Pro Ile Leu Ile Arg Lys Asn Glu Val Val Gln Tyr Ser
Ile Ser

405 410
415

Ala Thr Gln Thr Asn Pro Ala Tyr Tyr Gly Ala Asp Ala Ala
Asp Phe
420 425 430

Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Arg Asn Leu Gly
Trp Ala
435 440 445

Tyr Leu Pro Phe Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln
Gln Phe
450 455 460

Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg Leu Val Gln
Glu Phe

465 470 475

480

Pro Ser Leu Ser Gln Asp Pro Glu Thr Glu Tyr Pro Pro Pro
Arg Leu

485 490
495

Ala His Leu Thr Met Cys Leu Phe Asp Gly Ala Tyr Val Lys
Met Gln



15 10

15 ctt atg gac gaa tta tta tgt gac ggg 96 atc atc cac gaa acc acc
gtg Leu Met Leu Leu Cys Asp Gly lle lle His Glu Thr Thr Val Asp Glu

<210>
<211>
<212>
<213>

<220>
<221>
<222>

<400>

atg
gag
Met
Glu

15

gcc
ggt
Ala
Gly

gtc
gaa
Val
Glu

gtc
gac
Val
Asp

att
tac
Ile
Tyr
65
80

ggt
cag
Gly
Gln

acc
gtt
Thr
Val

cag
aag
Gln
Lys

tac
gaa
Tyr
Glu

att
gac
Ile
Asp
50

ggc
att
Gly
Ile

aac
tcg
Asn
Ser

21
390
DNA

500

Candida tropicalis

CDS

(1) ..

21
gac

Asp

cac

His

aac

Asn

35

ctt

Leu

cac

His

ttg

Leu

(390)

aca gac
48
Thr Asp

acc acc
96
Thr Thr

20

atc tcc
144
Ile Ser

gat tgc
192
Asp Cys

tcc gac
240
Ser Asp

aag ggc
288

Lys Gly

85

acc

Thr

cac

His

aac

Asn

gcc

Ala

gag
Glu

70

gct

Ala

acg

Thr

gac

Asp

tat

Tyr

ggc
Gly
55

gcc

Ala

aag

Lys

99 -

acc

Thr

gac

Asp

ata
Ile
40

aca

Thr

cac

His

att

Ile

505

acc

Thr

ttg
Leu
25

gac

Asp

gac

Asp

gag

Glu

gtt

Val

atc
Ile

10

tgg

Trp

gag

Glu

gcc

Ala

atc

Ile

gag
Glu

90

tac

Tyr

gtt

Val

cac

His

act

Thr

ttg

Leu

75

gcc

Ala

acc

Thr

att

Ile

CCa

Pro

gaa
Glu
60

gaa

Glu

aag

Lys

cac

His

ctc

Leu

ggt
Gly
45

gcc

Ala

aag

Lys

cac

His

510

gaa

Glu

aat
Asn

30

ggt

Gly

ttt

Phe

ttg

Leu

gcg

Ala



20 25 30 atc aaa gag gag gac gtc att goo cct 144 gac ttc ccc goo gac aaa
tac lle Lys Asp Val lle Ala Pro Asp Phe Pro Ala Asp Lys Tyr Glu Glu

- 100 -

95

ttc agc acg gaa gaa gac tcg ggt atc aac ttc cca ttg att

gct gtt 336
Phe Ser Thr Glu Glu Asp Ser Gly Ile Asn Phe Pro Leu Ile
Ala Val

100 105 110

ggt gtg ttt ttg gct gct ttc ggt gtc tac tac tac aag acc

aac ttt 384
Gly Val Phe Leu Ala Ala Phe Gly Val Tyr Tyr Tyr Lys Thr
Asn Phe
115 120 125
gcc taa
390
Ala
<210> 22
<211> 129
<212> PRT

<213> Candida tropicalis
<400> 22

Met Thr Asp Thr Asp Thr Thr Thr Thr Ile Tyr Thr His Glu
Glu Val

15

Ala Gln His Thr Thr His Asp Asp Leu Trp Val Ile Leu Asn
Gly Lys
20 25 30

Val Tyr Asn Ile Ser Asn Tyr Ile Asp Glu His Pro Gly Gly
Glu Glu
35 40 45

Val Ile Leu Asp Cys Ala Gly Thr Asp Ala Thr Glu Ala Phe
Asp Asp
50 55 60

Ile Gly His Ser Asp Glu Ala His Glu Ile Leu Glu Lys Leu
Tyr Ile
65 70 75



- 102 - 354045 tac gtc agg aca ttc acc aaa ccc too gaa acc cca ggg ttc agg
gaal92 Tyr Val Arg Thr Phe Thr Lys Pro Ser Glu Thr Pro Gly Phe Arg Glu
505560 acc gtc tac aac acc gtc aac gca aac acc atg gat gca atc cac cag240
Thr Val Tyr Asn Thr Val Asn Ala Asn Th¥rMet-Asp Ala lle His Gin 657075 80
tic aft atc ttg acc aat gtt ttg gga tca agg gtc ttg gca cca got288 Phe lle lle Leu
Thr Asn Val Leu Gly Ser Arg Val Leu Ala Pro Ala 8590 95 ttg acc aac tog ttg
act cct atc aag gac atg ago ttg gaa gac cgt336 Leu Thr Asn Ser Leu Thr Pro
lle Lys:Asp.Metrser keu GluAsp Arg 100105130:10aa gagd ttg 3 9a9: togntay
cgt gaa togeet att got got aaa agg384 Glu Lys Leu Leu Ala Ser Trp Arg Asp
Ser Pro lle Ala Ala Lys Arg215120125 aag ttg ttc agg ttg gtt tot acg ctt acc
ttg gte@ acg ttc acg aga432 Lys Leu Phe Arg Leu Val Ser Thr Leu Thr Leu Val
Thr Phe Thr Arg 130135140 ttg goo aat gag ttg cat ttg aaa goo att cat tat cca
gga aga gaa480 Leu Ala Asn Glu Leu His Leu Lys Ala lle His Tyr Pro Gly Arg
Glu 145358955560 ga& cgt gahdag g6t tatgaalGcéeagiysy A Qdeceet i
aag tac528 Asp Arg Glu Lys Ala Tyr Glu Thr Gin Glu Ile Asp Pro Phe Lys Tyr
-103- 165170175 1°° 105 11

Gly Val Phe Leu Ala Ala Phe Gly Val Tyr Tyr Tyr Lys Thr

Asn Phe
115 120 125
Ala
<210> 23
<211> 2115
<212> DNA

<213> Candida tropicalis

<220>

<221> CDS

<222>  (1)..(2115)

<400> 23

atg gct cca ttt ttg ccc gac cag gtc gac tac aaa cac dgtc
gac acc 48

Met Ala Pro Phe Leu Pro Asp Gln Val Asp Tyr Lys His Val
Asp Thr

1 5 10

15

ctt atg tta tta tgt gac ggg atc atc cac gaa acc acc gtg

gac gaa 96
Leu Met Leu Leu Cys Asp Gly Ile Ile His Glu Thr Thr Val
Asp Glu

20 25 30

atc aaa gac gtc att gcc cct gac ttc ccc gcc gac aaa tac
gag gag 144

Ile Lys Asp Val Ile Ala Pro Asp Phe Pro Ala Asp Lys Tyr
Glu Glu



cag ttt ttg gaa aaa cog aag ttt tac ggc got gag ttg tac ttg cca576 Gin Phe Leu
Glu Lys Pro Lys Phe Tyr Gly Ala Glu Leu Tyr Leu Pro 180185190 gat att gat
gtg atc att att gga tot ggg goo ggt got ggt gtc gtg624 Asp lle Asp Val lle lle lle
Gly Ser Gly Ala Gly Ala Gly Val Val 195200205 goo cac act ttg acc aac gac
ggc ttc aag agt ?g gtt ttg gaa aag672 Ala J}-bis Thr Leu Thr Asn Asp %y Phe
Lys Ser Leu Val Leu Glu Lys 210215220 ggc aga tac ttt ago aac too gag ttg
aac tif gat gac aag,0ac 999720.Gly Arg, Tyr PheSerAsn.Ser Glu LeyAsh
Phe AspAsplys AspGly 225230235 240 gtt caa gaa tta tac caa agt gga ggt
act ttg pECace glepateaghnes Mat GipGhrleywdyr &in SerGhrGly;Thr tey
Thr Thr¥at Asn Gin 245250 255 cag ttg ttt gtt ctt got ggt too act ttt ggt ggt ggt
acc act gtc816 Gin Leu Phe Val LeusAla Gly Ser Thr Phe Gly &ly Gly Thr Thr
Val 260265270 aat tgg tog goo tgt ctt aaa acg cca ttc aag gtg cgt aag gaa
tgg86ACASA T ptSer ARCCYS telittysThr Pro RPhie Lys Val Argaddys Ghe Tap C
275280628514t gat gad ftf ggc gtt gac ttt got goo gat gaa goo tac ac aaa912
Tyr ASGIEPha Gly VAl ASH PFe AR AIEAS Il AR TYPASE LA f04 1°
2902 §O§Jg%a cag gat tat gtt tg cag caa atg gga got to% cc gaa ggc atc960
Ala Géra Asp Tyr Val Trp Gin Gin%/let Gly Ala Ser Thr Glu ély lle 305310315

ttc att atc ttg acc aat gtt ttg gga tca agg gtc ttg gca

cca gct 288
Phe Ile Ile Leu Thr Asn Val Leu Gly Ser Arg Val Leu Ala
Pro Ala
85 90
95

ttg acc aac tcg ttg act cct atc aag gac atg agc ttg gaa

gac cgt 336
Leu Thr Asn Ser Leu Thr Pro Ile Lys Asp Met Ser Leu Glu
Asp Arg

100 105 110

gaa aag ttg tta gcc tcg tgg cgt gac tcc cct att gct gcect

aaa agg 384
Glu Lys Leu Leu Ala Ser Trp Arg Asp Ser Pro Ile Ala Ala
Lys Arg

115 120 125

aag ttg ttc agg ttg gtt tct acg ctt acc ttg gtc acg ttc

acg aga 432
Lys Leu Phe Arg Leu Val Ser Thr Leu Thr Leu Val Thr Phe
Thr Arg

130 135 140

ttg gcc aat gag ttg cat ttg aaa gcc att cat tat cca gga

aga gaa 480

Leu Ala Asn Glu Leu His Leu Lys Ala Ile His Tyr Pro Gly
Arg Glu

145 150 155

160

gac cgt gaa aag gct tat gaa acc cag gag att gac cct ttt
aag tac 528

Asp Arg Glu Lys Ala Tyr Glu Thr Gln Glu Ile Asp Pro Phe
Lys Tyr



320 acc cac tot ttg got aac gag att att att gaa ggt ggc aag aaa ttal008 Thr His
Ser Leu Ala Asn Glu lle lle lle Glu Gly Gly Lys Lys Leu 325330 335 ggt tac
aag goo aag gta tta gac caa aac ago ggt ggt cat cct cat1056 Gly Tyr Lys Ala
Lys Val Leu Asp Gin Asn Ser Gly Gly-His'Pro His 340345350 cac aga tgc ggt
ttc tgt tat ttg ggt tgt aag c?é;jgt atc aag cagl1104 Hi§ %g Cys Gly Phe Cys
Tyr Ley Gly Cys Lys His Gly lle Lys Gin 355360365 ggc tot gtt aat aac tgg ttt
aga gac gca got goo cac ggt tot cag1152 Gly Ser Val Asn Asn Trp Phe Arg
Asp AlaAlaAladdis Gly-Sek Gin 370375380te atg 6aa cagdth agagttttg Laa
atc ctt egcaag aag gge7atc1200 Phe Met Gin Gin Val Arg Val Leu Gin lle Leu
Asn Lysdl ysh6ly.de 385390395400 pet tatggtate tty tgtageag gatugit gta age
ggt goeaagrttc acc1248 Ala Tyr Gly lle Leu Cys Glu Asp Val Val Thr Gly Ala
Lys Phe Thr 405410 ¥3% att act ggc ccc aaa aagitt gtt gtt goo goo ggc géd
tta aac act1296 lle Thr Gly Pro Lys Lys Phe Val Val Ala Ala Gly Ala Leu - 105
- AsnSFhr 42042543 E6a 16t gy ttg gtd-ade 06 Ghaltid adfaatihag dacste
ggt ad4E34% Pro Ser Val'Leu Val Asn Ser Gly Phe Lys Asn Lys Asn lle Gly
Lys 438840A A5 3 act 15 Calcoat it oUOtE Bho gt Gt gk Gadsoa
Asn Leu Thr Ee is Pro Val Ser Val val E(p& Gly Asp Phe Gly Lys2
450455460 gac gtt caa gca gat cac ttc cac aac too atc atg act got ctt tgt1440
Asp Rl GinAlaAsp Hig Phe His Asp.Serlie MetThrAlabeu GYs et teg

gaa aag 672

Ala His Thr Leu Thr Asn Asp Gly Phe Lys Ser Leu Val Leu

Glu Lys
210 215 220

.

ggc aga tac ttt agc aac tcc gag ttg aac ttt gat gac aag

gac ggg 720

Gly Arg Tyr Phe Ser Asn Ser Glu Leu Asn Phe Asp Asp Lys
Asp Gly

225 230 235

240

gtt caa gaa tta tac caa agt gga ggt act ttg acc acc gtc

aac cag 768
Val Gln Glu Leu Tyr Gln Ser Gly Gly Thr Leu Thr Thr Val
Asn Gln
245 250
255

cag ttg ttt gtt ctt gct ggt tcc act ttt ggt ggt ggt acc

act gtc 816
Gln Leu Phe Val Leu Ala Gly Ser Thr Phe Gly Gly Gly Thr
Thr Vval

260 265 270

aat tgg tcg gcc tgt ctt aaa acg cca ttc aag gtg cgt aag

gaa tgg 864
Asn Trp Ser Ala Cys Leu Lys Thr Pro Phe Lys Val Arg Lys
Glu Trp

275 280 285

tat gat gag ttt ggc gtt gac ttt gct gcc gat gaa gcc tac
gac aaa 912

Tyr Asp Glu Phe Gly Val Asp Phe Ala Ala Asp Glu Ala Tyr
Asp Lys



465470475 480 tca gaa goo got gat tta gac ggc aag ggt cat gga tgc aga att
gaal488 Ser Glu Ala Ala Asp Leu Asp Gly Lys Gly His Gly Cys Arg lle Glu
485490 495 acc atc ttg aac got cca ttc atc cag got tca ttc tta cca tgg agal536
Thr lle Leu Asn Ala Pro Phe lle Gin Ata 8& Phe Leu Pro Trp Arg 500505510
ggt agt aa gﬁg got aga cga gac ttg Ifg.cgt tac aac aac atg gt 4 Gly Ser
Asn Glu Ala Arg Arg Asp Leu Leu Arg “?‘yr Asn Asn Met Val 515520525 goo
atg ttg cit cit agt,cgt gatace ace agt ggt tog gt fog tggaﬁ 2iAlaMetLeu Ley
Leu Sgf A Asp Thr BhypSer Gly Ser Val Ser Ser 530535540 cat cca act aaa
cct gaa geatta g @te gaguac gaggtg aac aagté80His RroaThekysiRrodGiy
Ala LeuywalMal Glu Tyr Asp Val Asn Lys - 106 - 545550555 560 ttt gac aga
aac t6o atc ttg cag gca ttg ttg gséd act got gac ttg1728 Phe Asp Arg Asn Ser lle
Leu GinOAla Leu Leu Val Thr Ala Asp Leu 565570 575 ttg tac att caa ggt goo
aag aga atc ctt agt ccc caa ccatgg gtgl776 Leu Tyr lle Gin Gly Ala Lys Arg
lle LetSefPfo Gih PredT{FVaRr580585590 ecatdtt fit §ad16o Gale &8y ceéad
aag it @agtdga tca atPdag gac1824 Pro lle Phe Glu Ser Asp Lys Pro Lys
Asp L) rAL 8erfie I_IgfsuAég%Q%%‘bo%b% dag gattat gt i t§g Agat ogﬁﬁg
gtt gooy gag alt cct ttt gac]?g Glu Asp Tyr Val Glu E%Arg Ala Lys Val Ala
Lys llero Phe Asp 610615620

ggt tac aag gcc aag gta tta gac caa aac agc ggt ggt cat

cct cat 1056
Gly Tyr Lys Ala Lys Val Leu Asp Gln Asn Ser Gly Gly His
Pro His

340 345 350

cac aga tgc ggt ttc tgt tat ttg ggt tgt aag cac ggt atc

aag cag 1104
His Arg Cys Gly Phe Cys Tyr Leu Gly Cys Lys His Gly Ile
Lys Gln

355 360 365

ggc tct gtt aat aac tgg ttt aga gac gca gct gcc cac ggt

tct cag 1152
Gly Ser Val Asn Asn Trp Phe Arg Asp Ala Ala Ala His Gly
Ser Gln

370 375 380

ttc atg caa cag gtt aga gtt ttg caa atc ctt aac aag aag

ggc atc 1200

Phe Met Gln Gln Val Arg Val Leu Gln Ile Leu Asn Lys Lys
Gly Ile

385 390 395

400

gct tat ggt atc ttg tgt gag gat gtt gta acc ggt gcc aag

ttc acc 1248
Ala Tyr Gly Ile Leu Cys Glu Asp Val Val Thr Gly Ala Lys
Phe Thr
405 410
415

att act ggc ccc aaa aag ttt gtt gtt gcc gcc ggc gcc tta
aac act 1296
Ile Thr Gly Pro Lys Lys Phe Val Val Ala Ala Gly Ala Leu



acc tac ggc tog cct tat ggt tog gcg cat caa atg tot tot tgt cgt1920 Thr Tyr Gly
Ser Pro Tyr Gly Ser Ala His Gin Met Ser Ser Cys Arg 625630635 640 atg tca
ggt aag ggt cct aaa tac ggt got gtt gat acc gat ggt agal968 Met Ser Gly Lys
Gly Pro Lys Tyr Gly Ala Val Asp Thr Asp Gly-Arg 645650 655 ttg ttt gaa tgt
tog aat %t t gt got gac got agt ctt ttg cca2016 Leu Phe Glu Cys Ser Asn Val
Tyr ar sp Ala SerLeu Leu Pro 660665679 act got ago ggt got aat ¢t
atg gtc acc acc atg act ctt gca aga2064 Thr Ala Ser Gly Ala Asn Pro Met Val
Thr The Metcthigleu £1107+ Alg Arg:6 5680685 catgy gegita ggt Hegca: ¢
gac tegttgaag acc aaggcc aag ttg2112 His Val Ala Leu Gly Leu Ala Asp Ser
Leu Lysol liekys7Ala Lys Lewn630695£00 tag 22456 1210124 <2112 ¢0411e
<2125 BRTw213> Candida tropicalis <400> 24 Met Ala Pro Phe Leu Pro Asp
GIn Val Asp TyrdBys His Val Asp Thr 15134% Leu Met Leu Leu CystAsp Gly
lle lle His Glu Thr Thr Val Asp Glu 202530 lle Lys Asp Val lle Ala Pro Asp
Phe Fali%CAFatAsf}Cf_%/stFﬁ G- GH¢ 354045 R aICARS Thi PhedPhir BYS P&t
Ser Gl8TH®ro Gly PRé“Arg Glu 505560 Thr Val Tyr Asn Thr Val Asn Ala
Asn THPMEE AspAla T HiS G 657075 80 Phedle 16 Leu T Abr VAl Eai

Gly Ser Argéﬂgal Leu Ala Pro Ala 859&)55 460

gac gtt caa gca gat cac ttc cac aac tcc atc atg act gct

ctt tgt 1440

Asp Val Gln Ala Asp His Phe His Asn Ser Ile Met Thr Ala
Leu Cys

465 470 475

480

tca gaa gcc gct gat tta gac ggc aag ggt cat gga tgc aga

att gaa 1488
Ser Glu Ala Ala Asp Leu Asp Gly Lys Gly His Gly Cys Arg
Ile Glu
485 490
495

acc atc ttg aac gct cca ttc atc cag gct tca ttc tta cca

tgg aga 1536
Thr Ile Leu Asn Ala Pro Phe Ile Gln Ala Ser Phe Leu Pro
Trp Arg

500 505 510

ggt agt aac gag gct aga cga gac ttg ttg cgt tac aac aac

atg gtg 1584
Gly Ser Asn Glu Ala Arg Arg Asp Leu Leu Arg Tyr Asn Asn
Met Val

515 520 525

gcc atg tta ctt ctt agt cgt gat acc acc agt ggt tcc gtt

tcg tcc 1632
Ala Met Leu Leu Leu Ser Arg Asp Thr Thr Ser Gly Ser Val
Ser Ser

530 535 540

cat cca act aaa cct gaa gca tta gtt gtc gag tac gac gtg
aac aag 1680

His Pro Thr Lys Pro Glu Ala Leu Val Val Glu Tyr Asp Val
Asn Lys



- 108 - Leu Thr Asn Ser Leu Thr Pro lle Lys Asp Met Ser Leu Glu Asp Arg
100105110 Glu Lys Leu Leu Ala Ser Trp Arg Asp Ser Pro lle Ala Ala Lys Arg
115120125 Lys Leu Phe Arg Leu Val Ser Thr Leu Thr Leu Val Thr Phe Thr
Arg 130135140 Leu Ala Asn Glu LeuHisQ%u Lys Ala lle His Tyr Pro Gly Arg
Glu 1§§ 50155 160 Asp Arg Gg.%bys Ala Tyr Glu Thr Ginjga u lle Asp Pro Phe
Lys Tyt 365170 175 Gin Phe Leu Glu Lys Pro Lys Phe Tyr Gly Ala Glu Leu
Tyr Leu Pro 180185190 Asp lle Asp Val lle lle lle Gly Ser Gly Ala Gly Ala Gly
Val Vai 193200203 Ala Hisdhrdieu Thy AsnAse GlyRhe Lys fer Leu Vake
Leu Glud-ys:210215220 &1y Arg Tyr Phe Ser Asn Ser Glu Leu Asn Phe Asp
Asp IBiscASR 5922 5230286240 o 169 - Aish Girk 246250255/6in Ted Rhe
Val LearAladsly Ser Thr Phe Gly Gly Gly Thr Thr Val 260265270 Asn Trp Ser
Ala Cys Leu Lys Thr Pro Pe Lys Val Arg Lys Glu Trg 275280285 Tyr Asp
Glu PhédSGly Val Asp Phe Ala Ala Asp Glu Ala Tyr Asp Lys 290295300 Ala
Gin Asp Tyr Val Trp Gin Gin Met Gly Ala Ser Thr Glu Gly lle 305310315 320
Thr His $ettefAla ﬂ%@ 6(9|%1tlleg fi& IRFGIFETy By LySLySlegce caa cca

tgg gtg 1
Leu Tyr Ile Gln Gly Ala Lys Arg Ile Leu Ser Pro Gln Pro
Trp Val

580 585 590

cca att ttt gaa tcc gac aag cca aag gat aag aga tca atc

aag gac 1824
Pro Ile Phe Glu Ser Asp Lys Pro Lys Asp Lys Arg Ser Ile
Lys Asp

595 600 605

gag gac tat gtc gaa tgg aga gcc aag gtt gcc aag att cct

ttt gac 1872
Glu Asp Tyr Val Glu Trp Arg Ala Lys Val Ala Lys Ile Pro
Phe Asp

610 615 620

acc tac ggc tcg cct tat ggt tcg gcg cat caa atg tct tcect

tgt cgt 1920

Thr Tyr Gly Ser Pro Tyr Gly Ser Ala His Gln Met Ser Ser
Cys Arg

625 630 635

640

atg tca ggt aag ggt cct aaa tac ggt gct gtt gat acc gat

ggt aga 1968
Met Ser Gly Lys Gly Pro Lys Tyr Gly Ala Val Asp Thr Asp
Gly Arg
645 650
655

ttg ttt gaa tgt tcg aat gtt tat gtt gct gac gct agt ctt

ttg cca 2016
Leu Phe Glu Cys Ser Asn Val Tyr Val Ala Asp Ala Ser Leu
Leu Pro

660 665 670

act gct agc ggt gct aat cct atg gtc acc acc atg act ctt
gca aga 2064
Thr Ala Ser Gly Ala Asn Pro Met Val Thr Thr Met Thr Leu



325330 335 Gly Tyr Lys Ala Lys Val Leu Asp Gin Asn Ser Gly Gly His Pro
His 340345350 His Arg Cys Gly Phe Cys Tyr Leu Gly Cys Lys His Gly lle Lys
Gin 355360365 Gly Ser Val Asn Asn Trp Phe Arg Asp Ala Ala Ala His Gly
Ser Gin 370375380 Phe Met Gin GinVal%Arg-Val Leu Gin lle Leu Asn Lys
Lys lX IIeA385390395 400 - 110 - Ala Tyr Gly lle Leu Cys Glu Asp Val val
Thr Gly Ala Lys Phe Thr 405410 415 lle ThyGly Pro Lys Lys Phe Vaj val Ala
Ala Gly Ala Leu Asn Thr 420425430 Pro Ser Val Leu Val Asn Ser Gly Phe
Lys AspcLys Aspdle Gy Lys 436440445 Ash LedcThrcley His Fre ValSef-val
Val PheGlyAsp PhexGly Lys 450455460 Asp Val Gin Ala Asp His Phe His
Asn SersllerMetalhr Aleul el Cyse4654 2044 480:SercGlula Alar Aspd_eud a
Asp Glyd ye=Gly His Gly Cys Arg lle Glu 485490 495 Thr lle Leu Asn Ala Pro
Phe lle Girv Ala Ser Phe Leu Pro TrppAbg 500505510 Gly Ser AgA Glu Ala Arg
Arg Asp Leu Leu Arg Tyr Asn Asn Met Val 515520525 Ala Met Leu Leu Leu
Ser Ar§Asp Thr Thr Ser Gly Ser Val Ser Ser 530535540 - 111 - Asn Lys
545550555

<210> 24
<211> 704
<212> PRT

<213> Candida tropicalis
<400> 24

Met Ala Pro Phe Leu Pro Asp Gln Val Asp Tyr Lys His Val
Asp Thr

1 5 10

15

Leu Met Leu Leu Cys Asp Gly Ile Ile His Glu Thr Thr Val
Asp Glu
20 25 30

Ile Lys Asp Val Ile Ala Pro Asp Phe Pro Ala Asp Lys Tyr
Glu Glu
35 40 45

Tyr Val Arg Thr Phe Thr Lys Pro Ser Glu Thr Pro Gly Phe
Arg Glu
50 55 60

Thr Val Tyr Asn Thr Val Asn Ala Asn Thr Met Asp Ala Ile
His Gln

65 70 75

80

Phe Ile Ile Leu Thr Asn Val Leu Gly Ser Arg Val Leu Ala
Pro Ala

85 90
95



560 Phe Asp Arg Asn Ser lle Leu Gin Ala Leu Leu Val Thr Ala Asp Leu
565570 575 Leu Tyr lle Gin Gly Ala Lys Arg lle Leu Ser Pro Gin Pro Trp Val
580585590 Pro lle Phe Glu Ser Asp Lys Pro Lys Asp Lys Arg Ser lle Lys Asp
595600605 Glu Asp Tyr Val Glu Trp Ard Afa tys Val Ala Lys lle Pro Phe Asp
610615620 Thr Tyr Gly Ser Pro Tyr Gly Ser Ala His Gin Met Ser Ser Cys Arg
625630635 640 Met Ser Gly Lys Gly Pro Lys Tyr Gly Ala Val Asp Thr Asp Gly
Arg 645650,655,Leudhe Gl Gyg Ser AsaVal Ty YalAlaAspAlaser kay,
Leu Pre 560665670 Thr Ala Ser Gly Ala Asn Pro Met Val Thr Thr Met Thr

Leu Ala Arg 67568068 His Val Ala Leu Gly LewAla Asp Ser Leu Lys Thrbys
Ala Lys Leu 690695700 - 112 - <210> 25 <211> 2115 <212> DNA <213>
Candida tropicalis <220> <221> CDS <222>(1)..(2115) <400> 25 atg aat acc
ttc ttgcdca gae gitgetd-gaatde adarcde gtrag aten8Met Rsn ThrePiAe {eylRro
Asp Vel étrGlu Tyr Lys His Val Asp Thr 1510 15 ctt ttg tta ttg tgt gac ggg atc
atc cac gaa accldea gtc gat cag96 Leu LéifPeu Leu Cys Asp Gly l1é4fe His
Glu Thr Thr Val Asp Gin 202530

Lys Leu Phe Arg Leu Val Ser Thr Leu Thr Leu Val Thr Phe
Thr Arg
130 135 140

Leu Ala Asn Glu Leu His Leu Lys Ala Ile His Tyr Pro Gly
Arg Glu

145 150 155

160

Asp Arg Glu Lys Ala Tyr Glu Thr Gln Glu Ile Asp Pro Phe
Lys Tyr

165 170
175

Gln Phe Leu Glu Lys Pro Lys Phe Tyr Gly Ala Glu Leu Tyr
Leu Pro
180 185 190

Asp Ile Asp Val Ile Ile Ile Gly Ser Gly Ala Gly Ala Gly
Val Vval
195 200 205

Ala His Thr Leu Thr Asn Asp Gly Phe Lys Ser Leu Val Leu
Glu Lys
210 215 220

Gly Arg Tyr Phe Ser Asn Ser Glu Leu Asn Phe Asp Asp Lys
Asp Gly

225 230 235

240

Val Gln Glu Leu Tyr Gln Ser Gly Gly Thr Leu Thr Thr Val



atc aag gac goo att got ccc gac ttc cct gag gac cag tac gag gagl44 lle Lys
Asp Ala lle Ala Pro Asp Phe Pro Glu Asp Gin Tyr Glu Glu 354045 tat ctc aag
acc ttc acc aag cca tot gag acc cct ggg ttc aga gaal92 Tyr Leu Lys Thr Phe
Thr Lys Pro Ser Glu Thr Pro Gly Phe ArgP@Iu-505560 goo gtc tac gac acg atc
aac gpo acg cca acc gat goo gtg cac atg240 Ala Val Tyr Asp Thr lle Asn Ala
Thr Pro Thr Ksp Ala Val His Met 657075 80 tgt att gi¢ ftg acc acc gca ttg gac
too aga atc ttg goo ccc acg288 Cys lle Val Leu Thr Thr Ala Leu Asp Ser Arg
lle Leu Ala Pro Thr 8590 - 113 - ttg acc aac tog ttg acg cct atc aag gat atg
acc ttg aag gag cgt336 Leu Thr Asn Ser Leu Thr Pro lle Lys Asp Met Thr Leu
Lys GluArgelO@H5140 gaacaml tig ¢tgygee totitag coigat 190 €Ty ati gcgigea
aag aga384=Glu Gin Leu Leu Ala Ser Trp Arg Asp Ser Pro lle Ala Ala Lys Arg
115120125 aga ttg ttecdya ttg att too tog ctt acgdfy acg acg ttt acg aga4320
Arg Leu Phe Arg Leu lle Ser Ser Leu Thr Leu Thr Thr Phe Thr Arg
130135140 ttg goo ago gaa ttg cac ttg aaa goo atc cac tac cct ggc aga
gca80 L el Ala SEr Gld Lei s Teu Uys ATk I8 His For PTG Gly ArtiAsg
145150155980 ttg cgt gaa aag geg tat g a acc cag gig gtt gac cct fic.agg
tac528 Leu Arg Glu Lys Ala Tyr Glu Thr éin&/al Val Asp Pro Phe Arg5ryr
165170 175 ctg ttt atg gag aaa cca aag ttt gac ggc goo gaa ttg tac

Tyr Asp Glu Phe Gly Val Asp Phe Ala Ala Asp Glu Ala Tyr
Asp Lys
290 295 300

Ala Gln Asp Tyr Val Trp Gln Gln Met Gly Ala Ser Thr Glu
Gly Ile

305 310 315

320

Thr His Ser Leu Ala Asn Glu Ile Ile Ile Glu Gly Gly Lys
Lys Leu

325 330
335

Gly Tyr Lys Ala Lys Val Leu Asp Gln Asn Ser Gly Gly His
Pro His
340 345 350

His Arg Cys Gly Phe Cys Tyr Leu Gly Cys Lys His Gly Ile
Lys Gln
355 360 365

Gly Ser Val Asn Asn Trp Phe Arg Asp Ala Ala Ala His Gly
Ser Gln
370 375 380

Phe Met Gln Gln Val Arg Val Leu Gln Ile Leu Asn Lys Lys
Gly Ile

385 390 395

400



ttg cca576 Leu Phe Met Glu Lys Pro Lys Phe Asp Gly Ala Glu Leu Tyr Leu
Pro 180185190 gat atc gac gtc atc atc att gga tca ggc goo ggt got ggt gtc
atg624 Asp lle Asp Val lle lle lle Gly Ser Gly Ala Gly Ala Gly Val Met
195200205 goo cac act ctc goo aac gac gfgttc aag acc ttg gtt ttg gaa
aag672 Ala His Thr Leu Ala Asn Asp Gly Phe Lys Thr Leu Val Leu Glu Lys
210215220 - 114 - gga aag tat ttc ago aac too gag ttg aac ttt aat gac got gat
99c720 Gly Lysclyr Rhe SerAsn Ses GlusLey Asn Rhe Asn.Asp Al Asp Gly
2252302351240 gtg aaa gag ttg tac caa ggt aaa ggt got ttg goo acc acc aat
cag768 Val Lys Glu Leu Typ &In Gly Lys Gly Ala LewiAla Thr Thr Asn GIn
24525%0 255 cag atg ttt att ctt goo ggt too act ttg ggc ggt ggt acc act gtc816
GIn Met Phe lle Leu Ala Gly Ser Thr Leu Gly Gly Gly Thr Thr Val 260265270
aac tgg tot got tgc ctt aaa aca cca ttt aaa gtg cgt aag gag tgg864 Asn Trp Ser
Ala Cys9.elrkys ThriRire Phe Lysvaharg'ieys Gid Thp 275280286 tacgacy
gag tit Iyt Eftfgaa ttt got goo gat gaa goo tac ac aaa912 Tyr Asp Glu Phe Gly
Leu Glu Phe Ala AlaZ<p Glu Ala Tyr Asp Lys 286295300 gcg cag gat tattt
tgg aaa caa atg ggt got tca aca gat gga atc960 Ala GIn Asp Tyr Val Trp Lys
GIn Met Gly Al r Thr Gly lle 305310315 320 act ¢cac too ttg.goo aac
aa %gotgggzg O ogs ot S ok HaTO08 T o s S5 (00 A A B T
Val Val GluGly Gly Lys Lys Leu 325330 44 445

Asn Leu Thr Leu His Pro Val Ser Val Val Phe Gly Asp Phe
Gly Lys
450 455 460

Asp Val Gln Ala Asp His Phe His Asn Ser Ile Met Thr Ala
Leu Cys

465 470 475

480

Ser Glu Ala Ala Asp Leu Asp Gly Lys Gly His Gly Cys Arg
Ile Glu

485 490
495

Thr Ile Leu Asn Ala Pro Phe Ile Gln Ala Ser Phe Leu Pro
Trp Arg
500 505 510

Gly Ser Asn Glu Ala Arg Arg Asp Leu Leu Arg Tyr Asn Asn
Met Val
515 520 525

Ala Met Leu Leu Leu Ser Arg Asp Thr Thr Ser Gly Ser Val
Ser Ser
530 535 540

His Pro Thr Lys Pro Glu Ala Leu Val Val Glu Tyr Asp Val



335 ggc tac aag ago aag gaa att gag cag aac aac ggt ggc cac cct gac1056
Gly Tyr Lys Ser Lys Glu lle Glu GIn Asn Asn Gly Gly His Pro Asp 340345350
- 115 - cac cca tgt ggt ttc tgt tac ttg ggc tgt aag tac ggt att aaa cag1104 His
Pro Cys Gly Phe Cys Tyr Leu Gly Cys ysITyr Gly lle Lys Gin 355360365 ggt
tot gtg aat aac tgg ttt aga gac gca got goo cac ggg too aagl152 Gly Ser Val
Asn ,%S&Trﬁ/ Phe Arg Asp Ala AlaAla His Gly Ser Lys 370375380 ttc atg caa
caa gig gga gtt gtg caa atc ctc aac aag aat ggc gtc1200 Phe Met Gin Gin Val
Arg Val Val Gin lle Leu Asn Lys Asn Gly Val 385390395 400 got tat ggt atc
ttg tgt gag gat gtc gaa acc gga gtc agg ttc act1248 Ala Tyr Gly lle Leu Cys
Glu AspeVakGlnTr Sy Viad ArgiRhe dibr d05440:4 15 attiagt gga cee aaalaag
ttt gttyttaot got ggt tot ttg aac acg1296 lle Ser Gly Pro Lys Lys Phe Val Val
Ser Ala Gly Ser Leu Asn B>420425430 cca act gtg #tg acc aac too gga ttc
aag aactaag cac att ggt aag1344 Pro Thr Val Leu Thr Asn Ser Gly Phe Lys
Asn Lys His IIe Gly Lys 435440445 aac ttg acg ttg cac cca gtt too acc gtg ttt

got gac ttt a1392 Asn Leu Thr Leu His Pro Val Ser Thr Val Phe Gl
Asp z[? &@%4%]03’ gac Uty éaa’tod Jat cHt et 438 16ttt %go
act tog c?tt}/ 440 A al Gin Ala Asp His Phggjglls Lys Ser lle Met Thr §§5
Leu Cys 465470475 - 116 - tac gag gtt got gac ttg gac ggc aag ggc cac
gga tgc aga atc gaal488 Tyr Glu Val Ala Asp Leu Asp Gly Lys Gly His Gly
Cys ArgJle Glu 485490495 ACE HiC 11g-AaG gOt 56a AlGAtE Laangot 1of Hortig
cca tgg agadp36

595 600 605

Glu Asp Tyr Val Glu Trp Arg Ala Lys Val Ala Lys Ile Pro
Phe Asp
610 615 620

Thr Tyr Gly Ser Pro Tyr Gly Ser Ala His Gln Met Ser Ser
Cys Arg

625 630 635

640

Met Ser Gly Lys Gly Pro Lys Tyr Gly Ala Val Asp Thr Asp
Gly Arg

645 650
655

Leu Phe Glu Cys Ser Asn Val Tyr Val Ala Asp Ala Ser Leu
Leu Pro
660 665 670

Thr Ala Ser Gly Ala Asn Pro Met Val Thr Thr Met Thr Leu
Ala Arg
675 680 685

His Val Ala Leu Gly Leu Ala Asp Ser Leu Lys Thr Lys Ala
Lys Leu
690 695 700



Thr lle Leu Asn Ala Pro Phe lle Gin Ala Ser Leu Leu Pro Trp Arg 500505510
gga agt gac gag gtc aga aga gac ttg ttg cgt tac aac aac atg gtg1584 Gly Ser
Asp Glu Val Arg Arg Asp Leu Leu Arg Tyr Asn Asn Met Val 515520525 goo
atg ttg ctt atc acg cgt gat acc acc agtggt téa gtt tot got1632 Ala Met Leu Leu
lle Thr Arg Asp Thr Thr Ser Gly Ser Val Ser Ala 530535540 gac cca aag aag
CCC gac got ttg att gtc gac tat gag att aac aag1680 Asp Pro Lys Lys Pro Asp
Ala Ley{le.VabAsp Tyr Glu lle Asn Lys 545550555 560 ttt gac aag aat goo
atc ttg eaa.got-ic g atc act too gac atg1728 Phe Asp Lys Asn Ala lle Leu
Gin Ala Phe Lewdle Thr Ser Asp Met 565570 575 ttg tac att gaa ggt goo aag
aga ate ctic-agteeaicag ccacigggigly 76 Leu Tyr lle Glu Gly Ala Lys Arg lle
Leu Ser Pro Gin Pro Trp Val 580585590 cca atc ttt gag tog aac aag cca aag
gag caa aga acg atc aag gac1824 Pro lle Phe Glu Ser Asn Lys Pro Lys Glu
Gin A?ézlﬂr?r lle Lys Asp 595600605 - 117 - aag gac tat gtt gag tgg aga goo
?67( a cct ttc gac1872 Lys Asp Tyr Val Glu Trp Arg Ala Lys Ala
Ala L§§ he Asp 620615620 acc tac ggt tot gca tat ggg too gca cat
caa aﬁg@ ac%gt cgt1920 Thr Tyr Gly Ser Ala Tyr Gly Ser Ala His Gin Met
y

SerT S, Ar 625630635 640 atg too gga aa t cct 2aa tac g ot gtt
gat qég %ga19§§8 §<%er ef Lys%(?lf? Prgf)%a‘?yr éfy Ala Vaf% ﬁlchr
Asp BA%E§4§§§O§ﬁ@ Leu Pro Asp Val Leu Glu Tyr Lys His Val

Asp Thr
1 5 10
15

ctt ttg tta ttg tgt gac ggg atc atc cac gaa acc aca Jgtc

gat cag 96
Leu Leu Leu Leu Cys Asp Gly Ile Ile His Glu Thr Thr Val
Asp Gln

20 25 30

atc aag gac gcc att gct ccc gac ttc cct gag gac cag tac

gag gag 144
Ile Lys Asp Ala Ile Ala Pro Asp Phe Pro Glu Asp Gln Tyr
Glu Glu

35 40 45

tat ctc aag acc ttc acc aag cca tct gag acc cct ggg ttc

aga gaa 192
Tyr Leu Lys Thr Phe Thr Lys Pro Ser Glu Thr Pro Gly Phe
Arg Glu

50 55 60

gcc gtc tac gac acg atc aac gcc acc cca acc gat gcc gtg

cac atg 240

Ala Val Tyr Asp Thr Ile Asn Ala Thr Pro Thr Asp Ala Val
His Met

65 70 75

80

tgt att gtc ttg acc acc gca ttg gac tcc aga atc ttg gcc

ccc acg 288
Cys Ile Val Leu Thr Thr Ala Leu Asp Ser Arg Ile Leu Ala
Pro Thr

85 90

95



ttg ttt gaa tgt tog aat gtc tat gtt got gat got agt gtt ttg cct2016 Leu Phe Glu
Cys Ser Asn Val Tyr Val Ala Asp Ala Ser Val Leu Pro 660665670 act goo ago
ggt goo aac cca atg ata too acc atg acc ttt got aga2064 Thr Ala Ser Gly Ala
Asn Pro Met lle Ser Thr Met Thr Phe-Ala&g675680685 cag att gcg tta ggt
ttg got gac too ttg aag acc aaa ccc aag ttg2112 Gin lle Ala Leu Gly Leu Ala
Asp SerLeyLys Thr iEE%Lgéé'e&lcQg%Q%S 3 ngg%gléfﬁ %&i
704 >BRT <2133 {zandida tropicalis <400> 118 Asp Thr fS 5
Leu L@éth%]LeMs%é@pL@!y e HegHis Gl Thy Thi Malvisp Gin- 202530 Jle
Lys AspiAla-lle Ala Pro Asp Phe Pro Glu Asp Gin Tyr Glu Glu 354045 Tyr
Leu Lys Thr Phe Thriys Pro Ser Glu Thr Pro Giy Phe Arg Glu 505560 Alao
Val Tyr Asp Thr lle Asn Ala Thr Pro Thr Asp Ala Val His Met 657075 80 Cys
lle Valdeucthr Tho Atd teadAss SerArg ltevtegAlatRro Flaw8590 95ccew Thr
Asn SérdLédThr Pro IlE8Eys Asp Met Thr Leu Lys Glu Arg 100105110 Glu
Gin LebU é AldSerOep APASS SerProfie MS IR 2y sArey T15126R25 Avg

Leu FLH’eSA%%eu IIe Ser Ser Leu Thr Leu Thr Thr Phe Thr Arg s

aga ttg ttc aga ttg att tcc tcg ctt acc ttg acg acg ttt

acg aga 432
Arg Leu Phe Arg Leu Ile Ser Ser Leu Thr Leu Thr Thr Phe
Thr Arg

130 135 140

ttg gcc agc gaa ttg cac ttg aaa gcc atc cac tac cct ggc

aga gac 480

Leu Ala Ser Glu Leu His Leu Lys Ala Ile His Tyr Pro Gly
Arg Asp

145 150 155

160

ttg cgt gaa aag gcg tat gaa acc cag gtg gtt gac cct ttc

agg tac 528
Leu Arg Glu Lys Ala Tyr Glu Thr Gln Val Val Asp Pro Phe
Arg Tyr
165 170
175

ctg ttt atg gag aaa cca aag ttt gac ggc gcc gaa ttg tac

ttg cca 576
Leu Phe Met Glu Lys Pro Lys Phe Asp Gly Ala Glu Leu Tyr
Leu Pro

180 185 190

gat atc gac gtc atc atc att gga tca ggc gcc ggt gct ggt

gtc atg 624
Asp Ile Asp Val Ile TIle Ile Gly Ser Gly Ala Gly Ala Gly
Val Met

195 200 205

gcc cac act ctc gcc aac gac ggg ttc aag acc ttg gtt ttg

gaa aag 672
Ala His Thr Leu Ala Asn Asp Gly Phe Lys Thr Leu Val Leu
Glu Lys

210 215 220



130135140 Leu Ala Ser Glu Leu His Leu Lys Ala lle His Tyr Pro Gly Arg Asp
145150155 160 - 119 - Leu Arg Glu Lys Ala Tyr Glu Thr Gin Val Val Asp Pro
Phe Arg Tyr 165170 175 Leu Phe Met Glu Lys Pro Lys Phe Asp Gly Ala Glu
Leu Tyr Leu Pro 180185190 Asp lle Asp Val tle lle lle Gly Ser Gly Ala Gly Ala
Gly Val Met 195200205 Ala His Thr Leu Ala Asn Asp_ Gly_ Phe Lys Thr Leu
Val LG Gy 210215230 Gy Lys Tt SRS Ser AGs e ClLrLou AR SRS
Asn @@Aﬁ Bsp,31y-225230235 240 Val dys Gl Leu TynGinGly kys Gly
Ala LgyAlaFhr Thr Asn Gin 245250 255 Gin Met Phe lle Leu Ala Gly Ser Thr
Leu GlysGly Gly Thr Thr Val 260265270 Asn Trp Ser AlasGys Leu Lys Thr Pro
Phe LysoVal Arg Lys Glu Trp 275280285 Tyr Asp Glu Phe Gly Leu Glu Phe
Ala Ala Asp Glu Ala Tyr Asp Lys 290295300 - 120 - Gly lle 305310315 320
Thr Hig SerdewAla Asa GlacvVakMalbval GhaGlg Glytysttys beg 3263838835
Gly Tgrtys®er Lys Gli¢ fle Glu Gin Asn Asn Gly Gly His Pro Asp 340345350

His PG CyS/GIyPhe CYs TYF LEUGITICYS 19y Glyald eysiain The Thr

245 250
255

cag atg ttt att ctt gcc ggt tcc act ttg ggc ggt ggt acc

act gtc 816
Gln Met Phe Ile Leu Ala Gly Ser Thr Leu Gly Gly Gly Thr
Thr Vval

260 265 270

aac tgg tct gct tgc ctt aaa aca cca ttt aaa gtg cgt aag

gag tgg 864
Asn Trp Ser Ala Cys Leu Lys Thr Pro Phe Lys Val Arg Lys
Glu Trp

275 280 285

tac gac gag ttt ggt ctt gaa ttt gct gcc gat gaa gcc tac

gac aaa 912
Tyr Asp Glu Phe Gly Leu Glu Phe Ala Ala Asp Glu Ala Tyr
Asp Lys

290 295 300

gcg cag gat tat gtt tgg aaa caa atg ggt gct tca aca gat

gga atc 960

Ala Gln Asp Tyr Val Trp Lys Gln Met Gly Ala Ser Thr Asp
Gly Ile

305 310 315

320

act cac tcc ttg gcc aac gaa gtt gtg gtt gaa gga ggt aag

aag ttg 1008
Thr His Ser Leu Ala Asn Glu Val Val Val Glu Gly Gly Lys
Lys Leu
325 330
335

ggc tac aag agc aag gaa att gag cag aac aac ggt ggc cac

cct gac 1056
Gly Tyr Lys Ser Lys Glu Ile Glu Gln Asn Asn Gly Gly His
Pro Asp

340 345 350



355360365 Gly Ser Val Asn Asn Trp Phe Arg Asp Ala Ala Ala His Gly Ser
Lys 370375380 Phe Met Gin Gin Val Arg Val Val Gin lle Leu Asn Lys Asn Gly
Val 385390395 400 Ala Tyr Gly lle Leu Cys Glu Asp Val Glu Thr Gly Val Arg
Phe Thr 405410 415 lle Ser Gly Pro tys L§sPhe Val Val Ser Ala Gly Ser Leu
Asn Thr 420425430 Pro Thr Val Leu Thr Asn Ser Gly Phe Lys Asn Lys His lle
Cly Lys 435440445 % LepcThukey His frg ValSeThe yal Phe GlyAse.
Phe Gly.Arg,45045 -121 - Asp Val Gin Ala Asp His Phe His Lys Ser lle
Met TMSS@rrlee@gysﬁ@%wz@gs@y@m@w Yal Ala,AspeurdspBly Lys
Gly His, Sly, Gys Arg lle Glu 485490 495 Thr lle Leu Asn Ala Pro Phe lle Gin
Ala Ser Leu Lew P50 Trp Arg 500505510 ¢3y Ser Asp Glu Val Arg ArgpAsp
Leu Leu Arg Tyr Asn Asn Met Val 515520525 Ala Met Leu Leu lle Thr Arg
Asp TutThicSepGly Ser \fal Sercalat530535546: AspRroskys &iys RreacAsyg
Ala Léadlex¥al Asp Ty Glu lle Asn Lys 545550555 560 Phe Asp Lys Asn Ala
lle LB GirrAfa Phe Led 118SThriSér RS Me565576 57 51eu i [1B1GILEK
Ala L§§%r§>ﬂ% Leu Ser Pro Gin Pro Trp Val 580585590 Pro lle Phe Glu Ser

Asn Lys Pro Eys Glu Gin Arg Thr Ileﬂ/% Asp
ttc atg caa caa gtc aga gtt gtg caa atc ctc aac aag aat
ggc gtc 1200
Phe Met Gln Gln Val Arg Val Val Gln Ile Leu Asn Lys Asn
Gly Vval
385 390 395
400

gct tat ggt atc ttg tgt gag gat gtc gaa acc gga gtc agg

ttc act 1248
Ala Tyr Gly Ile Leu Cys Glu Asp Val Glu Thr Gly Val Arg
Phe Thr
405 410
415

att agt ggc ccc aaa aag ttt gtt gtt tct gct ggt tct ttg

aac acg 1296
Ile Ser Gly Pro Lys Lys Phe Val Val Ser Ala Gly Ser Leu
Asn Thr

420 425 430

cca act gtg ttg acc aac tcc gga ttc aag aac aag cac att

ggt aag 1344
Pro Thr Val Leu Thr Asn Ser Gly Phe Lys Asn Lys His Ile
Gly Lys

435 440 445

aac ttg acg ttg cac cca gtt tcc acc gtg ttt ggt gac ttt

ggc aga 1392
Asn Leu Thr Leu His Pro Val Ser Thr Val Phe Gly Asp Phe
Gly Arg

450 455 460

gac gtg caa gcc gac cat ttc cac aaa tct att atg act tcg

ctt tgt 1440

Asp Val Gln Ala Asp His Phe His Lys Ser Ile Met Thr Ser
Leu Cys

465 470 475

480



595600605 - 122 - Lys Asp Phe Asp 610 Thr Tyr Cys Arg Tyr Val Glu Trp

Arg Ala 615 Gly Ser Ala Tyr Gly Ser Lys Ala Ala Lys 620 Ala His GIn Met lle
Ser Pro Thr 625 630 635 640
Val Asp Thr Asp Gly Arg

tac
atc
Tyr
Ile

495

acc
tgg
Thr
Trp

gga
atg
Gly
Met

gcc
tct
Ala
Ser

gac
aac
Asp
Asn
545
560

ttt
gac
Phe
Asp

575

ttg
tgg
Leu
Trp

cca
aag
Pro
Lys

gag
gaa
Glu
Glu

atc
aga
Ile
Arg

agt
gtg
Ser
Val

atg
gct
Met
Ala
530

cca
aag
Pro
Lys

gac
atg
Asp
Met

tac
gtg
Tyr
Val

atc
gac
Ile
Asp

gtt

Val

ttg

Leu

gac

Asp

515

ttg

Leu

aag

Lys

aag

Lys

att

Ile

ttt

Phe

595

gct gac
1488
Ala Asp

485

aac gct
1536
Asn Ala

500

gag gtc
1584
Glu Val

ctt atc
1632
Leu Ile

aag ccc
1680
Lys Pro

aat gcc
1728
Asn Ala

565
gaa ggt
1776

Glu Gly

580

gag tcg
1824
Glu Ser

ttg

Leu

CCa

Pro

aga

Arg

acg

Thr

gac

Asp

550

atc

Ile

gcc

Ala

aac

Asn

gac

Asp

ttc

Phe

aga

Arg

cgt
Arg
535
gct

Ala

ttg

Leu

aag

Lys

aag

Lys

ggc

Gly

atc

Ile

gac
Asp
520
gat

Asp

ttg

Leu

Ccaa

Gln

aga

Arg

cca
Pro

600

aag

Lys

caa
Gln
505
ttg

Leu

acc

Thr

att

Ile

gct

Ala

atc
Ile
585
aag

Lys

ggc
Gly

490

gct

Ala

ttg

Leu

acc

Thr

gtc

Val

ttc
Phe

570

ctc

Leu

gag

Glu

cac

His

tct

Ser

cgt

Arg

agt

Ser

gac
Asp

555

ttg

Leu

agt

Ser

Ccaa

Gln

gga

Gly

ttg

Leu

tac

Tyr

ggt
Gly
540
tat

Tyr

atc

Ile

CCa

Pro

aga

Arg

tgc

Cys

ttg

Leu

aac
Asn
525
tca

Ser

gag

Glu

act

Thr

cag

Gln

acg
Thr

605

Met Ser Gly Lys Gly Pro Lys Tyr Gly Ala
- 116

aga

Arg

cca
Pro
510
aac

Asn

gtt

Val

att

Ile

tcc

Ser

cca
Pro
590
atc

Ile



645650 655 Leu Phe Glu Cys Ser Asn Val Tyr Val Ala Asp Ala Ser Val
Leu Pro 660 665 670 Thr Ala Ser Gly Ala Asn Pro Met lle Ser Thr Met

Thr
- 117 -

aag gac tat gtt gag tgg aga gcc aag gct gct aag ata cct

ttc gac 1872
Lys Asp Tyr Val Glu Trp Arg Ala Lys Ala Ala Lys Ile Pro
Phe Asp

610 615 620

acc tac ggt tct gca tat ggg tcc gca cat caa atg tcc acc

tgt cgt 1920

Thr Tyr Gly Ser Ala Tyr Gly Ser Ala His Gln Met Ser Thr
Cys Arg

625 630 635

640

atg tcc gga aag ggt cct aaa tac ggt gct gtt gat act gat

ggt aga 1968
Met Ser Gly Lys Gly Pro Lys Tyr Gly Ala Val Asp Thr Asp
Gly Arg
645 650
655

ttg ttt gaa tgt tcg aat gtc tat gtt gct gat gct agt gtt

ttg cct 2016
Leu Phe Glu Cys Ser Asn Val Tyr Val Ala Asp Ala Ser Val
Leu Pro

660 665 670

act gcc agc ggt gcc aac cca atg ata tcc acc atg acc ttt

gct aga 2064
Thr Ala Ser Gly Ala Asn Pro Met Ile Ser Thr Met Thr Phe
Ala Arg

675 680 685

cag att gcg tta ggt ttg gct gac tcc ttg aag acc aaa ccc
aag ttg 2112
Gln Ile Ala Leu Gly Leu Ala Asp Ser Leu Lys Thr Lys Pro
Lys Leu

690 695 700

tag
2115

<210> 26

<211> 704

<212> PRT

<213> Candida tropicalis

<400> 26

Met Asn Thr Phe Leu Pro Asp Val Leu Glu Tyr Lys His Val



Phe Ala Arg

Asp

15

Leu
Asp

Ile
Glu

Tyr
Arg

Ala
His
65
80

Cys
Pro

95

Leu
Glu

Glu
Lys

Arg
Thr

Leu
Arg
145
160

Thr

Leu
Gln

Lys
Glu

Leu
Glu
50

Val
Met

Ile
Thr

Thr
Arg

Gln
Arg

Leu
Arg
130

Ala
Asp

675680 685 GIn lle Ala Leu Gly Leu Ala Asp Ser Leu Lys
Thr Lys Pro Lys Leu 690695 700 <210> 27

Leu

Asp

35

Lys

Tyr

Val

Asn

Leu

115

Phe

Ser

Leu

20

Ala

Thr

Asp

Leu

Ser

100

Leu

Arg

Glu

Cys

Ile

Phe

Thr

Thr

85

Leu

Ala

Leu

Leu

Asp

Ala

Thr

Ile

70

Thr

Thr

Ser

Ile

His

150

- 118 -

Gly

Pro

Lys

55

Asn

Ala

Pro

Trp

Ser

135

Leu

Ile

Asp

40

Pro

Ala

Leu

Ile

Arg

120

Ser

Lys

<211> 2115

Ile

25

Phe

Ser

Thr

Asp

Lys

105

Asp

Leu

Ala

10

His

Pro

Glu

Pro

Ser

90

Asp

Ser

Thr

Ile

Glu

Glu

Thr

Thr

75

Arg

Met

Pro

Leu

His

155

<212> DNA

Thr

Asp

Pro

60

Asp

Ile

Thr

Ile

Thr

140

Tyr

Thr

Gln

45

Gly

Ala

Leu

Leu

Ala

125

Thr

Pro

Val

30

Tyr

Phe

Val

Ala

Lys

110

Ala

Phe

Gly



<213> Candida tropicalis <220> <221>CDS <222>(1)..(2115)
<400> 27 atg aat at acc acc ttc ttg cca gac gtg 48 ctc gaa tac aaa

- 119 -

Leu Arg Glu Lys Ala Tyr Glu Thr Gln Val Val Asp Pro Phe
Arg Tyr

165 170
175

Leu Phe Met Glu Lys Pro Lys Phe Asp Gly Ala Glu Leu Tyr
Leu Pro
180 185 190

Asp Ile Asp Val Ile Ile Ile Gly Ser Gly Ala Gly Ala Gly
Val Met
195 200 205

Ala His Thr Leu Ala Asn Asp Gly Phe Lys Thr Leu Val Leu
Glu Lys
210 215 220

Gly Lys Tyr Phe Ser Asn Ser Glu Leu Asn Phe Asn Asp Ala
Asp Gly

225 230 235

240

Val Lys Glu Leu Tyr Gln Gly Lys Gly Ala Leu Ala Thr Thr
Asn Gln

245 250
255

Gln Met Phe Ile Leu Ala Gly Ser Thr Leu Gly Gly Gly Thr
Thr Vval
260 265 270

Asn Trp Ser Ala Cys Leu Lys Thr Pro Phe Lys Val Arg Lys
Glu Trp
275 280 285

Tyr Asp Glu Phe Gly Leu Glu Phe Ala Ala Asp Glu Ala Tyr
Asp Lys
290 295 300

Ala Gln Asp Tyr Val Trp Lys Gln Met Gly Ala Ser Thr Asp



cac gtc Met Asn Thr Phe Leu Pro Asp Val Leu Glu Tyr Lys His Val Asp Thr
1510 15 cttttg tta tta tgt gac ggg atc atc cac gaa acc aca gtc - 123 - gac

cag96 Leu Leu Leu Leu Cys Asp Gly lle lle His Glu Thr Thr Val Asp Gin

202530 atc agg gac goo att got ccc gaclttdcct gaa gac cag tac gag gagl44
lle Argﬁsqf\éa lle Ala Pro Asp Phe Pro Glu Asp Gin Tyr Glu Glu 354045 tat

ctc a

Thr PheyThr Lys Pro Ser Glu Thr Pro Gly Phe Arg Glu 505560

Thr
Lys

335

Gly
Pro

His
Lys

Gly
Ser

Phe
Gly
385
400

Ala
Phe
415

Ile
Asn

Pro
Gly

Asn
Gly

His
Leu

Tyr
Asp

Pro
Gln

Ser
Lys
370

Met
Val

Tyr
Thr

Ser
Thr

Thr
Lys

Leu
Arg
450

Ser

Lys

Cys

355

Val

Gln

Gly

Gly

Val

435

Thr

Leu

Ser

340

Gly

Asn

Gln

Ile

Pro

420

Leu

Leu

Ala

325

Lys

Phe

Asn

Val

Leu

405

Lys

Thr

His

Asn

Glu

Cys

Trp

Arg

390

Cys

Lys

Asn

Pro

Glu

Ile

Tyr

Phe

375

Val

Glu

Phe

Ser

Val

455

Val

Glu

Leu

360

Arg

Val

Asp

Val

Gly

440

Ser

Val

Gln

345

Gly

Asp

Gln

Val

Val

425

Phe

Thr

Val

330

Asn

Cys

Ala

Ile

Glu

410

Ser

Lys

Val

Glu

Asn

Lys

Ala

Leu

395

Thr

Ala

Asn

Phe

Gly

Gly

Tyr

Ala

380

Asn

Gly

Gly

Lys

Gly

460

Gly

Gly

Gly

365

His

Lys

Val

Ser

His

445

Asp

écc fic acc aag cca tot gag acc cct ggg ttc aga gagl92 Tyr Leu Lys

Lys

His

350

Ile

Gly

Asn

Arg

Leu

430

Ile

Phe



goo gtc tac gac acg atc aac ago acc cca acc gag got gtg cac atg240 Ala Val
Tyr Asp Thr lle Asn Ser Thr Pro Thr Glu Ala Val His Met 657075 80 tgt att gta
ttg acc acc gca ttg gac tog aga atc ttg goo ccc acg288 Cys lle Val Leu Thr
Thr Ala Leu Asp Ser Arg lle Leu Ala Pra- ¥hr 8590 95 ttg acc aac tog ttg acg
cct atc aag gat atg acc ttg aaa gag cgt336 Leu Thr Asn Ser Leu Thr Pro lle
Lys Asp Met Thr Leu Lys Glu Arg 100105110 gaa caa ttg ttg got goo tgg cgt
gat too.ccq;alc 869 9op.aag A9AB84 Al GinLey lew AlaNa frp Arg Asp. .
Ser Prgllecla Ala Lys Arg 115120125 aga ttg ttc aga ttg att too tca ctt acc
ttg acgeacc ttt acg aga432 Arg ey Phe Arg Leu lle Ser Serd.eu Thr Leu Thr
Thr PheoThr Arg 130135140 - 124 - Leu Ala Ser Asp Leu His Leu Arg Ala lle
His Tyr Pro Gly Arg Asp 145150155 160 ttg cgt gaa aag gca tat gaa acc cag
gtg gtt gac cct ttc agg tac528 Leu Arg Glu Lys Ala Tyr Glu Thr Gin Val Val
Asp ProrPhe Argafyriles FEP 1 78 wtd 2t ofd yabyaad talbiay) ttlgac ggclact
gag ttgiacHy cca576 Leu Phe Met Glu Lys Pro Lys Phe Asp Gly Thr Glu Leu
Tyr Leu Pro 180185190 g&fatc gac gtc atc atc att ggatoo ggt goo ggt got ggt
gtc at6%§4 Asp lle Asp Val lle lle lle Gly Ser Gly Ala Gly Ala Gly Val Met
195200205 goo cac act tta goo aac gac ggg tac aag acc ttg gtt ttg gaa
aag672 Ala His Thr Ley Ala Asp.Asp.Gly Tyr Lys ThryLeu Val Ley Glu.Lys
210215220 gga aag tat ttc ago aac too gag ttg aac ttt aat gat goo gat ggt720
Gly Lys Tyr Phe Ser Asi Ser Glu Leu Asn PhesAsn Asp AlaAsp Gly 519
225230235 240

Gly Ser Asp Glu Val Arg Arg Asp Leu Leu Arg Tyr Asn Asn
Met Val
515 520 525

Ala Met Leu Leu Ile Thr Arg Asp Thr Thr Ser Gly Ser Val
Ser Ala
530 535 540

Asp Pro Lys Lys Pro Asp Ala Leu Ile Val Asp Tyr Glu Ile
Asn Lys

545 550 555

560

Phe Asp Lys Asn Ala Ile Leu Gln Ala Phe Leu Ile Thr Ser
Asp Met

565 570
575

Leu Tyr Ile Glu Gly Ala Lys Arg Ile Leu Ser Pro Gln Pro
Trp Val
580 585 590

Pro Ile Phe Glu Ser Asn Lys Pro Lys Glu Gln Arg Thr Ile
Lys Asp
595 600 605



atg aaa gag ttg tac caa ggt aaa tgt gcg ttg acc acc acg aac cag768 Met Lys
Glu Leu Tyr Gin Gly Lys Cys Ala Leu Thr Thr Thr Asn Gin 245250 255 cag
atg ttt att ctt goo ggt too act ttg ggc ggt ggt acc act gtt816 Gin Met Phe lle
Leu Ala Gly Ser Thr Leu Gly Gly Gly Thi Zhr-Val 260265270 - 125 - gag
tgg864 As TrpTSer @I%Céﬁ Lefj %Thr Elro Phe LX? VaAIAérgL (ﬂu Tlgp
2752 §28 fac g%c gag ttt ggt cttg got go gac gaa goot ¢ ac aaa912
Tyr Asp Glghghe Gly Leu Glu Phe Ag;\lg\la Asp Glu Ala Tyr Aspys
290295300 gca caa gac tat gtt tgg aaa caa atg ggc got tot acc gaa gga
atc960 Ala GIn Asp Tyr Val Trp Lys GIn Met Gly Ala Ser Thr Glu Gly lle
3053103153206t cae-tot ttg geg aacyeeegtt gig gitigas ggargat aag-aagr
ttg1008 I hxHdis Ser Leu Ala Asn Ala Val Val Val Glu Gly Gly Lys Lys Leu
325380 335 ggt tac aag ago agPfaa atc gag cag aac aat gyt ggc cat cct
gac1036 Gly Tyr Lys Ser Lys Glu lle Glu GIn Asn Asn Gly Gly His Pro Asp
340345350 cac ccc tgt ggt ttc tgt tac ttg ggc tgt aag tac ggt att aag cag1104
His Pro Cys Gly Phe Cys Tyr Leu G Cys Lys Tyr Gly lle Lys GIn 355360365
ggt tog 1ig 3t Attt dg8/gak Yc y@otT@/§o gad ato%%a@ffsf &y S

Val Asn Asn ?rp Phe Arg @‘EQ Ala Ala Ala His Gly Sgg (Ij.ys 370375380 ttc atg
caa cga-gtc aga gtt gtg caa atc ctc cac aat aaa

Leu Phe Glu Cys Ser Asn Val Tyr Val Ala Asp Ala Ser Val
Leu Pro
660 665 670

Thr Ala Ser Gly Ala Asn Pro Met Ile Ser Thr Met Thr Phe
Ala Arg
675 680 685

Gln Ile Ala Leu Gly Leu Ala Asp Ser Leu Lys Thr Lys Pro
Lys Leu
690 695 700

<210> 27

<211> 2115

<212> DNA

<213> Candida tropicalis

<220>

<221> CDS

<222> (1)..(2115)

<400> 27

atg aat acc ttc ttg cca gac gtg ctc gaa tac aaa cac dgtc
gat acc 48

Met Asn Thr Phe Leu Pro Asp Val Leu Glu Tyr Lys His Val
Asp Thr

1 5 10

15

ctt ttg tta tta tgt gac ggg atc atc cac gaa acc aca gtc



ggc gtc1200 Phe Met GIn GIn Val Arg Val Val Gin lle Leu His Asn Lys Gly Val
385390395 400 - 126 - ttc act1248 Ala Tyr Gly lle Leu Cys Glu Asp Val Glu
Thr Gly Val Lys Phe Thr 405410 415 atc agt ggc ccc aaa aag ttt gtt gtt tct gca
ggt tct ttg aac acg1296 lle Ser Gly Pro LlysS3Lys Phe Val Val Ser Ala Gly Ser
Leu AsanCTQr 420425439 ca acg gtg ttg acc aac tcc gga ttc aag aac aaa cac
atc gg{aag {344 ProThi Val Leu Thi Asn.Ser Gly Phe Lys AsniLysHis e |
Gly Lys 435440445 aac ttg'acg ttg cac cca gtt tcg acc gtg ttt ggt gac ttt ggc
aga139§ Asn Leu Thyd-eu His Pro Val Ser Thra¢éal Phe Gly Asp Phe GlysArg
450455460 gac gtg caa gcc gac cat ttc cac aaa tct att atg act tcg ctc tgt1440
Asp \AalGighlagAsp dtis Rhe Hig tys Gerdle-Met d hrSerglzeu gys 464 10475
480 tge gaa=gic gct galcdtig gac ggc aag ggc cac gga tgc aga atc gag1488 Tyr
Glu VRl Ala Aspriseu Asp Ghel §8 &1y HIs/Bly Cys Arg dleCGlu 485490 A 96yacc
atc tt¢aacgct cca ttc atc caa gct tct ttg ttg cca tgg agal536 Thr lle Leu Asn
Ala Pro Phe lle &in Ala Ser Leu Leu Pro tfp Arg 500505510 gga agé gac

gag gtc aga aga gac ttg ttg cgt tac aac aac atg gtg1584 Gly Ser Asp Glu Val
Arg AtrQ;A tEeﬁél_%Lﬁég%%'WA%ﬁ%%‘ﬂ/l&%al%%%q 27 Y519 tFe
A

a
gotl _Vet LewLel lle Thr Arg Asp Thr Thr Ser Gly Ser Val Ser Alg,
5305 % 40.gac cca aag aag ccc gac %ot ttg att gtc gac tat gac atc aal
aagl1680 s 55 60

gcc gtc tac gac acg atc aac agc acc cca acc gag gct gtg

cac atg 240

Ala Val Tyr Asp Thr Ile Asn Ser Thr Pro Thr Glu Ala Val
His Met

65 70 75

80

tgt att gta ttg acc acc gca ttg gac tcg aga atc ttg gcc

ccc acg 288
Cys Ile Val Leu Thr Thr Ala Leu Asp Ser Arg Ile Leu Ala
Pro Thr
85 90
95

ttg acc aac tcg ttg acg cct atc aag gat atg acc ttg aaa

gag cgt 336
Leu Thr Asn Ser Leu Thr Pro Ile Lys Asp Met Thr Leu Lys
Glu Arg

100 105 110

gaa caa ttg ttg gct gcc tgg cgt gat tcc ccg atc gcg gcc

aag aga 384
Glu Gln Leu Leu Ala Ala Trp Arg Asp Ser Pro Ile Ala Ala
Lys Arg

115 120 125

aga ttg ttc aga ttg att tcc tca ctt acc ttg acg acc ttt

acg aga 432
Arg Leu Phe Arg Leu Ile Ser Ser Leu Thr Leu Thr Thr Phe
Thr Arg

130 135 140

ttg gcc agc gac ttg cac ttg aga gcc atc cac tac cct ggc
aga gac 480



Asp Pro Lys Lys Pro Asp Ala Leu lle Val Asp Tyr Asp lle Asn Lys 545550555
560 ttt gac aag aat goo atc ttg caa got ttc ttg atc acc too gac atgl728 Phe
Asp Lys Asn Ala lle Leu Gin Ala Phe Leu lle Thr Ser Asp Met 565570 575 ttg
tac atc gaa ggt goo aag aga atc ctc agt €é4 cag gca tgg gtgl776 Leu Tyr lle
Glu %g Algi_a}/sgé\rrg IAe Leu SethPro gln Q\a TrglVaIﬂ8og§15 atc gé]
gag tgg(?a?g ag cca aa% gag caa aga aca atc aag gacl fPrc\)”fle Phe GIU
Ser Aspclys Pro Lys Glu Gin Agg J'hr lle Lys Asp 595600605 aag gac tat gtc
gaa tgg @ga goo aag got goo aag ata cct ttc gac1872 Lys Asp Tyr Val Glu Trp
Arg Ala Lys Ala Ala Lys lle Pro Phe Asp 610615620 acc tac ggt tot goo tat
0gg 100 gcageatLan atgtogeacae gt cgih920 d heayrdsly SerAlptyetly See
Ala HigsGin Met Ser The€ys Arg 625630635 640 atg too gga aag ggt cct aaa
tac ggegodmit Gatace gat ggt dgalots Met Set GlydysvBly PeplLys JyriGly
Ala Varaspyrhr Asp Gly Arg 645650 - 128 - ttg ttt gaa tgt tog aat gtc tat gtt
got gat got agt gtt ttg cct2d28 Leu Phe Glu Cys Ser'Ash Val Tyr Val Ala Asp
Ala S& F%/al Leu Pro 660665670 act goo ago ggt goo aac cca atg atc too acc

atg acg tttgot a a2064 Thr Ala Ser Gly Ala Asn Pro Met lle Ser Thr Met Thr
§‘OéJ ag gatt geg "’[‘% ggt t%g Yot gactof ttg a%ggacc Qahec

Phe &I
aag t%ﬁiéﬁ "MA‘E Aé%dr 9%%8“ Agé %%%Sﬁ%eé'lkyysﬂbf LY R r&d—%}
Leu 690695700 tag 2115 10> 28 <211> 704 <212>PRT <213> Cand

tropicalis <400> 28 1g¢ 185 190

gat atc gac gtc atc atc att gga tcc ggt gcc ggt gct ggt

gtc atg 624
Asp Ile Asp Val Ile Ile Ile Gly Ser Gly Ala Gly Ala Gly
Val Met

195 200 205

gcc cac act tta gcc aac gac ggg tac aag acc ttg gtt ttg

gaa aag 672
Ala His Thr Leu Ala Asn Asp Gly Tyr Lys Thr Leu Val Leu
Glu Lys

210 215 220

gga aag tat ttc agc aac tcc gag ttg aac ttt aat gat gcc

gat ggt 720

Gly Lys Tyr Phe Ser Asn Ser Glu Leu Asn Phe Asn Asp Ala
Asp Gly

225 230 235

240

atg aaa gag ttg tac caa ggt aaa tgt gcg ttg acc acc acg

aac cag 768
Met Lys Glu Leu Tyr Gln Gly Lys Cys Ala Leu Thr Thr Thr
Asn Gln
245 250
255

cag atg ttt att ctt gcc ggt tcc act ttg ggc ggt ggt acc

act gtt 816
Gln Met Phe Ile Leu Ala Gly Ser Thr Leu Gly Gly Gly Thr
Thr Val

260 265 270

aac tgg tct gct tgt ctt aaa aca cca ttt aaa gtg cgt aag



Met Asn Thr Phe Leu Pro Asp Val Leu Glu Tyr Lys His Val Asp Thr 1510 15
Leu Leu Leu Leu Cys Asp Gly lle lle His Glu Thr Thr Val Asp Gln 202530 lle
Arg Asp Ala lle Ala Pro Asp Phe Pro Glu Asp GIn Tyr Glu Glu 354045 Tyr
Leu Lys Thr Phe Thr Lys Pro Ser GluThEPro Gly Phe Arg Glu 505560 - 129
- His Met 57075 80 %y IIe Val Leu Thr Thr Ala Leu Asp Ser Arg lle Leu Ala
Pro Th 859005 Leu, Thr Asn Ser Lo L%;fh&ﬁfoglheo%%/*sﬁé\ﬁewﬂ%?

Glu AtggL;LOf)LJIQSllO Glu Gin Leu Leu Ala Ala Trp Arg Asp Ser Pro lle Ala la
Lys Arg 115120125 Arg Leu Phe Arg Lewlde Ser Ser Leu Thr Leu BhrsThr
Phe Thr Arg 130135140 Leu Ala Ser Asp Leu His Leu Arg Ala lle His Tyr Pro
Gly Arg Asprt45190155 169t et Arg&GEludiys Alee TyeGlydbr &in \alValac
Asp RracPheArg Tyr 285170 175 Leu Phe Met Glu Lys Pro Lys Phe Asp Gly
Thr GluLebsPyCleu Pre 180185190-AspRlecAsp Val lie helle @Gly SerGRyAla
Gly Al Iy XAl Met 195200205 Ala His Thr Leu Ala Asn Asp Gly Tyr Lys Thr
Leu Val LetP@lu Lys 210215220 - 139°- Gly Lys Tyr Phe Ser 2%% Ser Glu

Leu Asn Phe Asn ASE) Ala Asp Gly
gca caa gac tat gtt tgg aaa caa atg ggc gct tct acc gaa

gga atc 960

Ala Gln Asp Tyr Val Trp Lys Gln Met Gly Ala Ser Thr Glu
Gly Ile

305 310 315

320

act cac tct ttg gcg aac gcg gtt gtg gtt gaa gga ggt aag

aag ttg 1008
Thr His Ser Leu Ala Asn Ala Val Val Val Glu Gly Gly Lys
Lys Leu
325 330
335

ggt tac aag agc aag gaa atc gag cag aac aat ggt ggc cat

cct gac 1056
Gly Tyr Lys Ser Lys Glu Ile Glu Gln Asn Asn Gly Gly His
Pro Asp

340 345 350

cac ccc tgt ggt ttc tgt tac ttg ggc tgt aag tac ggt att

aag cag 1104
His Pro Cys Gly Phe Cys Tyr Leu Gly Cys Lys Tyr Gly Ile
Lys Gln

355 360 365

ggt tct gtg aat aac tgg ttt aga gac gca gct gcc cac ggg

tcc aag 1152
Gly Ser Val Asn Asn Trp Phe Arg Asp Ala Ala Ala His Gly
Ser Lys

370 375 380

ttc atg caa caa gtc aga gtt gtg caa atc ctc cac aat aaa

ggc gtc 1200

Phe Met Gln Gln Val Arg Val Val Gln Ile Leu His Asn Lys
Gly Vval

385 390 395

400

gct tat ggc atc ttg tgt gag gat gtc gag acc gga gtc aaa



225230235 240 Met Lys Glu Leu Tyr GIn Gly Lys Cys Ala Leu Thr Thr Thr
Asn GlIn 245250 255 GIn Met Phe lle Leu Ala Gly Ser Thr Leu Gly Gly Gly
Thr Thr Val 260265270 Asn Trp Ser Ala Cys Leu Lys Thr Pro Phe Lys Val
Arg Lys Glu Trp 275280285 Tyr Asp Gld Phe Gly Leu Glu Phe Ala Ala Asp
Glu % Tyr sp Lys 622%95300 Ala GIn Asp Tyr Val Trp Lys GIn Met Gly Ala
Ser T BI0Givdle 395310315 320 ThgHis Serd euAln Agn Ala yalvaliyal

Glu Gly &l Mgs Lys Leu 325330 335 Gly Tyr Lys Ser Lys Glu lle Glu GIn"Asn
Asn Gly Gly His Pro Asp 34345350 His Pro Cys Gly,Rhe Cys Tyr Leu Gly
Cys LyssTyr Gly lle Lys GIn 355360365 - 131 - Gly Ser Val Asn Asn Trp Phe
Arg Asp Ala Ala Ala His Gly Ser Lys 370375380 Phe Met GIn GIn Val Arg Val
Val Gin dedegu blis: Asnd_ys:Gly¥al 885390895400 Ata FyrGlytletlau Eyg
Glu AspcvakGlu Thr Gly&/al Lys Phe Thr 405410 415 lle Ser Gly Pro Lys Lys
Phe ValevalkcSeFAla &iy Ser $ ebivAsRIThri420425430°Pré Thr ¥/al LeerTheu
Asn SerGRPhe Lys Asn Lys His lle Gly Lys 435440445 Asn Leu Thr Leu
His Pro Val Ser Thr Va%Phe Gly Asp Phe Gly ﬁ\?g5 450455460 Asp Val Gt ©
Ala Asg His Phe HIS %/s Ser lle Met Thr Ser Leu Cys

a acg acc aac aag aac aaa cac atc
ggt aag 1344
Pro Thr Val Leu Thr Asn Ser Gly Phe Lys Asn Lys His Ile
Gly Lys
435 440 445

aac ttg acg ttg cac cca gtt tcg acc gtg ttt ggt gac ttt

ggc aga 1392
Asn Leu Thr Leu His Pro Val Ser Thr Val Phe Gly Asp Phe
Gly Arg

450 455 460

gac gtg caa gcc gac cat ttc cac aaa tct att atg act tcg

ctc tgt 1440

Asp Val Gln Ala Asp His Phe His Lys Ser Ile Met Thr Ser
Leu Cys

465 470 475

480

tac gaa gtc gct gac ttg gac ggc aag ggc cac gga tgc aga

atc gag 1488
Tyr Glu Val Ala Asp Leu Asp Gly Lys Gly His Gly Cys Arg
Ile Glu
485 490
495

acc atc ttg aac gct cca ttc atc caa gct tct ttg ttg cca

tgg aga 1536
Thr Ile Leu Asn Ala Pro Phe Ile Gln Ala Ser Leu Leu Pro
Trp Arg

500 505 510

gga agc gac gag gtc aga aga gac ttg ttg cgt tac aac aac

atg gtg 1584
Gly Ser Asp Glu Val Arg Arg Asp Leu Leu Arg Tyr Asn Asn
Met Val

515 520 525

gcc atg ttg ctt atc acc cgt gac acc acc agt ggt tca gtt



465470475 480 Tyr Glu Val Ala Asp Leu Asp Gly Lys Gly His Gly Cys Arg lle
Glu 485490 495 Thr lle Leu Asn Ala Pro Phe lle GIn Ala Ser Leu Leu Pro Trp
Arg 500505510 - 132 - Ala Met Ser Ala 530 Asp Pro Asn Lys 515 Leu Leu
Lys Lys 520525 lle Thr Arg Asp Thr Thrl8ér Gly Ser Val 535540 Pro Asp Ala
Leu lle Val Asp Tyr s&ge 545 550 555560 Phe Asp Lys Asn Ala lle Leu

. C
Gin % tﬁ%keﬂé@ @E §ﬁés?ﬂwekrg Asp Thr Thr Ser Gly Ser Val
Ser Ala

530 535 540

gac cca aag aag ccc gac gct ttg att gtc gac tat gac atc

aac aag 1680

Asp Pro Lys Lys Pro Asp Ala Leu Ile Val Asp Tyr Asp Ile
Asn Lys

545 550 555

560

ttt gac aag aat gcc atc ttg caa gct ttc ttg atc acc tcc

gac atg 1728
Phe Asp Lys Asn Ala Ile Leu Gln Ala Phe Leu Ile Thr Ser
Asp Met
565 570
575

ttg tac atc gaa ggt gcc aag aga atc ctc agt cca cag gca

tgg gtg 1776
Leu Tyr Ile Glu Gly Ala Lys Arg Ile Leu Ser Pro Gln Ala
Trp Val

580 585 590

cca atc ttt gag tcg aac aag cca aag gag caa aga aca atc

aag gac 1824
Pro Ile Phe Glu Ser Asn Lys Pro Lys Glu Gln Arg Thr Ile
Lys Asp

595 600 605

aag gac tat gtc gaa tgg aga gcc aag gct gcc aag ata cct

ttc gac 1872
Lys Asp Tyr Val Glu Trp Arg Ala Lys Ala Ala Lys Ile Pro
Phe Asp

610 615 620

acc tac ggt tct gcc tat ggg tcc gca cat caa atg tcc acc

tgt cgt 1920

Thr Tyr Gly Ser Ala Tyr Gly Ser Ala His Gln Met Ser Thr
Cys Arg

625 630 635

640

atg tcc gga aag ggt cct aaa tac ggc gcc gtt gat acc gat

ggt aga 1968
Met Ser Gly Lys Gly Pro Lys Tyr Gly Ala Val Asp Thr Asp
Gly Arg

645 650

655



565 570575 Leu Tyr lle Glu Gly Ala Lys Arg lle Leu Ser Pro Gin Ala Trp
Val 580 585590 Pro lle Phe Glu Ser Asn Lys Pro Lys Glu Gin Arg Thr lle

Lys Asp

Pro Phe Asp 610 615620 Thr Tyr

ttg ttt
ttg cct
Leu Phe
Leu Pro

act gcc
gct aga
Thr Ala
Ala Arg

cag att
aag ttg
Gln Ile
Lys Leu

690

tag
2115

<210>
<211>
<212>
<213>

<400>

Met Asn
Asp Thr
1

15

Leu Leu
Asp Gln

Ile Arg
Glu Glu

Tyr Leu
Arg Glu
50

Ala Val

gaa tgt tcg aat

2016
Glu Cys Ser

660

agc ggt gcc
2064
Ser Gly Ala

675

gcg tta ggt
2112

Ala Leu Gly

28
704
PRT

Asn

aac

Asn

ttg

Leu

gtc

Val

CCa

Pro

gct
Ala

695

Candida tropicalis

28

Thr Phe Leu

Leu Leu Cys

20

Asp Ala Ile

35

Lys Thr Phe

Tyr Asp Thr

Pro

Asp

Ala

Thr

Ile

Asp

Gly

Pro

Lys

55

Asn

tat

Tyr

atg
Met
680
gac

Asp

Val

Ile

Asp

40

Pro

Ser

gtt

Val

665

atc

Ile

tct

Ser

Leu

Ile

25

Phe

Ser

Thr

gct

Ala

tcc

Ser

ttg

Leu

Glu

10

His

Pro

Glu

Pro

gat

Asp

acc

Thr

aag

Lys

Tyr

Glu

Glu

Thr

Thr

gct

Ala

atg

Met

acc
Thr

700

Lys

Thr

Asp

Pro

60

Glu

agt

Ser

acg
Thr
685
aaa

Lys

His

Thr

Gln

45

Gly

Ala

595 600605 Lys Asp Tyr Val Glu Trp Arg Ala Lys Ala Ala Lys lle
- 128 -

gtt

Val

670

ttt

Phe

CCcC

Pro

Val

Val

30

Tyr

Phe

Val



Gly Ser Ala Tyr Gly Ser Ala His Gin Met Ser Thr Cys Arg 625 630 635 640
Met Ser Gly Lys Gly Pro Lys Tyr Gly Ala Val Asp Thr Asp Gly Arg 645 650

655 Leu Phe Glu Cys Ser Asn Val Tyr Val Ala Asp Ala Ser Val Leu Pro
- 129 -

His Met
65 70 75
80

Cys Ile Val Leu Thr Thr Ala Leu Asp Ser Arg Ile Leu Ala
Pro Thr

85 90
95

Leu Thr Asn Ser Leu Thr Pro Ile Lys Asp Met Thr Leu Lys
Glu Arg
100 105 110

Glu Gln Leu Leu Ala Ala Trp Arg Asp Ser Pro Ile Ala Ala
Lys Arg
115 120 125

Arg Leu Phe Arg Leu Ile Ser Ser Leu Thr Leu Thr Thr Phe
Thr Arg
130 135 140

Leu Ala Ser Asp Leu His Leu Arg Ala Ile His Tyr Pro Gly
Arg Asp

145 150 155

160

Leu Arg Glu Lys Ala Tyr Glu Thr Gln Val Val Asp Pro Phe
Arg Tyr

165 170
175

Leu Phe Met Glu Lys Pro Lys Phe Asp Gly Thr Glu Leu Tyr
Leu Pro
180 185 190

Asp Ile Asp Val Ile Ile Ile Gly Ser Gly Ala Gly Ala Gly
Val Met
195 200 205

Ala His Thr Leu Ala Asn Asp Gly Tyr Lys Thr Leu Val Leu
Glu Lys
210 215 220



660665670 - 133 - Thr Ala Ser Gly Ala Asn Pro Met lle Ser Thr Met Thr Phe
Ala Arg 675680685 Gin lle Ala Leu Gly Leu Ala Asp Ser Leu Lys Thr Lys Pro
Lys Leu 690695700 <210> 29 <211> 1446 <212> DNA <213> Candida
tropicalis <220> <221> CDS <222>(1)..{8446) <400> 29 atg ata atg ttt gat atc
gtc aaa tac acc tta att ggg tta ttt ago48 Met lle Met Phe Asp lle Val Lys Tyr
Thr Leu lle Gly Leu Phe Ser 1510 15 tat ttg cta tat gta att ctc gat ata gta cta
cca cgaftc aat #196 Fyrlew ey Tyroval e Leu Asp g Vall ewRro BroBhe
Asn Rhg, 282530 ccc aaa aat atc cca aca atc cca ttc tat gtt too ttc tta ggt
gotl4#bRro Lys Asn lle Pro ThrdlePro Phe Tyr Val Ser PhesLeu Gly Ala
35404% tac act aac ttg gat cag agg gat att tac aat ttg tat ttg aga gag192 Tyr
Thr Asn Leu Asp Gin Arg Asp lle Tyr Asn Leu Tyr Leu Arg Glu 505560 aag
ttg gaa aag tac ggg gca gta aag ata tat ttt got tca aga tgg240 Lys Leu Glu Lys
Tyr GiigAld ¥al €48 lleeTyTPhe@a SeivAky Frp ¥ 134126572075180 dac afd tte
att act &ygeca gaa tat ctt ctt gaa atg ttt aga aat288 Asn lle Leu lle Thr Arg
Pro Glu Tyr Leu Leu Glu M&t Phe Arg Asn 8590 952°0

Gln Met Phe Ile Leu Ala Gly Ser Thr Leu Gly Gly Gly Thr
Thr Val
260 265 270

Asn Trp Ser Ala Cys Leu Lys Thr Pro Phe Lys Val Arg Lys
Glu Trp
275 280 285

Tyr Asp Glu Phe Gly Leu Glu Phe Ala Ala Asp Glu Ala Tyr
Asp Lys
290 295 300

Ala Gln Asp Tyr Val Trp Lys Gln Met Gly Ala Ser Thr Glu
Gly Ile

305 310 315

320

Thr His Ser Leu Ala Asn Ala Val Val Val Glu Gly Gly Lys
Lys Leu

325 330
335

Gly Tyr Lys Ser Lys Glu Ile Glu Gln Asn Asn Gly Gly His
Pro Asp
340 345 350

His Pro Cys Gly Phe Cys Tyr Leu Gly Cys Lys Tyr Gly Ile
Lys Gln
355 360 365



gaa gat gtg tac tca aaa cgg gga aac cac cta aaa atc cct ggt tca336 Glu Asp
Val Tyr Ser Lys Arg Gly Asn His Leu Lys lle Pro Gly Ser 100105110 gtg atg
got aca tac act ggt gat aat atc att agt got cat gga gaa384 Val Met Ala Thr Tyr
Thr Gly Asp Asn lle lle Ser Ala His Gly GRi 115120125 tta tgg aaa tta tat cga
gaa gtt att goo t att caa tit cc %32 eu Trp Lys Ley Tyr Arg Glu Val lle
Ao LY B Tl & PRe Prs L20L 5110 0okt e Lo it b Ao Sar ot
aaa tca ttasCth gaa att att480 Asp Phe-Glu Pro lle Thr Lys Asn J4y Lys Ser
Leu Leu Glu lle lle 145150155 160 gat ggt atg att gac agt gat aaa aat cat gca
att att cca atc aca528 Asp Gly Met lle Asp Ser Asp Lys Asn His Ala lle lle Pro
lle ThrHb510 £15 gat ttavtiticaa gaadat icaltta gea@ac g acaigaa ot atas
ctt57&Aspvkéu Phe Gin Lys Tyr Ser Leu Ala Asn Val Thr Glu Ser lle Leu
180188290 gga gta aat ttt aag gttt gaa ggc gat caa tca3&te atg cat caa624
Gly V&P Asn Phe Lys Val Leu Glu Gly Asp Gin Ser lle Met - 135 - His Gin
195200205 aaa ata aag tac gtc aag ctg caa ata ttc aaa cct ttt ttc ttg aac672
Lys lle Lys Tyr Val Lys Leu Gin lle Phe Lys Pro Phe Phe Leu Asn 210215220
ttt cotat ttf Yat 509 titot it céd gtagg’ttl cd8 ycalayd7o Pheé ProTiv s
Phe sﬁ Ser Phe Pro lle P4ré)58er Arg Leu Gin Ala Aﬁq 25230235 240 aag
gaa gft att aat ttt agg aat tgg tat ggt caa agt att att gac/68 Lys Glu Val lle Asn
Phe Arg Asn Trp Tyr Gly Gin Ser lle lle Asp 245250 255 aag cat gat cca caa
ctt cct aat agt gca got aca aaa tta gtt gat816 Lys His Asp Pro Gin Leu Pro
Asn 3@"@“@6&'%1@" bys LEylsVa.lyésphe Val Val Ser Ala Gly Ser Leu
Asn Thr
420 425 430

Pro Thr Val Leu Thr Asn Ser Gly Phe Lys Asn Lys His Ile
Gly Lys
435 440 445

Asn Leu Thr Leu His Pro Val Ser Thr Val Phe Gly Asp Phe
Gly Arg
450 455 460

Asp Val Gln Ala Asp His Phe His Lys Ser Ile Met Thr Ser
Leu Cys

465 470 475

480

Tyr Glu Val Ala Asp Leu Asp Gly Lys Gly His Gly Cys Arg
Ile Glu

485 490
495

Thr Ile Leu Asn Ala Pro Phe Ile Gln Ala Ser Leu Leu Pro
Trp Arg
500 505 510

Gly Ser Asp Glu Val Arg Arg Asp Leu Leu Arg Tyr Asn Asn
Met Val



260265270 ggc ttg atg caa gaa aaa ctc act gaa aaa caa ttt ttg gat aat goo864
Gly Leu Met Gin Glu Lys Leu Thr Glu Lys Gin Phe Leu Asp Asn Ala
275280285 att att gtg atg att got gga cat gaa aat cca ctt ttg tta atg tta912 lle
lle Val Met lle Ala Gly His Glu Asn Pro lléi Leu Leu Met Leu 290295300 tog
ttg atg ttt gtt go%g%a aaa tat cca aaa gtt c%xg ag goo ata960 Ser LeS%/Iet Phe
Val Ala Ala Lys Tyr Pro Lys Val Gin Glu Ala lle 305310315 320 cgt tca gaa
ata gat cca aca aaa cct tat cta cac tot gtt att tat1008 Arg Ser Glu lle Asp Pro
Thr Lys Prackyrileu His, Set Vahn 136+l fyr 325380335 gagiaetdta-aga
atg tat €carcca ttg gga tta atc att aat cgt tat1056 Glu Thr Leu Arg Met Tyr Pro
Pro Leu Ghgloeu lle lle Asn Arg Tyr 348345350 acc acc aga cetact aaa cta
ggc aac ata gta att ccc aaa ggt gtt1104 Thr Thr Arg Pro Thr Lys Leu Gly Asn
lle Val lle Pro Lys Gly Val 355360365 tac tgt ggc tat aat aat ttt ggt acg ggt
aga gatradga aat gt tgg2 182 Ty Gly T§v AskeASR PHesGIY Thr 651y Arge
Asp &?“Aéﬁ ¥al Trp 370375380 gga cca gac tcg gat gag ttt aaa cca gag aga
tgg gé Agg gat aat1200 Gly Pro’Asp Ser Asp Glu Phe Lys®Pro Glu Arg Trp
Gly A 8 %sp Asn 385390395 400 att gaa gaa ata aat cgc aat tat gct aat gcc
aaa aga tca gct gaal248 lle Glu Glu lle Asn Arg Asn Tyr Ala Asn Ala Lys Arg
Ser %9'&%0 415 iz cet.geg HLeatgge aga aag.aga gt t tagga gpa
aag tatl296l.eu Pro Ala Phe His Gly Arg Lys Arg Ala Cys Leu Gly Glu Lys
Tyr 420425430 gcc tta tatgaa gtt aaa gaa ttg cta ac{-agt att tta gga cat
tacl3d4s

Leu Tyr Ile Glu Gly Ala Lys Arg Ile Leu Ser Pro Gln Ala
Trp Val
580 585 590

Pro Ile Phe Glu Ser Asn Lys Pro Lys Glu Gln Arg Thr Ile
Lys Asp
595 600 605

Lys Asp Tyr Val Glu Trp Arg Ala Lys Ala Ala Lys Ile Pro
Phe Asp
610 615 620

Thr Tyr Gly Ser Ala Tyr Gly Ser Ala His Gln Met Ser Thr
Cys Arg

625 630 635

640

Met Ser Gly Lys Gly Pro Lys Tyr Gly Ala Val Asp Thr Asp
Gly Arg

645 650
655

Leu Phe Glu Cys Ser Asn Val Tyr Val Ala Asp Ala Ser Val
Leu Pro
660 665 670



Ala Leu Tyr Glu Val Lys Glu Leu Leu Thr Ser lle Leu Gly His Tyr 435440445
aaa gtt act tta gat gca agt tgg aaa gag aaa ata acc cct gct ggal392 Lys Val
Thr Leu Asp Ala Ser Trp Lys Glu Lys lle Thr Pro - 137 - Ala Gly 450455460
cot att agt cca ttt ggt ttg aag gtg aaa ttt gaa aag ctt att gtt1440 Pro lle Ser Pro
Phe Gly Leu Lys Val Lys Phe Glu Lys Leu lle Val 465470475 480 gca taa
1446 fla <210>.30 <211>,481 £212% PR 2132 Candida ropicalis, 4003
30 Mgt lle Phe Asp lle Val Lys Tyr Thr Leu lle Gly Leu Phe Ser 1510 15
Tyr Leu Leu TygVal lle Leu Asp lle Val Lew fro Pro Phe Asn Phe 202530 Pro
Lys Asn lle Pro Thr lle Pro Phe Tyr Val Ser Phe Leu Gly Ala 354045 Tyr Thr
Asn Leu Asp GIn Arg Asp lle Tyr Asn Leu Tyr Leu Arg Glu 505560 Lys Leu
Glu LgsTyr GlyrAla ahlysl e Tam Phe Ales Ses &rgLEp 652075 80Ly 38ro
Arg Asns859® 95 Glu Asp Val Tyr Ser Lys Arg Gly Asn His Leu Lys lle Pro
Gly Ser 100905110 Val Met Ala Thré3# Thr Gly Asp Asn lle lléBer Ala His
Gly Glu 115120125 Leu Trp Lys Leu Tyr Arg Glu Val lle Ala Lys Ser lle Gin

Phe Pro
<210>
<211> 1446
<212> DNA

<213> Candida tropicalis

<220>

<221> CDS

<222> (1)..(1l446)

<400> 29

atg ata atg ttt gat atc gtc aaa tac acc tta att ggg tta
ttt agc 48

Met Ile Met Phe Asp Ile Val Lys Tyr Thr Leu Ile Gly Leu
Phe Ser

1 5 10

15

tat ttg cta tat gta att ctc gat ata gta cta cca cca ttc

aat ttt 96
Tyr Leu Leu Tyr Val Ile Leu Asp Ile Val Leu Pro Pro Phe
Asn Phe

20 25 30

ccc aaa aat atc cca aca atc cca ttc tat gtt tcce ttc tta

ggt gct 144
Pro Lys Asn Ile Pro Thr Ile Pro Phe Tyr Val Ser Phe Leu
Gly Ala

35 40 45

tac act aac ttg gat cag agg gat att tac aat ttg tat ttg

aga gag 192
Tyr Thr Asn Leu Asp Gln Arg Asp Ile Tyr Asn Leu Tyr Leu
Arg Glu

50 55 60

aag ttg gaa aag tac ggg gca gta aag ata tat ttt gct tca
aga tgg 240

Lys Leu Glu Lys Tyr Gly Ala Val Lys Ile Tyr Phe Ala Ser
Arg Trp



130135140 Asp Phe Glu Pro lle Thr Lys Asn Thr Lys Ser Leu Leu Glu lle lle
145150155 160 Asp Gly Met lle Asp Ser Asp Lys Asn His Ala lle lle Pro lle
Thr 165170 175 Asp Leu Phe Gin Lys Tyr Ser Leu Ala Asn Val Thr Glu Ser
lle Leu 180185190 Gly Val Asn Phe Lys Val teu Glu Gly Asp Gin Ser lle Met
His Gér% 195200205 Lys lle Lys 7'I'@/r Val Lys Leu Gin lle PI; Lys Pro Phe Phe
Leu Agh 210215220 Phe Pro Tyr Phe Asp Ser Phe Pro lle Pro Ser Arg Leu
Gin Ala Arg 225230235 240 - 139 - Lys Glu Val lle Asn Phe Arg Asn Trp Tyr
Gly Gin Seydle e Asp:245250 255 lys:HizAspRroGin Leu Rro-Asn SerAla
Ala Thgkysdeu Val Asp260265270 Gly Leu Met Gin Glu Lys Leu Thr Glu
Lys GiePhe keuAsp Asntila 275280285:lle IleyWalMet lleAlai@lywidis Ghe
Asn ProdLeéwsheu Leu Met Leu 290295300 Ser Leu Met Phe Val Ala Ala Lys
Tyr Pro Lys Val Gin Glu Aflle 305310315 320 Arg%Ber Glu lle Asp Pro Thr
Lys P¥6 Tyr Leu His Ser Val lle Tyr 325330 335 Glu Thr Leu Arg Met Tyr Pro
Pro Leu Gly Leu lle lle Asn Arg Tyr 340345350 Thr Thr Arg Pro Thr Lys Leu
Gly ASRAIEVaI HEProASy s Gy Yaf 358366965t CYS Gy Tyt A8n°ASn PHe

6
Gly @f?liﬁg\/%ﬁp TA?/ ASSean {/lr%rg Gly Asn His Leu Lys Ile Pro

Gly Ser
100 105 110

gtg atg gct aca tac act ggt gat aat atc att agt gct cat

gga gaa 384
Val Met Ala Thr Tyr Thr Gly Asp Asn Ile Ile Ser Ala His
Gly Glu

115 120 125

tta tgg aaa tta tat cga gaa gtt att gcc aaa agt att caa

ttt ccc 432
Leu Trp Lys Leu Tyr Arg Glu Val Ile Ala Lys Ser Ile Gln
Phe Pro

130 135 140

gat ttt gaa cca att acg aaa aat act aaa tca tta ctt gaa

att att 480

Asp Phe Glu Pro Ile Thr Lys Asn Thr Lys Ser Leu Leu Glu
Ile Ile

145 150 155

160

gat ggt atg att gac agt gat aaa aat cat gca att att cca

atc aca 528
Asp Gly Met Ile Asp Ser Asp Lys Asn His Ala Ile Ile Pro
Ile Thr
165 170
175

gat tta ttt caa aaa tat tca tta gca aac gtt aca gaa tct

ata ctt 576
Asp Leu Phe Gln Lys Tyr Ser Leu Ala Asn Val Thr Glu Ser
Ile Leu

180 185 190

gga gta aat ttt aag gtt ctt gaa ggc gat caa tca atc atg
cat caa 624
Gly Val Asn Phe Lys Val Leu Glu Gly Asp Gln Ser Ile Met



370375380 - 140 - Asp Asn 385 400 lle Glu Ala Glu 390 Glu lle Asn Arg Asn

Tyr 395 Ala Asn Ala Lys Arg Ser 405 410 415 Leu Pro Ala Phe His
- 135 -
His Gln
195 200 205

aaa ata aag tac gtc aag ctg caa ata ttc aaa cct ttt ttc

ttg aac 672
Lys Ile Lys Tyr Val Lys Leu Gln Ile Phe Lys Pro Phe Phe
Leu Asn

210 215 220

ttt cct tat ttt gat agc ttt cct att cca agt agg tta caa

gca aga 720

Phe Pro Tyr Phe Asp Ser Phe Pro Ile Pro Ser Arg Leu Gln
Ala Arg

225 230 235

240

aag gaa gtt att aat ttt agg aat tgg tat ggt caa agt att

att gac 768
Lys Glu Val Ile Asn Phe Arg Asn Trp Tyr Gly Gln Ser Ile
Ile Asp
245 250
255

aag cat gat cca caa ctt cct aat agt gca gct aca aaa tta

gtt gat 816
Lys His Asp Pro Gln Leu Pro Asn Ser Ala Ala Thr Lys Leu
Val Asp

260 265 270

ggc ttg atg caa gaa aaa ctc act gaa aaa caa ttt ttg gat

aat gcc 864
Gly Leu Met Gln Glu Lys Leu Thr Glu Lys Gln Phe Leu Asp
Asn Ala

275 280 285

att att gtg atg att gct gga cat gaa aat cca ctt ttg tta

atg tta 912
Ile Ile Val Met Ile Ala Gly His Glu Asn Pro Leu Leu Leu
Met Leu

290 295 300

tcg ttg atg ttt gtt gct gca aaa tat cca aaa gtt cag gag

gcc ata 960

Ser Leu Met Phe Val Ala Ala Lys Tyr Pro Lys Val Gln Glu
Ala Tle

305 310 315

320

cgt tca gaa ata gat cca aca aaa cct tat cta cac tct gtt
att tat 1008
Arg Ser Glu Ile Asp Pro Thr Lys Pro Tyr Leu His Ser Val



Gly Arg Lys Arg Ala Cys Leu Gly Glu Lys Tyr
Leu Tyr Glu Val Lys Glu Leu Leu Thr Ser lle

Ile
335

gaa
cgt
Glu
Arg

acc
ggt
Thr
Gly

tac
gtt
Tyr
Val

gga
gat
Gly
Asp
385
400

att
gct
Ile
Ala

415

tta
aag
Leu
Lys

gcc
cat
Ala
His

aaa
gct
Lys

Tyr

act
tat
Thr
Tyr

acc
gtt
Thr
Val

tgt
tgg
Cys
Trp
370

cca
aat
Pro
Asn

gaa
gaa
Glu
Glu

cct
tat
Pro
Tyr

tta
tac
Leu
Tyr

gtt

gga
Val

tta

Leu

aga
Arg
355

ggc

Gly

gac

Asp

gaa

Glu

gcg

Ala

tat
Tyr
435
act

Thr

325

aga atg
1056
Arg Met

340

cct act
1104
Pro Thr

tat aat
1152
Tyr Asn

tcg gat
1200
Ser Asp

ata aat
1248
Ile Asn

405

ttt cat
1296
Phe His

420

gaa gtt
1344
Glu Vval

tta gat
1392
Leu Asp

tat

Tyr

aaa

Lys

aat

Asn

gag
Glu

390

cgce

Arg

ggc

Gly

aaa

Lys

gca

Ala

- 136 -

CCa

Pro

cta

Leu

ttt
Phe
375
ttt

Phe

aat

Asn

aga

Arg

gaa

Glu

agt

Ser

CCa

Pro

ggc
Gly
360
ggt

Gly

aaa

Lys

tat

Tyr

aag

Lys

ttg
Leu
440

tgg

Trp

ttg
Leu
345
aac

Asn

acg

Thr

CCa

Pro

gct

Ala

aga
Arg
425
cta

Leu

aaa

Lys

420 425 430 Ala

330

gga

Gly

ata

Ile

ggt

Gly

gag

Glu

aat
Asn

410

gct

Ala

act

Thr

gag

Glu

tta

Leu

gta

Val

aga

Arg

aga
Arg

395

gcc

Ala

tgt

Cys

agt

Ser

aaa

Lys

atc

Ile

att

Ile

gac

Asp

380

tgg

Trp

aaa

Lys

tta

Leu

att

Ile

ata

Ile

att

Ile

ccc
Pro
365
aga

Arg

gga

Gly

aga

Arg

gga

Gly

tta
Leu
445
acc

Thr

aat
Asn
350
aaa

Lys

aat

Asn

agg

Arg

tca

Ser

gaa
Glu
430

gga

Gly

cct

Pro



Leu Gly His Tyr 435 440 445 Lys Val Thr Leu Asp Ala Ser Trp Lys
Glu Lys lle Thr Pro Ala Gly 450

- 137 -

Ala Gly
450 455 460

cct att agt cca ttt ggt ttg aag gtg aaa ttt gaa aag ctt
att gtt 1440

Pro Ile Ser Pro Phe Gly Leu Lys Val Lys Phe Glu Lys Leu
Ile Val

465 470 475

480

gca taa
1446
Ala

<210> 30

<211> 481

<212> PRT

<213> Candida tropicalis

<400> 30

Met Ile Met Phe Asp Ile Val Lys Tyr Thr Leu Ile Gly Leu
Phe Ser

15

Tyr Leu Leu Tyr Val Ile Leu Asp Ile Val Leu Pro Pro Phe
Asn Phe
20 25 30

Pro Lys Asn Ile Pro Thr Ile Pro Phe Tyr Val Ser Phe Leu
Gly Ala
35 40 45

Tyr Thr Asn Leu Asp Gln Arg Asp Ile Tyr Asn Leu Tyr Leu
Arg Glu
50 55 60

Lys Leu Glu Lys Tyr Gly Ala Val Lys Ile Tyr Phe Ala Ser
Arg Trp

65 70 75

80

Asn Ile Leu Ile Thr Arg Pro Glu Tyr Leu Leu Glu Met Phe



455 460 Pro lle Ser Pro Phe Gly Leu Lys Val Lys Phe Glu Lys Leu lle Val
465 470 475

- 138 -

Arg Asn
85 90
95

Glu Asp Val Tyr Ser Lys Arg Gly Asn His Leu Lys Ile Pro
Gly Ser
100 105 110

Val Met Ala Thr Tyr Thr Gly Asp Asn Ile Ile Ser Ala His
Gly Glu
115 120 125

Leu Trp Lys Leu Tyr Arg Glu Val Ile Ala Lys Ser Ile Gln
Phe Pro
130 135 140

Asp Phe Glu Pro Ile Thr Lys Asn Thr Lys Ser Leu Leu Glu
Ile Ile

145 150 155

160

Asp Gly Met Ile Asp Ser Asp Lys Asn His Ala Ile Ile Pro
Ile Thr

165 170
175

Asp Leu Phe Gln Lys Tyr Ser Leu Ala Asn Val Thr Glu Ser
Ile Leu
180 185 190

Gly Val Asn Phe Lys Val Leu Glu Gly Asp Gln Ser Ile Met
His Gln
195 200 205

Lys Ile Lys Tyr Val Lys Leu Gln Ile Phe Lys Pro Phe Phe
Leu Asn
210 215 220

Phe Pro Tyr Phe Asp Ser Phe Pro Ile Pro Ser Arg Leu Gln
Ala Arg

225 230 235

240



480

Lys
Ile

255

Lys
Val

Gly
Asn

Ile
Met

Ser
Ala
305
320

Arg
Ile

335

Glu
Arg

Thr
Gly

Tyr
Val

Gly

Ala

Glu
Asp

His
Asp

Leu
Ala

Ile
Leu
290

Leu

Ile

Ser
Tyr

Thr
Tyr

Thr
Val

Cys
Trp
370

Pro

Val

Asp

Met

275

Val

Met

Glu

Leu

Arg

355

Gly

Asp

<210> 31

Ile

Pro

260

Gln

Met

Phe

Ile

Arg

340

Pro

Tyr

Ser

Asn

245

Gln

Glu

Ile

Val

Asp

325

Met

Thr

Asn

Asp

Phe

Leu

Lys

Ala

Ala

310

Pro

Tyr

Lys

Asn

Glu

<211> 1623

- 139

Arg

Pro

Leu

Gly

295

Ala

Thr

Pro

Leu

Phe

375

Phe

Asn

Asn

Thr

280

His

Lys

Lys

Pro

Gly

360

Gly

Lys

Trp

Ser

265

Glu

Glu

Tyr

Pro

Leu

345

Asn

Thr

Pro

Tyr

250

Ala

Lys

Asn

Pro

Tyr

330

Gly

Ile

Gly

Glu

Gly

Ala

Gln

Pro

Lys

315

Leu

Leu

Val

Arg

Arg

Gln

Thr

Phe

Leu

300

Val

His

Ile

Ile

Asp

380

Trp

Ser

Lys

Leu

285

Leu

Gln

Ser

Ile

Pro

365

Arg

Gly

Ile

Leu

270

Asp

Leu

Glu

Val

Asn

350

Lys

Asn

Arg



<212> DNA

Asp
385
400

Ile

Ala

415

Leu
Lys

Ala
His

Lys
Ala

Pro
Ile
465
480

Ala

Asn

Glu
Glu

Pro
Tyr

Leu
Tyr

Val
Gly
450

Ile
Val

<210>
<211>
<212>
<213>

<220>
<221>
<222>

<400>

atg
att
Met
Ile

tcg
act
Ser
Thr

<213> Candida tropicalis

Glu

Ala

Tyr

435

Thr

Ser

31
1623
DNA

Ile

Phe

420

Glu

Leu

Pro

Asn

405

His

Val

Asp

Phe

390

Gly

Lys

Ala

Gly

470

- 140 -

Asn

Arg

Glu

Ser

455

Leu

Candida tropicalis

CDS

(1)..(1623)

31

Tyr

Lys

Leu

440

Trp

Lys

<220>

Ala

Arg

425

Leu

Lys

Val

Asn

410

Ala

Thr

Glu

Lys

395

Ala

Cys

Ser

Lys

Phe

475

Lys

Leu

Ile

Ile

460

Glu

Gly

Leu

445

Thr

Lys

Ser

Glu

430

Gly

Pro

Leu

tcg tct cca tct att gct caa gaa ttt ctc gca acc

48

Ser Ser Pro Ser Ile Ala Gln Glu Phe Leu Ala Thr



<221> CDS

fct cca

cca
tac
Pro
Tyr

att
cat
Ile
His

aag
tat
Lys
Tyr

caa
tac
Gln
Tyr
65
80

aag
gac
Lys
Asp

95

aaa
aag
Lys
Lys

tta
aag
Leu
Lys

att
cat
Ile
His

tat
ttc
Tyr
Phe

cca
aca
Pro
Thr

tat
gtt
Tyr
Val
50

gat
tac
Asp
Tyr

tct
aag
Ser
Lys

ctc
att
Leu
Ile

ggt
gct
Gly
Ala

tta
gat
Leu
Asp

<222> (1)..(1623)

gtt

Val

ttg
Leu
35

ttg

Leu

tat

Tyr

aaa

Lys

att

Ile

att
Ile
115
gcc

Ala

gag tat
Glu Tyr
20

gtg att
144
Val Ile

gaa cgt
192
Glu Arg

acc ttt
240
Thr Phe

ggt acc
288
Gly Thr

85

gtc agt
336
Val Ser

100

cca ttg
384
Pro Leu

acc cag
432
Thr Gln

tgt

Cys

ctt

Leu

aaa

Lys

ggt
Gly

70

gtg

Val

gat

Asp

att

Ile

ttt

Phe

- 141

Ccaa

Gln

tcg

Ser

ttt

Phe

55

ctt

Leu

atg

Met

CCa

Pro

gaa

Glu

aat

Asn

<400> 31

gag

Glu

ttg
Leu
40

aag

Lys

att

Ile

caa

Gln

aag

Lys

act
Thr
120
gat

Asp

aat
Asn
25

aat

Asn

gct

Ala

act

Thr

ttt

Phe

gca
Ala
105
aaa

Lys

ttt

Phe

10

tat

Tyr

ctt

Leu

aaa

Lys

CCa

Pro

gcc
Ala

90

aag

Lys

gac

Asp

tct

Ser

atg tcg att act tcg

acc

Thr

atc

Ile

ccg

Pro

ctt

Leu

75

Cys

act

Thr

CCa

Pro

ttg

Leu

aaa

Lys

tcc

Ser

ctt
Leu
60

gtt

Val

gat

Asp

att

Ile

gag

Glu

gga

Gly

tgg

Trp

atg
Met
45

gct

Ala

ttg

Leu

tta

Leu

ggt

Gly

aat
Asn
125
act

Thr

tac
Tyr
30

ctt

Leu

gtc

Val

atc

Ile

tgg

Trp

ctt
Leu
110
gtc

Val

aga

Arg



48 tct att gct caa gaa ttt ctc gca acc Met Ser Ser Ser Pro Ser lle Ala Gin Glu

Phe Leu Ala Thr lle Thr - 141 - 1510 15 cca tat gtt gag tat tgt caa gag
aat tat acc aaa tgg tac tac ttc96 Pro Tyr Val Glu Tyr Cys Gin Glu Asn Tyr Thr
Lys Trp Tyr Tyr Phe 202530 - 142 -

130 135 140

ttc ttg tat tca ttg tta gga gat ggt att ttc act tta gat

ggt gct 480

Phe Leu Tyr Ser Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp
Gly Ala

145 150 155

160

ggc tgg aaa cac agc aga acc atg ttg aga cca caa ttc gct

aga gag 528
Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gln Phe Ala
Arg Glu
165 170
175

caa gtt tcg cat gta aag ttg ttg gaa ccc cat atg caa gtt

tta ttt 576
Gln Val Ser His Val Lys Leu Leu Glu Pro His Met Gln Val
Leu Phe

180 185 190

aaa cac att aga aaa cat cat ggc caa act ttt gat atc caa

gaa ttg 624
Lys His Ile Arg Lys His His Gly Gln Thr Phe Asp Ile Gln
Glu Leu

195 200 205

ttt ttc aga tta act gtt gat tcg gct act gag ttt ttg ttt

ggt gaa 672
Phe Phe Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe
Gly Glu

210 215 220

tct gct gaa tct tta aga gac gag tct gtc ggt tta act cca

aca acc 720

Ser Ala Glu Ser Leu Arg Asp Glu Ser Val Gly Leu Thr Pro
Thr Thr

225 230 235

240

aaa gat ttt gat ggt aga aat gag ttt gcc gat gcg ttc aac

tat tct 768
Lys Asp Phe Asp Gly Arg Asn Glu Phe Ala Asp Ala Phe Asn
Tyr Ser
245 250
255

caa act tac caa gcg tac aga ttc ttg ttg caa caa atg tat
tgg att 816
Gln Thr Tyr Gln Ala Tyr Arg Phe Leu Leu Gln Gln Met Tyr



att cca ttg gtg att ctt tog ttg aat ctt atc too atg ctt cat acal44 lle Pro Leu Val
lle Leu Ser Leu Asn Leu lle Ser Met Leu His Thr 354045 aag tat ttg gaa cgt
aaa ttt aag got aaa cog ctt got gtc tat gtt192 Lys Tyr Leu Glu Arg Lys Phe Lys
Ala Lys Pro Leu Ala Val Tyr Val 505560'¢aa gat tat acc ttt ggt ctt att act cca
ctt gtt it a.EG tac tac240 Gin Asp Tyr Thr Phe Gly Leu lle Thr Pro Leu Val Leu
lle Tyrr%/r 7075 80 aag tot aaa ggt acc gtg atg-caa ttt gcc tgt gat tta tgg,
gac aag288 Lys Ser Lys Gly Thr Val Met Gin Phe Ala Cys Asp Leu Trp Asp
Lys 8689 % aagftc athgigagtgal cea-2ag gcaaac.act alt 9ok cit aag.att3so
Lys Lesdle-Val Ser AspsRro Lys Ala Lys Thr lle Gly Leu Lys lle 100105110 tta
got att €cartghattigassact @aa gac<crargag pat gie aaggotdgs ey Giy lle Rro
Leu lleyGlwrThr Lys Asp Pro Glu Asn Val Lys Ala 115120125 att tta gcc acc
cag ttt aat gat tte #6t ttg gga act aga cat gat4382 lle Leu Ala Thr Gin PRé Asn
Asp Phe Ser Leu Gly Thr Arg His Asp - 142 - 130135140 ttc ttg tat tca ttg tta
goa g&tggiatt tic act fa gait gyt Yet480 PHeALEl Ty Serllieu BeG GlyASH2

Gly I8Phe Thr Leu ASg Gly Ala 145150155 160 ggc tgg aaa cac agc aga
ace alg Ry'sigh Ba chATIC Gt Sg8 gaGB2B Gy THb LY S Set Arg Thr Mkt

Leu rgpPrI;)‘; in Phe Ala Arg Glu 16 91go 175 caa gtt tcg cat gl Aag tig ttg

gaa ccc cat atg caa gtt tta ttt576 Gin Val Ser His Val Lys Leu Leu Glu Pro His
Met %iQaV%'aEE%EQnga%%%l%% pagcacatt agaaqq cat,cat 9g¢ cgaact it

gat atcGaa gaa ttg624kys His lle Arg Lys His His Gly Gin Thr Phe Asp lle
Gin Gludews Lys Glu Gly Tyr Val Phe Leu Phe Glu Leu Ala Lys
Gln Thr
305 310 315
320

aga gat cca aag gtt ttg aga gat caa ttg tta aat atc ttg

gtt gct 1008
Arg Asp Pro Lys Val Leu Arg Asp Gln Leu Leu Asn Ile Leu
Val Ala
325 330
335

ggt aga gat acc aca gct ggc ttg ttg tcg ttt ctt ttc ttt

gaa ttg 1056
Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Leu Phe Phe
Glu Leu

340 345 350

tct aga aac cca gaa ata ttt gca aaa ttg aga gaa gaa atc

gaa aac 1104
Ser Arg Asn Pro Glu Ile Phe Ala Lys Leu Arg Glu Glu Ile
Glu Asn

355 360 365

aag ttt ggt ctt gga caa gat gct cgt gtt gaa gag att tct

ttt gaa 1152
Lys Phe Gly Leu Gly Gln Asp Ala Arg Val Glu Glu Ile Ser
Phe Glu

370 375 380

aca ttg aaa tct tgt gaa tac ttg aag gct gtt atc aat gaa
act ttg 1200

Thr Leu Lys Ser Cys Glu Tyr Leu Lys Ala Val Ile Asn Glu
Thr Leu



195200205 ttt ttc aga tta act gtt gat tcg gct act gag ttt ttg ttt ggt gaa672 Phe
Phe Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu 210215220
tct gct gaa tct tta aga gac gag tct gtc ggt tta act cca aca acc720 Ser Ala Glu
Ser Leu Arg Asp Glu Ser Val Gly LeuTBEPro Thr Thr 225230235 240 aaa
gat ttt.gat ggt aga aat gag tit g%9 at gcg ttc aac tat tct76§8L%/s Asp Phe Asp
Gly Arg Asn Glu Phe Ala Asp Ala Phe Asn Tyr Ser 2452 55 caa act tac
caa gcg tac aga ttc ttg ttg caa caa atg tat tgg att816 Gin Thr Tyr Gin Ala Tyr
Arg PhesL ey LeuGinGin Met Ty - 443 - Lip Ue 260265270 ttg aatggt tete
gaa tt{ agasaaa tct att gebatt gtc cac aag ttt864 Leu Asn Gly Ser Glu Phe Arg
Lys SerdlerAla lte Vabitis s Rhe 27528028500t gaccac-tat\git.caa aagrgca
ttg gaarttamet gat gaa gat ttg912 Ala Asp His Tyr Val Gin Lys Ala Leu Glu
Leu Thr Asp Glu Asp Leu 299295300 gaa aag aaa gaé ggc tat gta ttt tta ttc
gag ttal§cc aaa caa acc960 Glu Lys Lys Glu Gly Tyr Val Phe Leu Phe Glu

Leu Ala Lys Gin Thr 305310315 320 aga gat cca aag gtt ttg a%a gat caa ttg
tta adt Gic g gtt HetI OB ARG ASPPRPLYS Val 12t AR ASE'Gin“Celr EBUASN

e LedlNahR TR SORAPIAP 00,60 R AT ARY 19190 W ot

gaa tg Ll
420 425 430

att aag aag ggc caa gtt gtt atg tac acg att ctt gct act

cac aga 1344
Ile Lys Lys Gly Gln Val Val Met Tyr Thr Ile Leu Ala Thr
His Arg

435 440 445

gat aaa gac att tat ggt gaa gat gct tat gtt ttc agg cca

gaa aga 1392
Asp Lys Asp Ile Tyr Gly Glu Asp Ala Tyr Val Phe Arg Pro
Glu Arg

450 455 460

tgg ttt gaa cct gaa acc aga aaa ttg ggc tgg gca tat gtt

cca ttc 1440

Trp Phe Glu Pro Glu Thr Arg Lys Leu Gly Trp Ala Tyr Val
Pro Phe

465 470 475

480

aat ggc ggt cca aga att tgt ttg ggt caa cag ttt gct tta

act gaa 1488
Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu
Thr Glu
485 490
495

gca tca tat gtc act gtt aga ttg ctt caa gaa ttt ggt aac

ttg aaa 1536
Ala Ser Tyr Val Thr Val Arg Leu Leu Gln Glu Phe Gly Asn
Leu Lys

500 505 510

caa gat cca aat act gaa tat cca cca aaa tta caa aac aca
ttg act 1584
Gln Asp Pro Asn Thr Glu Tyr Pro Pro Lys Leu Gln Asn Thr



Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Leu Phe Phe Glu Leu
340345350 tct aga aac cca gaa ata ttt gca aaa ttg aga gaa gaa atc gaa
aacl1104 Ser Arg Asn Pro Glu lle Phe Ala Lys Leu Arg Glu Glu lle Glu Asn
355360365 aag ttt ggt ctt gga caa gat gét:égtgtt gaa gag att tct ttt gaal152
Lys Pﬁwe GJ%Leu Gly Gin Asp Ala Arg Val Glu Glu lle Ser Phe Glu 370375380
aca tfg aaa tct tgt gaa tac ttg aag gct gtt atc aat gaa act ttg1200 TheLeu Lys
Ser Cys Glu Tyr Leu Lys Ala Val lle Asn Glu Thr Leu - 144 - 385390395 400
aga atttat cot toq gtecea cat aghittt gga gibgotact aga aged248Argdle Tyr
Pro Sesal Pro His Asn Phe Arg Val Ala Thr Arg Asn 405410 415 aca act tta
cca agaggi<ggtiggt gaa=ggtggtiia teo gcanit gatl296nTheThrieu Pro Arg
Gly Gly GlgBlu Gly Gly Leu Ser Proolie Ala 420425430 att aag4ag ggc caa
gtt gtt atg tac acg att ctt got act cac agal344 lle Lys Lys Gly Gin Val Val Met
Tyr Thr lle Leu Ala Thr His Arg 435440445 gat aaa gac att tat ggt gaa gat got
tat gtttté &gyg cca gaa agal392 Asp Lys Asp lle Tyr Gly Glu Asp Ala Tyr Val
Phe ArgPro Gld (Arg 450455460 tgg ttt gaa cot gaa acc aga aaa ttg ggc tgg
gca ta j;%ccag Trp Phe GI Pro Glu Thr Arg Lys Leu Gly Trp Ala Tyr
Val Pro e4 gﬂ‘% 80 aat ggc ggt cca aga att t t ttg ggt caa cag ttt got
tta act gaala88,Asn Gly Gly Pro Arg lle Cys Leu Gly Gin Gin Phe Ala Leu
Thr Glu 485490 495

Met Ser Ser Ser Pro Ser Ile Ala Gln Glu Phe Leu Ala Thr
Ile Thr

1 5 10

15

Pro Tyr Val Glu Tyr Cys Gln Glu Asn Tyr Thr Lys Trp Tyr
Tyr Phe
20 25 30

Ile Pro Leu Val Ile Leu Ser Leu Asn Leu Ile Ser Met Leu
His Thr
35 40 45

Lys Tyr Leu Glu Arg Lys Phe Lys Ala Lys Pro Leu Ala Val
Tyr Val
50 55 60

Gln Asp Tyr Thr Phe Gly Leu Ile Thr Pro Leu Val Leu Ile
Tyr Tyr

65 70 75

80

Lys Ser Lys Gly Thr Val Met Gln Phe Ala Cys Asp Leu Trp
Asp Lys

85 90
95

Lys Leu Ile Val Ser Asp Pro Lys Ala Lys Thr Ile Gly Leu
Lys Ile



gca tca tat gtc act gtt aga ttg ctt caa gaa ttt ggt aac ttg aaal536 Ala Ser Tyr
Val Thr Val Arg Leu Leu Gin Glu Phe Gly Asn Leu Lys 500505510 caa gat
cca aat act gaa tat cca cca aaa tta caa aac aca ttg act1584 Gin Asp Pro Asn
Thr Glu Tyr Pro Pro Lys Leu Gin Asn-THr4¢ 145 - Leu Thr 515520525 ttg tot
ctt ttt gaa ggt got galgga caa atg tat taa 1623 iigg Ser Leu Phe Glu Gly ﬁlza
Glu Val Gin Met Tyr 535540 <210> 32 <211> 540 <212> PRT <213>
Candida tropicalis <400> 32 Met Ser Ser Ser Pro Ser lle Ala Gin Glu Phe Leu
Ala TheHlecliy 1510 s ProcTyrYal elw Ty Lys,GinGhu Ash B TRk 1P
Tyr Tyx,Phe1202530 lle Pro Leu Val lle Leu Ser Leu Asn Leu lle Ser Met Leu
His Thr 354045115 Tyr Leu Glu Arg Lys Phe Lys Ala Lys Pro Leu AlssVal Tyr
Val 505560 Gin Asp Tyr Thr Phe Gly Leu lle Thr Pro Leu Val Leu lle Tyr Tyr
657075 80 Lys Ser Lys Gly Thr Val Met Gin Phe Ala Cys Asp Leu Trp Asp
Lys 8590 98:u 146 - 1001051181 Sly HerPrdiced e GRIMTRELyS ASpAP D
Glu AShSVAPEys Ala 115120125 lle Leu Ala Thr Gin Phe Asn Asp Phe Ser
Leu Gly THrArg His Asp 130135140'BRe Leu Tyr Ser Leu Leu Gly Asp Gly
lle Phe Thr Leu Asp Gly Ala 145150155

Phe Leu Tyr Ser Leu Leu Gly Asp Gly Ile Phe Thr Leu Asp
Gly Ala

145 150 155

160

Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gln Phe Ala
Arg Glu

165 170
175

Gln Val Ser His Val Lys Leu Leu Glu Pro His Met Gln Val
Leu Phe
180 185 190

Lys His Ile Arg Lys His His Gly Gln Thr Phe Asp Ile Gln
Glu Leu
195 200 205

Phe Phe Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe
Gly Glu
210 215 220

Ser Ala Glu Ser Leu Arg Asp Glu Ser Val Gly Leu Thr Pro
Thr Thr

225 230 235

240

Lys Asp Phe Asp Gly Arg Asn Glu Phe Ala Asp Ala Phe Asn
Tyr Ser

245 250
255



160 Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gin Phe Ala Arg Glu
165170 175 Gin Val Ser His Val Lys Leu Leu Glu Pro His Met Gin Val Leu
Phe 180185190 Lys His lle Arg Lys His His Gly Gin Thr Phe Asp lle Gin Glu
Leu 195200205 Phe Phe Arg Leu Thr Vet Asp Ser Ala Thr Glu Phe Leu Phe
Gly Glu 210215220 Ser Ala Glu Ser Leu Arg Asp Glu Ser Val Gly Leu Thr
Pro Thr T1yi225230235,240 Lys. A Bhe.A%h Gl ArgAvn GlL g, A2 Aop
Ala PhRe Asn Jyr Ser 245250 - 147 - Gin Thr Tyr Gin Ala Tyr Arg Phe Leu
Leu Gln Gin Met Tyr Jgp lle 260265270 Leu Asr 6&ly Ser Glu Phe Arg Lys;
Ser lle Ala lle Val His Lys Phe 275280285 Ala Asp His Tyr Val Gin Lys Ala
Leu Glu Leu Thr Asp Glu Asp Leu 290295300 Glu Lys Lys Glu Gly Tyr Val
Phe LewPherGltlkegAadys GireThr 305830345 320=Ard AsplRrovkys Nab
Leu ArgsAsir&in Leu Leu Asn lle Leu Val Ala 325330 335 Gly Arg Asp Thr
Thr Ala Gly Leud’éu Ser Phe Leu Phe Phé3GIu Leu 340345350 SerArg Asn
Pro Glu lle Phe Ala Lys Leu Arg Glu Glu lle Glu Asn 355360365 Lys Phe Gly

Leu Gly Gin Asp Ala Arg Val Glu Glu lle Ser Phe Glu 370375380 Thr Leu Lys
Ser c}iaeﬁfi?y EéuW’s Ara'vErie W6h G THPE eli'385590395 466° S11

290 295 300

Glu Lys Lys Glu Gly Tyr Val Phe Leu Phe Glu Leu Ala Lys
Gln Thr

305 310 315

320

Arg Asp Pro Lys Val Leu Arg Asp Gln Leu Leu Asn Ile Leu
Val Ala

325 330
335

Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Leu Phe Phe
Glu Leu
340 345 350

Ser Arg Asn Pro Glu Ile Phe Ala Lys Leu Arg Glu Glu Ile
Glu Asn
355 360 365

Lys Phe Gly Leu Gly Gln Asp Ala Arg Val Glu Glu Ile Ser
Phe Glu
370 375 380

Thr Leu Lys Ser Cys Glu Tyr Leu Lys Ala Val Ile Asn Glu
Thr Leu

385 390 395

400

Arg Ile Tyr Pro Ser Val Pro His Asn Phe Arg Val Ala Thr
Arg Asn



- 148 - 405410 415 Thr Thr Leu Pro Arg Gly Gly Gly Glu Gly Gly Leu Ser Pro
lle Ala 420425430 lle Lys Lys Gly Gin Val Val Met Tyr Thr lle Leu Ala Thr His
Arg 435440445 Asp Lys Asp lle Tyr Gly Glu Asp Ala Tyr Val Phe Arg Pro Glu
Arg 450455460 Trp Phe Glu Pro GluThr#rgLys Leu Gly Trp Ala Tyr Val Pro
Phe 465470475 480 Asn gla(l%Gly Pro Arg lle Cys Leﬂfly Gin Gin Phe Ala
Leu Thy Glu 485490 495 Ala Ser Tyr Val Thr Val Arg Leu Leu Gin Glu Phe
Gly Asn Leu Lys 500505510 Gin Asp Pro Asn Thr Glu Tyr Pro Pro Lys Leu
Gin Asn Thr Leu Thr 515520525 Leu Ser Leu Phe Glu Gly Ala Glu Val Gin
Met Tyi,530535540 £2102:33 €211% 156915212% DNA <2k3> Sandida pro
tropicalis 2149 - <220> <221> CDS <222>(1)..(1569) <400> 33 atg agt att
caa gat att gtt gaa act2ac agt acc aaa tgg tac gtt48 Met Ser lle Gin Asp H80
Val Glu Thr Tyr Ser Thr Lys Trp Tyr Val 1510 15 gtt gta ctg gtt got ttg att gta

tac aag gtt ttt gat ttc ttt tat96 Val Val Leu Val Ala Leu lle Val Tyr Lys Val Phe
Asp[ﬂﬁgp%ﬁﬁTyﬂs Gly Gln Val Val Met Tyr Thr Ile Leu Ala Thr

His Arg
435 440 445

Asp Lys Asp Ile Tyr Gly Glu Asp Ala Tyr Val Phe Arg Pro
Glu Arg
450 455 460

Trp Phe Glu Pro Glu Thr Arg Lys Leu Gly Trp Ala Tyr Val
Pro Phe

465 470 475

480

Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu
Thr Glu

485 490
495

Ala Ser Tyr Val Thr Val Arg Leu Leu Gln Glu Phe Gly Asn
Leu Lys
500 505 510

Gln Asp Pro Asn Thr Glu Tyr Pro Pro Lys Leu Gln Asn Thr
Leu Thr
515 520 525

Leu Ser Leu Phe Glu Gly Ala Glu Val Gln Met Tyr

530 535 540
<210> 33
<211> 1569
<212> DNA

<213> Candida tropicalis



202530 got aga tat ttg atg tat aag ctt ggt got aag cca ttc ctt caa agtl44 Ala
Arg Tyr Leu Met Tyr Lys Leu Gly Ala Lys Pro Phe Leu Gin Ser 354045 caa
acc gac ggt tat ctt ggt ttc aga gtt cca ttt gaa ttg atg ggal92 Gin Thr Asp Gly
Tyr Leu Gly Phe Arg Val Pro Phe GluLéd Met Gly 505560 aag aag agt gaa
ggt aca g t ata gac ttt aca tat caa cgt act ttg240 Lys Lys Ser Glu Gly Thr Leu
lle Asp,P ég Throkyr Gin Arg Thr Leu 657075 80 gag ctt gac aat ccc gat att
cca acatt.acatig ccaafgdtt tot288 Glu Leu Asp Asn Pro Asp lle Pro Thr Phe
Thr Phe Pro IIe Phe Ser 8590 95 gtt ctg att atc tca act ctt gaa cca gac aac atc
aaa goi @it-ttg336 Val Leu lle lle Ser Thr Leu Glu Pro Asp Asn lle Lys Ala lle
Leu 10670534 02t150 a £at; it384 AlayThr 43ia Rhe AsicAsp Phe-SesbeutGly
Thr Arg HigtSer His Phéd15120125 gct cct tta tta ggt gac ggt att ttc act tta
gat g¥fegctsgat t§g432 AlarRw Leg LeulGRLASHIGlylier PherTHitlre b ASplGly
Ala Gy Trya80135140 aaa cat agt aga tct atg ttg aga cca caa ttt gca aga
gaa cag gtt480 Lys His Ser Arg Ser Met Leu Arg Pré®Gin Phe Ala Arg Glu
Gin 145150155 160 tct cac gtt aag ttg ttg gaa cca cat atg caa gtt ttt ttc
aaa cat528 Ser HIS VaI Lys Leu Leu Glu Pro HIS Met Gln VaI Phe Phe L%/

His 1g 7 aiSC at? a% ga ca{: cat § ggc c%a acc “ttt §: gat t%\ caa gaac‘{fjg ttt e
tte57¢ e %%H%ﬁs £y Gip,ThEhe Asple GID SlhenfheBhes,.
1801@%9@99a tta act gtt gat tct gcc act gag ttt ttg ttt ggt gaa tct gtt624 Arg
Leu Thr Val Asp SerAja Thr Glu Phe Leu PheGly Glu Ser Val 30

gct aga tat ttg atg tat aag ctt ggt gct aag cca ttc ctt
caa agt 144
Ala Arg Tyr Leu Met Tyr Lys Leu Gly Ala Lys Pro Phe Leu
Gln Ser

35 40 45

caa acc gac ggt tat ctt ggt ttc aga gtt cca ttt gaa ttg

atg gga 192
Gln Thr Asp Gly Tyr Leu Gly Phe Arg Val Pro Phe Glu Leu
Met Gly

50 55 60

aag aag agt gaa ggt aca ctt ata gac ttt aca tat caa cgt

act ttg 240

Lys Lys Ser Glu Gly Thr Leu Ile Asp Phe Thr Tyr Gln Arg
Thr Leu

65 70 75

80

gag ctt gac aat ccc gat att cca aca ttt aca ttc cca ata

ttt tct 288
Glu Leu Asp Asn Pro Asp Ile Pro Thr Phe Thr Phe Pro Ile
Phe Ser
85 90
95

gtt ctg att atc tca act ctt gaa cca gac aac atc aaa gct

att ttg 336
Val Leu Ile Ile Ser Thr Leu Glu Pro Asp Asn Ile Lys Ala
Ile Leu

100 105 110

gcc aca caa ttc aat gac ttt tca tta ggt aca aga cat tca



195200205 gag tct tta aga gac gag tcc atc ggt atg tta aac gat gct ctt gat672
Glu Ser Leu Arg Asp Glu Ser lle Gly Met Leu Asn Asp Ala Leu Asp
210215220 ttt gat ggt aag gct gga ttt gct gat gcc ttt aac tat tct caa aac720
Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala®Phe Asn Tyr Ser Gin Asn
22523(21 3% 240 - 151§§t§ aac768 Tyr Leu Ala Ser Arg Ala Leu Met Gin Gin
Met Ty7 Tp,le Leu As1L.245250 255.9ga aaa aag, t:aga gaa Igt ad 000,290
ott cag;aagtit got gat816 Gly Lys Lys Phe Lys Glu Cys Asn Ala Lys Val His
Lys Phe Ala Asp 260265270 tat tat gtt gaa,apa gca ttg gaa tta act cogsgac
caa ttg aa aaa864 Tyr Tyr Val Glu Lys Ala Leu Glu Leu Thr Pro Asp Gin Leu
Glu Lys 275280285 ¢aa gatgggdat g dtctte tatrgaa ttg gta-aamecaa@ccaga
gac91zGindasp Gly T¢sXal Phe Leu Tyr Glu Leu Val Lys Gin Thr Arg Asp
290295300 agalcan gtottg agapgat Cdg ttalteg Batatattalgttigosggttaga?26@
Arg Ginwdl1reu Arg Asp Gin Leu Leu Asn lle Leu Val Ala Gly Arg 305310315
320 gat act3tt got ggt tta tta tca ttt epttt ttt gaa ttg gca agald®8 Asp Thr
Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu Ala Arg 325330 335 act
cca a % t‘éagicaagﬁt 8‘%@ 6@C§g§b%atgta9a %ﬁf‘gﬁﬁaga%aﬁ‘ag%ﬁ(?f@m??’rg%rg
Val %/ssﬁil‘sysslé%uf‘gg %leurGMJel:IeL%IH %Sr%l‘g%ophﬁn Phe Ala Arg Glu
Gln Val

145 150 155
160

tct cac gtt aag ttg ttg gaa cca cat atg caa gtt ttt ttc

aaa cat 528
Ser His Val Lys Leu Leu Glu Pro His Met Gln Val Phe Phe
Lys His
165 170
175

att aga aaa cat cat ggc caa acc ttt gat ata caa gaa ttg

ttt ttc 576
Ile Arg Lys His His Gly Gln Thr Phe Asp Ile Gln Glu Leu
Phe Phe

180 185 190

aga tta act gtt gat tct gcc act gag ttt ttg ttt ggt gaa

tct gtt 624
Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu
Ser Val

195 200 205

gag tct tta aga gac gag tcc atc ggt atg tta aac gat gct

ctt gat 672
Glu Ser Leu Arg Asp Glu Ser Ile Gly Met Leu Asn Asp Ala
Leu Asp

210 215 220

ttt gat ggt aag gct gga ttt gct gat gcc ttt aac tat tct

caa aac 720

Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala Phe Asn Tyr Ser
Gln Asn

225 230 235

240

tat ttg gct tct cga gct ctt atg caa caa atg tac tgg att



340345350 ggc ctt gga caa gat got cgt gtt gaa gaa att too ttt gaa tot ttal104
Gly Leu Gly Gin Asp Ala Arg Val Glu Glu lle Ser Phe Glu Ser Leu 355360365
- 152 - aga ttall52 Lys Ser Cys Glu Tyr Leu Lys Ala Val Leu Asn Glu Cys
Leu Arg Leu 370375380 tac cca tot gtt édalcaa aac ttt aga gtt got acc aga aat
acc ag 1200 Tyr Pro S,gréVal Pro GIn Asn Phe Arg Val Ala Thr Arg Asn Thr
Thr 3 §§9§§§5£Pa0 A £CR,05,09 901,005 229 93LAY YA (oangea gla ta gl
agalz?48 LeuPro Arg Gly Gly Gly Lys Asp Gly Leu Ser Pro Val'Leu Val Arg
405410 415 aag ggt caa actgtg atg tac agt gtg tat gof@oo cat aga aac
aaal296 Lys Gly GIn Thr Val Met Tyr Ser Val Tyr Ala Ala His Arg Asn Lys
420425430 caa att tat ggt gaa gac gca ctt gaa ttc agg cca gaa aga tgg
ttt134Glm e TaadGlytGluaAspAa Lew Gha PhecArgPgo @Glu ArgeTemBhett
435440445 gaa cca géd@aca aag aaa ttg ggc tgg goo ttc tta cct ttt aat
got139Gly PréGIuPTsr [LyssL¢d L etvGIy~Fip Al Phes éip Pré PheAsniGly
45045546699t cca aga att t t ttg ggt caa caa ttt got ttg act gaa got tot1440
Gly Pro Arg lle Cys LewGly GIn GIn Phe Ala L%‘E%Thr Glu Ala Ser 4654704%5
480 t%t tt gc% gtttatga ttg ctt caa gagtttt a%% ca¢ ttg aca atcgc at14880'£ r Vgl
Thr Vaza rgi_aeugLeu %%Q4§ﬁjaPﬁeaSert|3is P6u ThF M&t Asp 85290~ §-g
cca aqg act gaa tac 69g,cca agaaa atg 190,CALIG ACR 1010 LBeTH0 Ay
Thr Glg JTyrPro Pro Lys Lys Met Ser His Leu Thr Met Ser 500505510

275 280 285

caa gat ggg tat gtt ttc ttg tat gaa ttg gta aaa caa acc

aga gac 912
Gln Asp Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gln Thr
Arg Asp

290 295 300

aga caa gtc ttg aga gat cag tta ttg aat ata tta gtt gct

ggt aga 960

Arg Gln Val Leu Arg Asp Gln Leu Leu Asn Ile Leu Val Ala
Gly Arg

305 310 315

320

gat acc act gct ggt tta tta tca ttt gtg ttt ttt gaa ttg

gca aga 1008
Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu
Ala Arg
325 330
335

act cca aga gta gca aat aaa tta aga gaa gaa atc gaa gac

aaa ttt 1056
Thr Pro Arg Val Ala Asn Lys Leu Arg Glu Glu Ile Glu Asp
Lys Phe

340 345 350

ggc ctt gga caa gat gct cgt gtt gaa gaa att tcc ttt gaa

tct tta 1104
Gly Leu Gly Gln Asp Ala Arg Val Glu Glu Ile Ser Phe Glu
Ser Leu

355 360 365

aaa tca tgt gaa tat ttg aag gca gtg ctt aat gaa tgt tta



cta ttt gat ggt goo aac att caa atg tat tag 1569 Leu Phe Asp Gly Ala Asn lle
Gin Met Tyr 515520 <210> 34 <211> 522 <212> PRT <213> Candida
tropicalis <400> 34 Met Ser lle Gin Asp lle Val Glu Thr Tyr Ser Thr Lys Trp
Tyr Val 1510 15 Val Val Leu Val Ala ted %@ Val Tyr Lys Val Phe Asp Phe
Phe 'I;yr 20C SaBO Ala gg%gjLeu Met Tyr Lys Leu Gly Ala Lys Pro Phe Leu
Gin Set 354045 Gin T Asp Gly.Tyx Leu Gly Rhe Arg Val Pro.phe Glu Ley,
Met Cﬂy;g@po ys Lys Ser Glu Gly Thr Leu lle Asp Phe Thr Tyr Gin Arg Thr
Leu 657075;80 Glu Leu Asp Asn Prg Asp lle Pro Thr Phe Thr 2he Pro lle
Phe Ser 8590 - 154 - Val Leu lle lle Ser Thr Leu Glu Pro Asp Asn lle Lys Ala
lle Let 05113 Ada The &&indRhe Ash Asp PheaSet teydslyatlar Agg Hisit
Ser His ®hecd15120129 Ala Pro Leu Leu Gly Asp Gly lle Phe Thr Leu Asp
Gly Aly Gl Top A301851 40rloy S His Sen Arg<SérhetieuvrArg Pro GinPhiesAla
Arg GlbGiRtWal 145150155 160 Ser His Val Lys Leu Leu Glu Pro His Met
Gin V&t Phe Phe Lys His 165170475 lle Arg Lys His His“Gf Gin Thr Phe
Asp I°8in Glu Leu Phe Phe 180185190 Arg Leu Thr Val Asp Ser Ala Thr

Glu Pthe L%u g’he (aBIy thu Ser Val 19a5a2002a0t5 Glut Sg{aLetucér%@gp (E-!au %gg
lle GIXE\@etaI;%u y S8 %ggéﬂagﬁ_ec{?ﬂsp g dat 99 g

Leu Pro Arg Gly Gly Gly Lys Asp Gly Leu Ser Pro Val Leu
Val Arg

405 410
415

aag ggt caa act gtg atg tac agt gtg tat gct gcc cat aga

aac aaa 1296
Lys Gly Gln Thr Val Met Tyr Ser Val Tyr Ala Ala His Arg
Asn Lys

420 425 430

caa att tat ggt gaa gac gca ctt gaa ttc agg cca gaa aga

tgg ttt 1344
Gln Ile Tyr Gly Glu Asp Ala Leu Glu Phe Arg Pro Glu Arg
Trp Phe

435 440 445

gaa cca gag aca aag aaa ttg ggc tgg gcc ttc tta cct ttt

aat ggt 1392
Glu Pro Glu Thr Lys Lys Leu Gly Trp Ala Phe Leu Pro Phe
Asn Gly

450 455 460

ggt cca aga att tgt ttg ggt caa caa ttt gct ttg act gaa

gct tct 1440

Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu Thr Glu
Ala Ser

465 470 475

480

tat gtt act gtt aga tta ctt caa gag ttt agc cac ttg aca

atg gat 1488
Tyr Val Thr Val Arg Leu Leu Gln Glu Phe Ser His Leu Thr
Met Asp

485 490

495



210215220 Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala Phe Asn Tyr Ser Gin
Asn 225230235 240 - 155 - 245250 255 Gly Lys Lys Phe Lys Glu Cys Asn
Ala Lys Val His Lys Phe Ala Asp 260265270 Tyr Tyr Val Glu Lys Ala Leu Glu
Leu Thr Pro Asp GIn Leu Glu Lys 275280285 GIn Asp Gly Tyr Val Phe Leu
Tyr Glu Leu Val LC\F Gln Thr Ar Asp 290295300 Ar VaI Leg Asp

GIn Lgy:l_ec%ésn é;aal Ala Cgly ,&rg §8§3f8§1§§%0 ,&sp ﬁ r Alacély
Lt LEi{Sat Phe, VabRh6 Bhe Gl LeuAla, Arg 325330 335 Tht Pro ArgVal
Ala Agpd ys.keu Arg Glu Glu lle Glu Asp Lys Phe 340345350 Gly Leu Gly
GIn Asp Ala Arg Val &4y Glu lle Ser Phe Glu Seggit.eu 355360365 Lys SeyiQys
Glu Tyr Leu Lys Ala Val Leu Asn Glu Cys Leu Arg Leu 370375380 Tyr Pro
Ser Vat rotGIncAsn Rite Arg Vad Ala Thr Arg Asry Tha Thr385390395 400 -
156 -1=aPPro Arg Gly Gly Gly Lys Asp Gly Leu Ser Pro Val Leu Val Arg
405416118 kyd Sy Gin Phravaisviet Tyr Ser V& TyFXla Ala His Arg Asn Lys
420425430 Gindfe’Tyr Gly Glu Asp Ala Léd Glu Phe Arg Pro Glu Arg Trp Phe
435440445

<210> 34
<211> 522
<212> PRT

<213> Candida tropicalis
<400> 34

Met Ser Ile Gln Asp Ile Val Glu Thr Tyr Ser Thr Lys Trp
Tyr Val

1 5 10

15

Val Val Leu Val Ala Leu Ile Val Tyr Lys Val Phe Asp Phe
Phe Tyr
20 25 30

Ala Arg Tyr Leu Met Tyr Lys Leu Gly Ala Lys Pro Phe Leu
Gln Ser
35 40 45

Gln Thr Asp Gly Tyr Leu Gly Phe Arg Val Pro Phe Glu Leu
Met Gly
50 55 60

Lys Lys Ser Glu Gly Thr Leu Ile Asp Phe Thr Tyr Gln Arg
Thr Leu

65 70 75

80

Glu Leu Asp Asn Pro Asp Ile Pro Thr Phe Thr Phe Pro Ile
Phe Ser

85 90
95



Glu Pro Glu Thr Lys Lys Leu Gly Trp Ala Phe Leu Pro Phe Asn Gly
450455460 Gly Pro Arg lle Cys Leu Gly Gin Gin Phe Ala Leu Thr Glu Ala Ser
465470475 480 Tyr Val Thr Val Arg Leu Leu Gin Glu Phe Ser His Leu Thr
Met Asp 485490 495 Pro Asn Thr Glu Ty® #ro Pro Lys Lys Met Ser His Leu
Thr Met Ser 500505510 Leu Phe Asp Gly Ala Asn lle Gin Met Tyr 515520
<2103 35 £2l12 1572 5212> DNA $213% Candida fropicalis 11871~ s a14
<2223(1).{1572) <400> 35 atg gcc aca caa gaa att att gat tot gca ctt cog tac
ttg aca aag48 Met Alggphr Gin Glu lle lle Asp SeysAla Leu Pro Tyr Leu Thi g
Lys 1510 15 tgg tat act gtt atc act tta gca got ttg gtt ttc tta att tca tot96 Trp Tyr
Thr Val lle Thr Leu Ala Ala Leu Val Phe Leu lle Ser Ser 202530 aat att aaa
aat taglgicTaag gohaayaagsttg Aaa Rjccage at tetlddliAsmile laysyAsn sTygafal
Lys Atia £yBHeg/s Leu Lys Cys Arg Asp Pro 354045 cca tat ttc aaa gga gcc ggt
tgg aca ggt att ddtcca tta att gaal92 Pro 134 Phe Lys Gly Ala Gly T#dThr Gly
lle Ser Pro Leu lle Glu 505560 att att aaa gtt aaa ggt aat ggt aga ttg gca gat
ttt gcg%lgat aaa240 lle lle Lys Val Lys Gly Asn G%/gAr Leu Ala Asp Phe Ala

Asp L. ;tﬁi(g?%% atA G gacigac ' echidad Bat aCrttial atgitotalf at2

ggt288 = 5 135 140

Lys His Ser Arg Ser Met Leu Arg Pro Gln Phe Ala Arg Glu
Gln Vval

145 150 155

160

Ser His Val Lys Leu Leu Glu Pro His Met Gln Val Phe Phe
Lys His

165 170
175

Ile Arg Lys His His Gly Gln Thr Phe Asp Ile Gln Glu Leu
Phe Phe
180 185 190

Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu
Ser Val
195 200 205

Glu Ser Leu Arg Asp Glu Ser Ile Gly Met Leu Asn Asp Ala
Leu Asp
210 215 220

Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala Phe Asn Tyr Ser
Gln Asn

225 230 235

240

Tyr Leu Ala Ser Arg Ala Leu Met Gln Gln Met Tyr Trp Ile
Leu Asn



Thr Phe Asp Asp Tyr Pro Asn His Thr Phe Tyr Met Ser lle lle Gly 8590 95 got
ttg aaa atc gtc ttg act gtt gat cca gaa aat att aaa got gtt336 Ala Leu Lys lle
Val Leu Thr Val Asp Pro Glu Asn lle Lys Ala Val 100105110 ttg got act caa ttt
act gat ttc too tta ggt acc aga cat got cai384 teu Ala Thr Gin Phe Thr Asp
Phe Ser Leu Gly Thr Arg His.- 158 - Ala His 11512 ttc tat cca tta tta ggt
gat ggtatt ttt act ttg gat ggt gaa ggt432 Phe Tyr Pro Leu Leu Gly Asp Gly lle
Phe Thr Leu Asp Gly Glu Gly 130135140 tgg aaa cat agt aga gct atg ttg aga
cca caa ttt gct aga at caa480 Trp Lys His Ser Arg Ala Met Leu Arg Pro GIn
Phe Ada,Arg,AspaInplAb 150155 160 ait gghcatatt 8pa gel ttgigaacea catatt
caa atq #grgee aaab28 lle Gly His Val Lys Ala Leu Glu Pro His lle GIn lle Leu
Ala Lys 165170 175 g&a att aaa ttg aat aaa ggt@aa act ttt gat att caa gaa'ity
ttt576 GIn lle Lys Leu Asn Lys Gly Lys Thr Phe Asp lle GIn Glu Leu Phe
180185190 ttc aga ttt act gtt gat act gct act gaa ttc ttg ttt ggt aa tct624 Phe
Arg PherTRFVal ASpCriT ARRSTREGI: Phetteu Phe G Git SerSIa5200 205
gtt caé'tét ftgTat gat gaa aaa tta ggt att cct act cca aat gaa672 Val His Ser
Leu Tyr Asp Gld ?/s Leu Gly lle Pro Thr Bfd Asn Glu 210215220 aft’cea gat
aga gat aat ttt gca act gct ttt aac act tct

Gln Asp Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gln Thr
Arg Asp
290 295 300

Arg Gln Val Leu Arg Asp Gln Leu Leu Asn Ile Leu Val Ala
Gly Arg

305 310 315

320

Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu
Ala Arg

325 330
335

Thr Pro Arg Val Ala Asn Lys Leu Arg Glu Glu Ile Glu Asp
Lys Phe
340 345 350

Gly Leu Gly Gln Asp Ala Arg Val Glu Glu Ile Ser Phe Glu
Ser Leu
355 360 365

Lys Ser Cys Glu Tyr Leu Lys Ala Val Leu Asn Glu Cys Leu
Arg Leu
370 375 380

Tyr Pro Ser Val Pro Gln Asn Phe Arg Val Ala Thr Arg Asn
Thr Thr

385 390 395

400



caa cat720 lle Pro Gly Arg Asp Asn Phe Ala Thr Ala Phe Asn Thr Ser GIn His
225230235 240 tat ttg gct acc aga aca tac tcc caa act ttc tac ttt tta act aac768
Tyr Leu Ala Thr Arg Thr Tyr Ser GIn Thr Phe Tyr Phe Leu - 159 - Thr Asn
245250 255 cct aag gaa ttt aga gac tgt aatgot aaa gtt cat tac ttg got aaa816
Pro Lys Glu Phe Arg Asp Cys Asn Ala Lys Val His Tyr Leu Ala Lys
260265979 131 ULGIc A3} 357, 08t 40 AL e-gcl 00 9as 0ad,at 934,360,
Tyr Phg,Val Asn Lys Ala Leu Asn'Phe Thr Pro Glu Glu lle Glu Glu
275280285 aag too aaa tofggt tat gtt ttc ttg tat gaa ftggtt aaa caa acc912
Lys Serd.ys Ser Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys GIn Thr 290295300
aga gat cca aaa gtt tta caa gat caa tta ttg aac att atg gtt goo960 Arg Asp Pro
Lys Val Leu GIn Asp GIn Leu Leu Asn lle Met Val Ala 305310315 320 ggt
aga dat acélact@ot gytttaviea teetit ea atgttt'\gah ttal008 Gl raghAsp Ahy
Thr AleGlyY®u Leu Ser Phe Ala Met Phe Glu Leu 325330 335 got aga cat
cca gaa att tgg tot adefta aga gaa gaa att gaa’gtP1056 Ala Arg His Pro Gitf
lle Trp Ser Lys Leu Arg Glu Glu lle Glu Val 340345350 aac ttt ggt gtt ggt gaa
gaa tqt cgt gtt gaa gaa att act ttt gaal104 Asn Phe Gly Val Gly Glu Glu Ser
At VAL B Gl 1 ToF PHG. 610 366350365 T 1 424 a0 (ot 60 (26 (1 e
got att cht aat gaaact ttg1152 Ser Leu Lyg frg Cys Glu Tyr Leu Lys, Ala lle
Leu Asn Glu - 160 - Thr Leu

Glu Pro Glu Thr Lys Lys Leu Gly Trp Ala Phe Leu Pro Phe
Asn Gly
450 455 460

Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu Thr Glu
Ala Ser

465 470 475

480

Tyr Val Thr Val Arg Leu Leu Gln Glu Phe Ser His Leu Thr
Met Asp

485 490
495

Pro Asn Thr Glu Tyr Pro Pro Lys Lys Met Ser His Leu Thr
Met Ser
500 505 510

Leu Phe Asp Gly Ala Asn Ile Gln Met Tyr

515 520
<210> 35
<211> 1572
<212> DNA

<213> Candida tropicalis

<220>
<221> CDS



370375380 cgt atg tat cot tot gtt cca gtc aat too aga aca gcc act aga gat1200
Arg Met Tyr Pro Ser Val Pro Val Asn Ser Arg Thr Ala Thr Arg Asp 385390395
400 acc aca tta cca aga ggt ggt ggt cca aat ggt act gat cca att ttt1248 Thr Thr
Leu Pro Arg Gly Gly Gly Pro Asn Gly-ThroAsp Pro lle Phe 405410 415 att cca
aagg g%% Q ac t go&ggg t gtt tac aaa act cat cgt1296 lle Pro Lys Gly Ser
ThrV a Tyr eVaI yr Lys Thr His Arg 420425430 tta gaa gaa tat tat ggt
aaa gat got gat gat ttc aga cca gaa agal344 Leu Glu Glu Tyr Tyr Gly Lys Asp
Ala AspAsp Phe Arg-Rro &ld Arg-435440445 tga tttgaa oca teapct aaa-aag
tta got g9 go4 tat gtt ccadtt1392 Trp Phe Glu Pro Ser Thr Lys Lys Leu Gly
Trp AlaTyr Val Bro Rhe 450455460 Bad ggi 9ot €cazaga ati titteogge canaaa
ttt gotrtta acy gaal440 Asn Gly Gly Pro Arg lle Cys Leu Gly GIn GIn Phe Ala
Leu Thr Glu 465470475 480 got tot tat gtt att acc agdttg gta caa atg ttt gaa
act gtt $ot1488 Ala Ser Tyr Val lle Thr Arg Leu Val GIn Met Phe Glu Thr Val
Ser 485490 495 - 161 - Ser Ser Pro Asp Val Glu Tyr Pro Pro Pro Lys Cys lle
His L&f grrﬁ%oc?sﬁsﬁ@a@tég%a &étagﬁcﬁgtgbctfttﬁb‘i‘t 8&& atg faéi%?%%et
ser Hi§ AspAsp Gly Vaﬁ he Val Lys Me %I% <210> 36 <211> 523
<2125PR <§1 > CandlciI roplcallse& etAlh Thr CaPlneGIuelPe

Asp Sser Ala Leu Pro Jyr Leu Thr Lys 1510 15 Jp Tyr Thr Val lle Thr Leg(ﬁla
Ala Leu Val Phe Leu lle Ser Ser

aat att aaa aat tac gtc aag gct aag aag ttg aaa tgc aga

gat cct 144
Asn Ile Lys Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Arg
Asp Pro

35 40 45

cca tat ttc aaa gga gcc ggt tgg aca ggt att agt cca tta

att gaa 192
Pro Tyr Phe Lys Gly Ala Gly Trp Thr Gly Ile Ser Pro Leu
Ile Glu

50 55 60

att att aaa gtt aaa ggt aat ggt aga ttg gca gat ttt gcc

gat aaa 240

Ile Ile Lys Val Lys Gly Asn Gly Arg Leu Ala Asp Phe Ala
Asp Lys

65 70 75

80

aca ttc gac gac tat cca aac cat act ttt tac atg tct att

att ggt 288
Thr Phe Asp Asp Tyr Pro Asn His Thr Phe Tyr Met Ser Ile
Ile Gly
85 90
95

gct ttg aaa atc gtc ttg act gtt gat cca gaa aat att aaa

gct gtt 336
Ala Leu Lys Ile Val Leu Thr Val Asp Pro Glu Asn Ile Lys
Ala Val

100 105 110

ttg gct act caa ttt act gat ttc tcc tta ggt acc aga cat
gct cat 384
Leu Ala Thr Gln Phe Thr Asp Phe Ser Leu Gly Thr Arg His



202530 Asn lle Lys Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Arg Asp Pro
354045 Pro Tyr Phe Lys Gly Ala Gly Trp Thr Gly lle Ser Pro Leu lle Glu
505560 lle lle Lys Val Lys Gly Asn Gly Arg Leu Ala Asp Phe Ala Asp Lys
657075 80 Thr Phe Asp Asp Tyr Pro Ash°Bis Thr Phe Tyr Met Ser lle lle Gly
8590(§§ &62 Ala Val 100105110 Leu Ala Thr GIn Phe Thr Asp Phe Ser
Leu Gly rhr A is Ala His 115120125 Rhg, Tyr Pro Leu Leu Gly Asp.Gly lle
Phe Thr Leu Asp GIy Glu Gly 130135140 Trp Lys His Ser Arg Ala Met Leu
Arg Pre GlpRhe Ala-Arg Asp GIBd45150]156 16Q lleGly-His Valblys Alakeu
Glu PsaHigdle GIn lledzu Ala Lys 165170 175 Gin lle Lys Leu Asn Lys Gly
Lys ThrLhe/Aspdte Gin Glybest Phe k80385 190-PhaArgh?he dhrAdal Aspy
Thr Ala The Glu Phe Leu Phe Gly Glu Ser 195200205 Val His Ser Leu Tyr
Asp Glu Lys3Deu Gly lle Pro Thr Prol&sn Glu 210215220 lle Pid Gly Arg Asp
Asn Phe Ala Thr Ala Phe Asn Thr Ser GIn His 225230235 240 Tyr Leu Ala
Thr Arg THRyrSér @‘H‘FTﬁfJ PHETyPPHe '€l THRASAR4BZ50- L 68T aga

gat caa

Trp Lys His Ser Arg Ala Met Leu Arg Pro Gln Phe Ala Arg
Asp Gln

145 150 155

160

att ggt cat gtt aaa gct ttg gaa cca cat att caa atc ttg

gcc aaa 528
Ile Gly His Val Lys Ala Leu Glu Pro His Ile Gln Ile Leu
Ala Lys
165 170
175

caa att aaa ttg aat aaa ggt aaa act ttt gat att caa gaa

ttg ttt 576
Gln Ile Lys Leu Asn Lys Gly Lys Thr Phe Asp Ile Gln Glu
Leu Phe

180 185 190

ttc aga ttt act gtt gat act gct act gaa ttc ttg ttt ggt

gaa tct 624
Phe Arg Phe Thr Val Asp Thr Ala Thr Glu Phe Leu Phe Gly
Glu Ser

195 200 205

gtt cac tct ttg tat gat gaa aaa tta ggt att cct act cca

aat gaa 672
Val His Ser Leu Tyr Asp Glu Lys Leu Gly Ile Pro Thr Pro
Asn Glu

210 215 220

att cca ggt aga gat aat ttt gca act gct ttt aac act tct

caa cat 720

Ile Pro Gly Arg Asp Asn Phe Ala Thr Ala Phe Asn Thr Ser
Gln His

225 230 235

240

tat ttg gct acc aga aca tac tcc caa act ttc tac ttt tta
act aac 768
Tyr Leu Ala Thr Arg Thr Tyr Ser Gln Thr Phe Tyr Phe Leu



Pro Lys Glu Phe Arg Asp Cys Asn Ala Lys Val His Tyr Leu Ala Lys
260265270 Tyr Phe Val Asn Lys Ala Leu Asn Phe Thr Pro Glu Glu lle Glu
Glu 275280285 Lys Ser Lys Ser Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys GIn
Thr 290295300 Arg Asp Pro Lys Val telGIn-Asp GIn Leu Leu Asn lle Met
Val AF\ylh@]BO 310315 320 Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala
Met U Leu 325330 335 Ala Arg His Pro Glu llecTrp Ser Lys Leu Arg
Glu Glydle Glu Val 340345350 Asn Phe Gly Val Gly Glu Glu Ser Arg Val Glu
Glu lle Thr Phe Glu 355360365 Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala lle
Leu Asit Glu 4 hd2u-3¢03 42380 Arg MetByr Bea Sexd/ajfirocdal Ask Serg
Arg TheAladhr Arg Asp 885390395 400 - 164 - lle Phe 405410 415 lle Pro
Lys Gly SearyEnicVal RlasTywrbde Mad Tyy 4 yssthraHis Axg420428430 Tetu Ghw
Glu T3 JykBly Lys Asp Ala Asp Asp Phe Arg Pro Glu Arg 435440445 Trp
Phe Glu Pro Ser Thrd8/ Lys Leu Gly Trp Ala P¢i®Val Pro Phe 450455460/ 0
Asn Gly Gly Pro Arg lle Cys Leu Gly Gin Gin Phe Ala Leu Thr Glu 465470475

480 /ggzsé;riyﬁ\?& ﬁ‘é‘ﬁ'h?‘?‘!?rgq_cetu VaPGift Mt Bhé GluCrisr Varserass48o
495 Tyr Phe Val Asn Lys Ala Leu Asn Phe Thr Pro Glu Glu Ile
Glu Glu

275 280 285

aag tcc aaa tct ggt tat gtt ttc ttg tat gaa ttg gtt aaa

caa acc 912
Lys Ser Lys Ser Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys
Gln Thr

290 295 300

aga gat cca aaa gtt tta caa gat caa tta ttg aac att atg

gtt gcc 960

Arg Asp Pro Lys Val Leu Gln Asp Gln Leu Leu Asn Ile Met
Val Ala

305 310 315

320

ggt aga gat acc act gct ggt tta tta tca ttt gca atg ttt

gaa tta 1008
Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala Met Phe
Glu Leu
325 330
335

gct aga cat cca gaa att tgg tct aaa tta aga gaa gaa att

gaa gtt 1056
Ala Arg His Pro Glu Ile Trp Ser Lys Leu Arg Glu Glu Ile
Glu Vval

340 345 350

aac ttt ggt gtt ggt gaa gaa tct cgt gtt gaa gaa att act

ttt gaa 1104
Asn Phe Gly Val Gly Glu Glu Ser Arg Val Glu Glu Ile Thr
Phe Glu

355 360 365

tct ttg aag aga tgt gaa tac ttg aaa gct att ctt aat gaa
act ttg 1152
Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala Ile Leu Asn Glu



Ser Ser Pro Asp Val Glu Tyr Pro Pro Pro Lys Cys lle His Leu Thr 500505510
Met Ser His Asp Asp Gly Val Phe Val Lys Met 515520 <210> 37 <211> 1512
<212> DNA <213> Candida tropicalis <220> <221> CDS <222>(1)..(1512) -
165 - <400> 37 atg tca tta aca gaa aca aefgot acg ttt att tac aat tat tgg tac48
Met Sﬁ{ L%u I'Ehr Glu Thr Thr Ala Thr Phe lle Tyr Asn Tyr Trp Tyr 1510 15 atc
ata ttc aft ata ftc tac aca acc ago aag afc atc aag tat cat9é lle e Phe lle lle
Phe Tyr Thr Thr Ser Lys lle lle Lys Tyr His 202530 cac acg aca tat ctt atg ata
aag ttcaaa got tatcog-ectttg agtld4 His The Th Ty dewsMet dlel yz-Rhedsys
Ala SggPrgRro Leu Asmp354045 tac ata aat aaa ggt ttt ttt gga att cag gcg acg
ttc acgrgpantigl92:Tyrdle Asn Lys1GhrBhedhe &ly HlexGrrAlarhbr Rhe Tk
Glu Leudb05560 aaa cat ctt ata tgt cac aca tog att gat tac goo atc gat caa
ttc240 8ys His Leu lle Cys His ¥hBP Ser lle Asp Tyr Ala lle3&sp Gin Phe
6570758 80 aat aac gtc cca ttc cca cat gtt cat act ttt gta acc aaa tt ctt288 Asn
Asn Val Pro Phe Pro His Val His Thr Phe Val Thr Lys Val Leu 8590 95 ggt
aat ga§ taPate atgtac aad Yat et gdd adtHit 452 girttad¥6 Gl ASTEITE2U

4
lle MQIh'Fh Lﬁis Asp I%)lfpoéﬂ gAS&Iil;e L¥s Vahl Legr%O(%lOS

1
é&y Thr Asp Pro
Ile Phe

405 410

415

att cca aag ggt tcc act gtt gct tat att gtt tac aaa act

cat cgt 1296
Ile Pro Lys Gly Ser Thr Val Ala Tyr Ile Val Tyr Lys Thr
His Arg

420 425 430

tta gaa gaa tat tat ggt aaa gat gct gat gat ttc aga cca

gaa aga 1344
Leu Glu Glu Tyr Tyr Gly Lys Asp Ala Asp Asp Phe Arg Pro
Glu Arg

435 440 445

tgg ttt gaa cca tca act aaa aag tta ggt tgg gct tat gtt

cca ttt 1392
Trp Phe Glu Pro Ser Thr Lys Lys Leu Gly Trp Ala Tyr Val
Pro Phe

450 455 460

aat ggt ggt cca aga att tgt tta ggc caa caa ttt gct tta

act gaa 1440

Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu
Thr Glu

465 470 475

480

gct tct tat gtt att acc aga ttg gta caa atg ttt gaa act

gtt tct 1488
Ala Ser Tyr Val Ile Thr Arg Leu Val Gln Met Phe Glu Thr
Val Ser
485 490
495

tct tcc cca gat gtt gaa tac cct cca cca aaa tgt att cat
ttg act 1536



ttg agt too agt ttt gat aag ttt gat tat gga aca cgt tca agt goo384 Leu Ser Ser
Ser Phe Asp Lys Phe Asp Tyr Gly Thr Arg Ser Ser Ala 115120125 - 166 - gtg
caa cca tct tta gga atg ggg ata ttc act ctt gaa gga gaa aat432 Val Gin Pro Ser
Leu Gly Met Gly lle Phe Thr Leu Glu Gly@Glu-Asn 130135140 tgg aaa gca
aca aga agt gtt ffa agg a g aga_aaa ca4%QTr Lys Ala Thr Arg.Ser
Vol LB N Ps o Riy L3 S e 1o 168 et 2 B (s
cat gat ttt gaa cca catf ftg aaa acc ctt cag aaa528dle Asp Lys Val His Asp Phe
Glu Pro His Phe Lys Thr Leu Gin Lys 165170 175 aga ata gat ggg aag gtt
gga tattit gae ate.cag£agag Y tag§ve Argdle;AspaGly kysVah&ly Tyr Phe
Asp Iles@in Gin Glu Phe Leu 180185190 aaa tta gga ttg gaa ttg agt att gag ttt
att tttiggt caargti gta6bLys b etlGlywkeu Kl Leu Sey HeMslu Phe lle Phe Gly
Gin Val Val 195208205 tcg gaa gat gtc cca2éat tat gat gat ttt acc cag gct tgg
gat aga672 Ser Glu Asp Val Pro His Tyr Asp Asp Phe Thr Gin Ala Trp Asp
Arg 210215220 tgt caa gac tat atg atg cta aga tta ttg ttg ggg gat ttt tat tgg720
Cys GintASp T37 Met Met Leu Arg Leu Leu Leu Gly Asp Phe Tyr Trp
225230235 24PR ta gct aat gac tgg aga tat aaa cag tcc aat caa att gtg caa
gct76§ I %éla @sn Asp Ttrggéb\rgcTa)iriLsys Gin Ser Asn Gin lle Val Gin Ala
245250 -167 - 255 1t tot gatp tat ttg gtg caa aaa tca ctt gaa aat aca tgc aac
gac81G fhe Cyg Asp Tyr Leu Val Gin Lys Ser Leu Glu Asn Thr Cys Asn Asp
260265270 aaa ttt gtc ttt gta cag gaa ctt gca aaa cac acg acc aac

Met Ala Thr Gln Glu Ile Ile Asp Ser Ala Leu Pro Tyr Leu

Thr Lys

1 5 10

15

Trp Tyr Thr Val Ile Thr Leu Ala Ala Leu Val Phe Leu Ile
Ser Ser
20 25 30

Asn Ile Lys Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Arg
Asp Pro
35 40 45

Pro Tyr Phe Lys Gly Ala Gly Trp Thr Gly Ile Ser Pro Leu
Ile Glu
50 55 60

Ile Ile Lys Val Lys Gly Asn Gly Arg Leu Ala Asp Phe Ala
Asp Lys

65 70 75

80

Thr Phe Asp Asp Tyr Pro Asn His Thr Phe Tyr Met Ser Ile
Ile Gly

85 90
95

Ala Leu Lys Ile Val Leu Thr Val Asp Pro Glu Asn Ile Lys



aaa acg864 Lys Phe Val Phe Val Gin Glu Leu Ala Lys His Thr Thr Asn Lys
Thr 275280285 ttc att aga gat caa gca tta ago ttg att atg got tca aga ac
aca912 Phe lle Arg Asp Gin Ala Leu Ser Leu lle Met Ala Ser Arg Asp Thr
290295300 act got gag ttg atg gca ttc-aéé ata cta gaa tta too aga aat ccc960
Thr A%%Glg ﬁu Met Ala Phe Thr lle Leu Glu Leu Ser Arg Asn Pro
305310315 320 act 3tg 499 gaa aga tta aga gaggaa ata gat goo aat ttt gga,
ttg1008 Thr lle Trp Glu Arg Leu Arg Glu Glu lle Asp Ala Asn Phe Gly Leu
325330 335 gaa tca ccc gac ttg ctt aca ttt gat tca ctt cgc aag ttc aaa tat1056
Glu Ses\Prei1Aspheudieu Fhe PherAspSenles &rglys Rhe Lys T Wrg His
340345350 gt caa got atc ttg aat gag act ctt agg atg tac cct gga gtt ccall04
Val Gin Ala lle Uewb Asn Glu Thr Leu Arg M20 Tyr Pro Gly Val Pro 353360365
aga aat atg aaa act got aaa tgt act act aca tta cca aaa gga ggall52 Arg Asn
Met Lys Thr Ala Lys Cys Thr Thr Thr Leu Pro Lys Gly Gly 370375380 - 168 -
ggg ddargat/gotean farces ateta difRadaag g6t €& tdtGitIZ00 &y LysY
Asp GR/GIfiAsp Pro lle Leu Val Lys Lys Gly Gin Ser Val 385390395 400 ggg
tit att too ata %ot act cat ttg gat ccg dtf’ tat ttt ggt agt1248 Gly Ptie lle Ser lle
Ala Thr His Leu Asp Pro Val Tyr Phe Gly Ser 405410 415

Trp Lys His Ser Arg Ala Met Leu Arg Pro Gln Phe Ala Arg
Asp Gln

145 150 155

160

Ile Gly His Val Lys Ala Leu Glu Pro His Ile Gln Ile Leu
Ala Lys

165 170
175

Gln Ile Lys Leu Asn Lys Gly Lys Thr Phe Asp Ile Gln Glu
Leu Phe
180 185 190

Phe Arg Phe Thr Val Asp Thr Ala Thr Glu Phe Leu Phe Gly
Glu Ser
195 200 205

Val His Ser Leu Tyr Asp Glu Lys Leu Gly Ile Pro Thr Pro
Asn Glu
210 215 220

Ile Pro Gly Arg Asp Asn Phe Ala Thr Ala Phe Asn Thr Ser
Gln His

225 230 235

240

Tyr Leu Ala Thr Arg Thr Tyr Ser Gln Thr Phe Tyr Phe Leu
Thr Asn

245 250
255



gat goo cat gtg ttt aga cca gac cgc tgg ttt gat tot agt atg aaal296 Asp Ala His
Val Phe Arg Pro Asp Arg Trp Phe Asp Ser Ser Met Lys 420425430 aat ttg
ggg tgt aaa tac ttg ccc ttt aac gtc ggt cca aga acg tgtl344 Asn Leu Gly Cys
Lys Tyr Leu Pro Phe Asn Val Gly Pro-Ak¢ Thr Cys 435440445 ttg gga caa
cag tac act ttg att gag gca ago tac ttg tta gtt cgt1392 Leu Gly Gin Gin Tyr Thr
Leu lle Glu Ala Ser Tyr Leu Leu Val Arg 450455460 cta gcg caa aca tat gaa
aca gt 9aa {ca 63t,cee,gahica tlégg Ley, Ala GinThrLyr G Th Val Glu
Ser Hig Pro-Asp Ser Val Tyr 465470475 480 cca cca agg aag aaa gcg ttg atc
aat atg tgt got gca gagggt gtt1488 Pro Pro Argkys Lys Ala Leu lle Asn teg
Cys Ala Ala Asp Gly Val 485490 495 gat gtc aag ttc cat aga tta taa 1512 Asp
Val Lys Phe His Arg Leu 500 - 169 - <210> 38 <211> 503 <212> PRT <213>
Candider treprealis 400> Bg Met Ser-teurBmr Ghe THRT hpAda Thr FHerllé TRyr
Asn BT B Pyr 1510 15 lle lle Phe lle lle Phe Tyr Thr Thr Ser Lys lle lle Lys
Tyr His 2025304His Thr Thr Tyr Leu Met & Lys Phe Lys Ala Ser PrefPro Leu
Asn 354045 Tyr lle Asn Lys Gly Phe Phe Gly lle Gin Ala Thr Phe Thr Glu Leu

505560 Lys His Leu lle Cys His Thr Ser lle Asp Tyr Ala lle Asp Gin_Phe
57075 BULAén Ao VAT Pra P Brd s VAT 116 Tt Bna VAl Th LY Ve
290 295 300

Arg Asp Pro Lys Val Leu Gln Asp Gln Leu Leu Asn Ile Met
vVal Ala

305 310 315

320

Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala Met Phe
Glu Leu

325 330
335

Ala Arg His Pro Glu Ile Trp Ser Lys Leu Arg Glu Glu Ile
Glu Val
340 345 350

Asn Phe Gly Val Gly Glu Glu Ser Arg Val Glu Glu Ile Thr
Phe Glu
355 360 365

Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala Ile Leu Asn Glu
Thr Leu
370 375 380

Arg Met Tyr Pro Ser Val Pro Val Asn Ser Arg Thr Ala Thr
Arg Asp

385 390 395

400

Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn Gly Thr Asp Pro



8590 95 Gly Asn Glu Leu lle Met Thr Lys Asp Pro Glu Asn lle Lys Val Leu
100105110 Leu Ser Ser Ser Phe Asp Lys Phe Asp Tyr Gly Thr Arg Ser Ser
Ala 115120125 - 170 - Val Gin Pro Ser Leu Gly Met Gly lle Phe Thr Leu Glu
Gly Glu Asn 130135140 Trp Lys Ala Thi Atg-Ser Val Leu Arg Asn Met Phe
Asp Lys Ser 145160 150 155 lle Asp Lys Val His Asp Phe Glu Pro
His P eeLys hr Leu Gin Lys 410

415

Ile Pro Lys Gly Ser Thr Val Ala Tyr Ile Val Tyr Lys Thr
His Arg
420 425 430

Leu Glu Glu Tyr Tyr Gly Lys Asp Ala Asp Asp Phe Arg Pro
Glu Arg
435 440 445

Trp Phe Glu Pro Ser Thr Lys Lys Leu Gly Trp Ala Tyr Val
Pro Phe
450 455 460

Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln Gln Phe Ala Leu
Thr Glu

465 470 475

480

Ala Ser Tyr Val Ile Thr Arg Leu Val Gln Met Phe Glu Thr
Val Ser

485 490
495

Ser Ser Pro Asp Val Glu Tyr Pro Pro Pro Lys Cys Ile His
Leu Thr
500 505 510

Met Ser His Asp Asp Gly Val Phe Val Lys Met

515 520
<210> 37
<211> 1512
<212> DNA

<213> Candida tropicalis

<220>
<221> CDS
<222> (1)..(1512)



165 170 175 Arg lle Asp Gly Lys Val Gly Tyr Phe Asp lle Gin Gin

Glu

- 165 -

<400> 37

atg tca tta aca gaa aca act gct acg ttt att tac aat tat
tgg tac 48

Met Ser Leu Thr Glu Thr Thr Ala Thr Phe Ile Tyr Asn Tyr
Trp Tyr

1 5 10

15

atc ata ttc att ata ttc tac aca acc agc aaa atc atc aag
tat cat 96
Ile Ile Phe Ile Ile Phe Tyr Thr Thr Ser Lys Ile Ile Lys
Tyr His

20 25 30

cac acg aca tat ctt atg ata aag ttc aaa gct tct ccg cct
ttg aat 144
His Thr Thr Tyr Leu Met Ile Lys Phe Lys Ala Ser Pro Pro
Leu Asn

35 40 45

tac ata aat aaa ggt ttt ttt gga att cag gcg acg ttc acg
gaa ttg 192
Tyr Ile Asn Lys Gly Phe Phe Gly Ile Gln Ala Thr Phe Thr
Glu Leu

50 55 60

aaa cat ctt ata tgt cac aca tcg att gat tac gcc atc gat
caa ttc 240

Lys His Leu Ile Cys His Thr Ser Ile Asp Tyr Ala Ile Asp
Gln Phe

65 70 75

80

aat aac gtc cca ttc cca cat gtt cat act ttt gta acc aaa
gtt ctt 288
Asn Asn Val Pro Phe Pro His Val His Thr Phe Val Thr Lys
Val Leu

85 90
95

ggt aat gag tta atc atg aca aaa gat cct gaa aat att aaa
gtt tta 336
Gly Asn Glu Leu Ile Met Thr Lys Asp Pro Glu Asn Ile Lys
Val Leu

100 105 110

ttg agt tcc agt ttt gat aag ttt gat tat gga aca cgt tca
agt gcc 384
Leu Ser Ser Ser Phe Asp Lys Phe Asp Tyr Gly Thr Arg Ser
Ser Ala

115 120 125



Phe Leu 180 185 190 Lys Leu Gly Leu Glu Leu Ser lle Glu Phe lle
Phe Gly Gin Val Val

- 166 -

gtg caa cca tct tta gga atg ggg ata ttc act ctt gaa gga

gaa aat 432
Val Gln Pro Ser Leu Gly Met Gly Ile Phe Thr Leu Glu Gly
Glu Asn

130 135 140

tgg aaa gca aca aga agt gtt tta agg aac atg ttt gat aga

aaa tca 480

Trp Lys Ala Thr Arg Ser Val Leu Arg Asn Met Phe Asp Arg
Lys Ser

145 150 155

160

att gac aag gta cat gat ttt gaa cca cat ttc aaa acc ctt

cag aaa 528
Ile Asp Lys Val His Asp Phe Glu Pro His Phe Lys Thr Leu
Gln Lys
165 170
175

aga ata gat ggg aag gtt gga tat ttt gac atc caa cag gag

ttt tta 576
Arg Ile Asp Gly Lys Val Gly Tyr Phe Asp Ile Gln Gln Glu
Phe Leu

180 185 190

aaa tta gga ttg gaa ttg agt att gag ttt att ttt ggt caa

gtt gta 624
Lys Leu Gly Leu Glu Leu Ser Ile Glu Phe Ile Phe Gly Gln
Val Val

195 200 205

tcg gaa gat gtc cca cat tat gat gat ttt acc cag gct tgg

gat aga 672
Ser Glu Asp Val Pro His Tyr Asp Asp Phe Thr Gln Ala Trp
Asp Arg

210 215 220

tgt caa gac tat atg atg cta aga tta ttg ttg ggg gat ttt

tat tgg 720

Cys Gln Asp Tyr Met Met Leu Arg Leu Leu Leu Gly Asp Phe
Tyr Trp

225 230 235

240

ata gct aat gac tgg aga tat aaa cag tcc aat caa att gtg

caa gct 768
Ile Ala Asn Asp Trp Arg Tyr Lys Gln Ser Asn Gln Ile Val
Gln Ala

245 250



195200205 Ser Glu Asp Val Pro His Tyr Asp Asp Phe Thr Gin Ala Trp Asp
Arg 210215220 Cys Gin Asp Tyr Met Met Leu Arg Leu Leu Leu Gly Asp Phe
Tyr Trp 225230235 240 lle Ala Asn Asp Trp Arg Tyr Lys Gin Ser Asn Gin lle
Val Gin Ala 245250 255 Phe Cys Asp TP Leu Val Gin Lys Ser Leu Glu Asn
Thr Cé/§5Asn Asp 260265270 - 171 - Lys Thr 275280285 Phe lle Arg Asp Gin
Ala Leu Ser Leu lle Met Ala Ser Arg Asp Thr 290295300 Thr Ala Glu Leu Met
Ala PheThrlle Leu Glu Leu SerArg-Asn Pro 305310315,320 Jhyr lle. Trp Glu
Arg Led ArgGlu Glu ligisp Ala Asn Phe Gly Leu 325330 335 Glu Ser Pro
Asp LeikLey dhidthepspr3er tau Arod ys,Bhedsys By 340343350 val &Gig
Ala lledeurAsn Glu Thr Leu Arg Met Tyr Pro Gly Val Pro 355360365 Arg Asn
Met Lys Thr Ala Lys @y8 Thr Thr Thr Leu Pro Ry Gly Gly 370375380 GR/70ys
Asp Gly Gin Asp Pro lle Leu Val Lys Lys Gly Gin Ser Val 385390395 400

aaa ttt gtc ttt gta cag gaa ctt gca aaa cac acg acc aac

aaa acg 864
Lys Phe Val Phe Val Gln Glu Leu Ala Lys His Thr Thr Asn
Lys Thr

275 280 285

ttc att aga gat caa gca tta agc ttg att atg gct tca aga

gac aca 912
Phe Ile Arg Asp Gln Ala Leu Ser Leu Ile Met Ala Ser Arg
Asp Thr

290 295 300

act gct gag ttg atg gca ttc acc ata cta gaa tta tcc aga

aat ccc 960

Thr Ala Glu Leu Met Ala Phe Thr Ile Leu Glu Leu Ser Arg
Asn Pro

305 310 315

320

act atc tgg gaa aga tta aga gag gaa ata gat gcc aat ttt

gga ttg 1008
Thr Ile Trp Glu Arg Leu Arg Glu Glu Ile Asp Ala Asn Phe
Gly Leu
325 330
335

gaa tca ccc gac ttg ctt aca ttt gat tca ctt cgc aag ttc

aaa tat 1056
Glu Ser Pro Asp Leu Leu Thr Phe Asp Ser Leu Arg Lys Phe
Lys Tyr

340 345 350

gtt caa gct atc ttg aat gag act ctt agg atg tac cct gga

gtt cca 1104
Val Gln Ala Ile Leu Asn Glu Thr Leu Arg Met Tyr Pro Gly
Val Pro

355 360 365

aga aat atg aaa act gct aaa tgt act act aca tta cca aaa

gga gga 1152
Arg Asn Met Lys Thr Ala Lys Cys Thr Thr Thr Leu Pro Lys
Gly Gly

370 375 380



Gly Phe lle Ser lle Ala Thr His Leu Asp Pro Val Tyr Phe Gly Ser 405410 415
Asp Ala His Val Phe Arg Pro Asp Arg Trp Phe Asp Ser Ser Met Lys
420425430 - 172 - Asn Leu Gly Cys Lys Tyr Leu Pro Phe Asn Val Gly Pro
Arg Thr Cys 435 440 445 Leu GHBGin Gin Tyr Thr Leu lle

ggg aaa gat ggt caa gat cca att cta gtt aaa aag ggt caa

tct gtt 1200

Gly Lys Asp Gly Gln Asp Pro Ile Leu Val Lys Lys Gly Gln
Ser Val

385 390 395

400

ggg ttt att tcc ata gct act cat ttg gat ccg gtt tat ttt

ggt agt 1248
Gly Phe Ile Ser Ile Ala Thr His Leu Asp Pro Val Tyr Phe
Gly Ser
405 410
415

gat gcc cat gtg ttt aga cca gac cgc tgg ttt gat tct agt

atg aaa 1296
Asp Ala His Val Phe Arg Pro Asp Arg Trp Phe Asp Ser Ser
Met Lys

420 425 430

aat ttg ggg tgt aaa tac ttg ccc ttt aac gtc ggt cca aga

acg tgt 1344
Asn Leu Gly Cys Lys Tyr Leu Pro Phe Asn Val Gly Pro Arg
Thr Cys

435 440 445

ttg gga caa cag tac act ttg att gag gca agc tac ttg tta

gtt cgt 1392
Leu Gly Gln Gln Tyr Thr Leu Ile Glu Ala Ser Tyr Leu Leu
Val Arg

450 455 460

cta gcg caa aca tat gaa aca gtt gaa tca cat ccc gat tca

gtt tat 1440

Leu Ala Gln Thr Tyr Glu Thr Val Glu Ser His Pro Asp Ser
Val Tyr

465 470 475

480

cca cca agg aag aaa gcg ttg atc aat atg tgt gct gca gac

ggt gtt 1488
Pro Pro Arg Lys Lys Ala Leu Ile Asn Met Cys Ala Ala Asp
Gly Vval
485 490
495

gat gtc aag ttc cat aga tta taa
1512
Asp Val Lys Phe His Arg Leu

500



Glu Ala Ser Tyr Leu Leu Val Arg 450 455 460 Leu Ala Gin Thr Tyr Glu
Thr Val Glu Ser His Pro Asp Ser Val Tyr

<210>
<211>
<212>
<213>

<400>

Met
Trp

15

Ile
Tyr

His
Leu

Tyr
Glu

Lys
Gln
65
80

Asn
Val
95

Gly
Val

Leu
Ser

Ser
Tyr

Ile
His

Thr
Asn

Ile
Leu
50

His

Phe

Asn
Leu

Asn
Leu

Ser
Ala

38
503
PRT

Candida tropicalis

38

Leu

Phe

Thr

35

Asn

Leu

Val

Glu

Ser

115

Thr

Ile

20

Tyr

Lys

Ile

Pro

Leu

100

Ser

Glu

Ile

Leu

Gly

Cys

Phe

85

Ile

Phe

Thr

Phe

Met

Phe

His

70

Pro

Met

Asp

Thr

Tyr

Ile

Phe

55

Thr

His

Thr

Lys

169 -

Ala

Thr

Lys

40

Gly

Ser

Val

Lys

Phe

120

465 470

Thr

Thr

25

Phe

Ile

Ile

His

Asp

105

Asp

Phe

10

Ser

Lys

Gln

Asp

Thr

90

Pro

Tyr

Ile

Lys

Ala

Ala

Tyr

75

Phe

Glu

Gly

Tyr

Ile

Ser

Thr

60

Ala

Val

Asn

Thr

Asn

Ile

Pro

45

Phe

Ile

Thr

Ile

Arg

125

Tyr

Lys

30

Pro

Thr

Asp

Lys

Lys

110

Ser



475 480 Pro Pro Arg Lys Lys Ala Leu lle Asn Met Cys Ala Ala Asp Gly
Val 485 490

- 170 -

Val Gln Pro Ser Leu Gly Met Gly Ile Phe Thr Leu Glu Gly
Glu Asn
130 135 140

Trp Lys Ala Thr Arg Ser Val Leu Arg Asn Met Phe Asp Arg
Lys Ser

145 150 155

160

Ile Asp Lys Val His Asp Phe Glu Pro His Phe Lys Thr Leu
Gln Lys

165 170
175

Arg Ile Asp Gly Lys Val Gly Tyr Phe Asp Ile Gln Gln Glu
Phe Leu
180 185 190

Lys Leu Gly Leu Glu Leu Ser Ile Glu Phe Ile Phe Gly Gln
Val Val
195 200 205

Ser Glu Asp Val Pro His Tyr Asp Asp Phe Thr Gln Ala Trp
Asp Arg
210 215 220

Cys Gln Asp Tyr Met Met Leu Arg Leu Leu Leu Gly Asp Phe
Tyr Trp

225 230 235

240

Ile Ala Asn Asp Trp Arg Tyr Lys Gln Ser Asn Gln Ile Val
Gln Ala

245 250
255

Phe Cys Asp Tyr Leu Val Gln Lys Ser Leu Glu Asn Thr Cys
Asn Asp
260 265 270

Lys Phe Val Phe Val Gln Glu Leu Ala Lys His Thr Thr Asn



495
1554

Lys

Phe
Asp

Thr
Asn
305
320

Thr

Gly

335

Glu
Lys

Val
Val

Arg
Gly

Gly
Ser
385
400

Gly
Gly
415

Asp
Met

Asp Val Lys Phe His Arg Leu

Thr

Ile
Thr
290

Ala
Pro

Ile
Leu

Ser
Tyr

Gln
Pro

Asn
Gly
370

Lys

Val

Phe
Ser

Ala
Lys

275

Arg

Glu

Trp

Pro

Ala

355

Met

Asp

Ile

His

Asp

Leu

Glu

Asp

340

Ile

Lys

Gly

Ser

Val

420

Gln

Met

Arg

325

Leu

Leu

Thr

Gln

Ile

405

Phe

Ala

Ala

310

Leu

Leu

Asn

Ala

Asp

390

Ala

Arg

- 171

Leu

295

Phe

Arg

Thr

Glu

Lys

375

Pro

Thr

Pro

500

280

Ser

Thr

Glu

Phe

Thr

360

Cys

Ile

His

Asp

Leu

Ile

Glu

Asp

345

Leu

Thr

Leu

Leu

Arg

425

<210> 39

Ile

Leu

Ile

330

Ser

Arg

Thr

Val

Asp

410

Trp

Met

Glu

315

Asp

Leu

Met

Thr

Lys

395

Pro

Phe

Ala

300

Leu

Ala

Arg

Tyr

Leu

380

Lys

Val

Asp

<211>

285

Ser

Ser

Asn

Lys

Pro

365

Pro

Gly

Tyr

Ser

Arg

Phe

Phe

350

Gly

Lys

Gln

Phe

Ser

430



<212> DNA

Asn
Thr

Leu
Val

Leu
Val
465
480

Pro
Gly

495

Asp

Leu
Cys

Gly
Arg
450

Ala
Tyr

Pro
Val

Val

<210>
<211>
<212>
<213>

<220>
<221>
<222>

<400>

atg
ttg
Met
Leu

15

ttt
ttg
Phe
Leu

atc
gta
Ile
Val

atc
atg
Ile
Met

<213> Candida tropicalis

Gly

435

Gln

Gln

Arg

Lys

39
1554
DNA

Cys Lys Tyr

Gln Tyr Thr

Thr Tyr Glu

470

Lys Lys Ala

485

Phe His Arg
500

- 172

Leu

Leu

455

Thr

Leu

Leu

Candida tropicalis

CDS

(1) ..

39
gaa

Glu

ctt

Leu

(1554)

caa gtt gtt
48
Gln Val Val

cat aaa gta
96
His Lys Val

20

gaa

Glu

ttt

Phe

Pro

440

Ile

Val

Ile

tac

Tyr

gac

Asp

<220>

Phe

Glu

Glu

Asn

tgg

Trp

atg
Met

25

Asn

Ala

Ser

Met

490

tac

10

tgg

Trp

<221> CDS

Val

Ser

His

475

Cys

gtg

Val

cac

His

Gly

Tyr

460

Pro

Ala

gtc

Val

act

Thr

Pro Arg

445

Leu Leu

Asp Ser

Ala Asp

tta cca

Leu Pro

cgt cgg
Arg Arg

30



<222> (1)..(1554) <400> 39 atg atc ttg gta gaa caa gtt 48 gtt gaa tac
tgg tac gtg gtc tta cca Met lle Glu Gin Val Val Glu Tyr Trp Tyr Val

- 173 -

aag caa ttg ggc gct gct cct gtc aca aac caa tta cac gac

aat ttt 144
Lys Gln Leu Gly Ala Ala Pro Val Thr Asn Gln Leu His Asp
Asn Phe

35 40 45

ttt ggt att atc aac gga tgg aaa gca ctt aag ttc aag aaa

gaa ggt 192
Phe Gly Ile Ile Asn Gly Trp Lys Ala Leu Lys Phe Lys Lys
Glu Gly

50 55 60

aga gct caa gaa tat aat gat tat aaa ttt gcc aat tcg aaa

att cca 240

Arg Ala Gln Glu Tyr Asn Asp Tyr Lys Phe Ala Asn Ser Lys
Ile Pro

65 70 75

80

agt gtg ggt act tat gtt agt acc atc ttt gga aca aag ctc

ctc gtc 288
Ser Val Gly Thr Tyr Val Ser Thr Ile Phe Gly Thr Lys Leu
Leu Val
85 90
95

aca aaa gat ccg gag aat atc aaa gct tta tta gca acc caa

ttc agt 336
Thr Lys Asp Pro Glu Asn Ile Lys Ala Leu Leu Ala Thr Gln
Phe Ser

100 105 110

gat ttt tcc ttg ggt aag agg cat aca ctt ttc aaa cca tta

tta ggt 384
Asp Phe Ser Leu Gly Lys Arg His Thr Leu Phe Lys Pro Leu
Leu Gly

115 120 125

gac ggt att ttc act ttg gat gga gaa ggt tgg aaa cat agt

cga gct 432
Asp Gly Ile Phe Thr Leu Asp Gly Glu Gly Trp Lys His Ser
Arg Ala

130 135 140

atg ttg aga cca cag ttt gca aga gaa caa gtt gcc cat gtc

act tct 480

Met Leu Arg Pro Gln Phe Ala Arg Glu Gln Val Ala His Val
Thr Ser

145 150 155

160



Val Leu Pro Leu Val 15 10 15ttt atc ttg atg ctt cat aaa 96 gta ttt gac
atg tgg cac act cgt cgg Phe lle Leu His Lys Val Phe Asp Met Trp His

- 174 -

tta gag cca cat ttc caa ttg ttg aaa aaa cat atc ctc aag

aac aaa 528
Leu Glu Pro His Phe Gln Leu Leu Lys Lys His Ile Leu Lys
Asn Lys
165 170
175

gga ggt ttt ttt gat atc cag gaa ttg ttt ttc cga ttc act

gtt gat 576
Gly Gly Phe Phe Asp Ile Gln Glu Leu Phe Phe Arg Phe Thr
Val Asp

180 185 190

tca gct act gag ttt ttg ttt ggt gaa tca gta cac tct ttg

aag gat 624
Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val His Ser Leu
Lys Asp

195 200 205

gaa aca att ggg tat aac caa gat gat atc gac ttt gtt ggt

aga aag 672
Glu Thr Ile Gly Tyr Asn Gln Asp Asp Ile Asp Phe Val Gly
Arg Lys

210 215 220

gat ttt gcg gaa tcg ttc aac aag gca caa gag tat ctt gct

att aga 720

Asp Phe Ala Glu Ser Phe Asn Lys Ala Gln Glu Tyr Leu Ala
Ile Arg

225 230 235

240

act ttg gtg caa gat ttt tat tat ctt gta aac aat cag gaa

ttc aga 768
Thr Leu Val Gln Asp Phe Tyr Tyr Leu Val Asn Asn Gln Glu
Phe Arg
245 250
255

gat tgc aat aaa ctg gta cac aag ttt acc aac tac tat gtc

caa aga 816
Asp Cys Asn Lys Leu Val His Lys Phe Thr Asn Tyr Tyr Val
Gln Arg

260 265 270

gca ttg gat gcc act cct gaa gag ctt gaa aag caa agt gga

tat gtt 864
Ala Leu Asp Ala Thr Pro Glu Glu Leu Glu Lys Gln Ser Gly
Tyr Val

275 280 285



Thr Arg Arg Leu Met 202530 - 173 - aag caa ttg ggc got got cct gtc aca
aac caa tta cac gac aat ttt144 Lys Gin Leu Gly Ala Ala Pro Val Thr Asn Gin
Leu His Asp Asn Phe 354045 ttt ggt att atc aac gga tgg aaa gca ctt aag ttc
aag aaa gaa ggt192 Phe Gly lle lle Asn'Gy Trp Lys Ala Leu Lys Phe Lys Lys
Glu Gly 505560 aga got caa gaa tat aat gat tat aaa ttt goo aat tog aaa att
cca24Q é\r@fgat%'@ GuLTVEAspASR Iy Lys PheAlp dspserys e brg. .
6570@@ t gtg ggtact ta{“]I gtt agt acc atc ttt gga aca aag ctc ctc gtc2

Ser V@LQIM hriiyr VakSeeThirle RResGly ThitysAey hey Val 8590,9%5 aca
aaa gat€cg:gag aat atc aaa got tta tta gca acc caa ttc agt336 Thr Lys Asp
Pro Glu Asrplle Lys Ala Leu Leu AlaZBiwr Gin Phe Ser 100105310 gat ttt too
ttg ggt aag agg cat aca ctt ttc aaa cca tta tta ggt384 Asp Phe Ser Leu Gly Lys
Arg HisThrdeucPhetllys PrrlLet ¢ eucGly 125320125 'gacaggtcatt tte act #gt
gat gg&'gazcgot tgg a@® eat agt cga got432 Asp Gly lle Phe Thr Leu Asp Gly
Glu @}iﬂ'rﬁjlfyssﬁi”s SerArgAld 130135140ttty 86% dEalcdf it §ea ager
gaa caa’gtf gho cat gtc act tot480 Met Leu Arg Pro Gin Phe Ala Arg Glu Gin
Val Aﬁab |s Val Thr Ser 31

ttg ttg tca ttt gcg gta ttt gaa ctt gct agg aat cca cat

att tgg 1008
Leu Leu Ser Phe Ala Val Phe Glu Leu Ala Arg Asn Pro His
Ile Trp
325 330
335

gcc aaa tta aga gaa gat gtt gaa tcc caa ttt ggt ctt ggt

gaa gaa 1056
Ala Lys Leu Arg Glu Asp Val Glu Ser Gln Phe Gly Leu Gly
Glu Glu

340 345 350

tct cgc att gaa gag att acc ttt gaa agt tta aaa cga tgt

gaa tac 1104
Ser Arg Ile Glu Glu Ile Thr Phe Glu Ser Leu Lys Arg Cys
Glu Tyr

355 360 365

ttg aaa gct ttc ctt aac gaa aca tta cgt gtt tat cca agt

gtt cca 1152
Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg Val Tyr Pro Ser
Val Pro

370 375 380

aga aat ttc aga att gct acc aaa aac acc act tta cca aga

ggt ggt 1200

Arg Asn Phe Arg Ile Ala Thr Lys Asn Thr Thr Leu Pro Arg
Gly Gly

385 390 395

400

ggt tca gac ggc aat tct cct gtt ttg gtc aaa aag ggc gag

gct gtt 1248
Gly Ser Asp Gly Asn Ser Pro Val Leu Val Lys Lys Gly Glu
Ala Val

405 410



145150155 160 - 174 - tta gag cca cat ttc caa ttg ttg aaa aaa cat atc ctc aag
aac aaab528 Leu Glu Pro His Phe Gin Leu Leu Lys Lys His lle Leu Lys Asn
Lys 165170 175 gga ggt ttt ttt gat atc cag gaa ttg ttt ttc cga ttc act gtt gat576
Gly Gly Phe Phe Asp lle Gin Glu LeuPR€ Phe Arg Phe Thr Val Asp
1801%? 90 tca gct act gag ttt ttg ttt ggt gaa tca gta cac tct ttg aag gat624 Ser
Ala Thr Glu Phe Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp 195200205
gaa aca-att ggg fat age caa.gat.gat atc.gac it git 9ot agaaag6i2 Glu Thrlle
Gly TygAspGin AspAsplle Asp Phe Val Gly Arg Lys 210215220 gat ttt gcg
gaa teg tcaac aag geacCcaa gagdat et got att agar 20 AspRherAla f5lu Ser
Phe AsriyLysla Gin Glu Tyr Leu Ala lle Arg 225230235 240 act ttg gtg caa
gat ttt tat tat ctt gta aae@at cag gaa ttc aga768:Zhr Leu Val Gin Asp PhetT9r
Tyr Leu Val Asn Asn Gin Glu Phe Arg 245250 255 gat tgc aat aaa ctg gta cac
aag tdecdc Hettal Yic Eaa a8 1B ASpBYLASNLYS e Vak His ¢y sthige
Thr ASRITWIRyr Val GitfArg 260265270 gca ttg gat gcc act cct gaa gag cit
gaa 47 odd Agh YA RBEAAIE LELP ASH A FhriPTo GIF Gii Lo 6Is By
Gin S%l?%@rﬁ/r \é%l 275280285 - 175 - ttc E} tat gaa ttg gtt aaa cag acc aga
gac cot aat gta ﬁg aga912 Phe Leu Tyr G u%eu Val Lys Gin Thr Arg Asp Pro
Asn Vil e 1, 290295300.0al Gaa tea g, gac Al Jia ta got ol aga gat e
act gglttg;gg%éo sp GipSer Leu Asn lle Leu Leu Ala Gly Arg Asp Thr Thr'Ala
Gly Lys Leu Gly Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg

Ile Cys

450 455 460

tta ggt caa caa ttt gct tta acc gaa gcg ggt tat gta ttg

gtt aga 1440

Leu Gly Gln Gln Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu
Val Arg

465 470 475

480

ttg gcc caa agt ttt gac acc ttg gaa ttg aag cca cca gtt

gtg tat 1488
Leu Ala Gln Ser Phe Asp Thr Leu Glu Leu Lys Pro Pro Val
Val Tyr
485 490
495

cca cca aag aga tta aca aac ttg act atg tct tta caa gac

gga act 1536
Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Ser Leu Gln Asp
Gly Thr

500 505 510

att gtc aag atc gat tag

1554

Ile Val Lys Ile Asp
515

<210> 40

<211> 517

<212> PRT

<213> Candida tropicalis



305310315 320 ttg ttg tca ttt gcg gta ttt gaa ctt got agg aat cca cat att
tgg1008 Leu Leu Ser Phe Ala Val Phe Glu Leu Ala Arg Asn Pro His lle Trp
325330 335 goo aaa tta aga gaa gat gtt gaa too caa ttt ggt ctt ggt gaa
gaal056 Ala Lys Leu Arg Glu Asp Val Gld’Ser Gin Phe Gly Leu Gly Glu Glu
3403&%@9 tot,cgc att gaa gag att acc {tt gaa agt tta aaa cga tgt gaa tac1104
Ser Arg lle Glu Glu lle Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr 355360365
ttg aga.gotitic CHancgaaRca Ha ¢okgtt t@%@%@gt ttocallb2iau Lys Ala,
Phe Ley,AspiGlu Thr Leu Arg Val Tyr Pro Ser Val Pro 370375380 aga aat ttc
aga att got acc aaa aac acc act tta cca aga ggt ggt1200 Arg Asn Phe Arg lle
Ala TheLys Asn Thr Thr Leu Pro Arg Gly Gly 385390395 400 ggt tca gac ggc
aat tot cct gtt ttg gtc aaa aag ggc gag got gtt1248 Gly Ser Asp Gly Asn Ser
Pro Val Leu Val Lys Lys Gly Glu Ala Val 405410 - 176 - 415 tca tat ggt ata
aat tctlaet Eae tleegaticct dit tatat gyt gatir98Ser Tyr GhyslleNsmSear Fhe
His LEGASHEPro Val Tyr Tyr Gly Asp 420425430 gat gct gca gaa ttt aga cca
gaa aga tgg aac gaggé{a tca aca agal344 AsprAla Ala Glu Phe Arg ProGlu
Arg Trp Asn Glu Pro Ser Thr Arg 435440445 aaa ttg gga tgg gca tat tta ccg

tc aafy%g%ggcfecg %qf%/agltgt]A%gaz Pro Val Thr Asn Gln Leu His Asp

Asn Phe
35 40 45

Phe Gly Ile Ile Asn Gly Trp Lys Ala Leu Lys Phe Lys Lys
Glu Gly
50 55 60

Arg Ala Gln Glu Tyr Asn Asp Tyr Lys Phe Ala Asn Ser Lys
Ile Pro

65 70 75

80

Ser Val Gly Thr Tyr Val Ser Thr Ile Phe Gly Thr Lys Leu
Leu Val

85 90
95

Thr Lys Asp Pro Glu Asn Ile Lys Ala Leu Leu Ala Thr Gln
Phe Ser
100 105 110

Asp Phe Ser Leu Gly Lys Arg His Thr Leu Phe Lys Pro Leu
Leu Gly
115 120 125

Asp Gly Ile Phe Thr Leu Asp Gly Glu Gly Trp Lys His Ser
Arg Ala
130 135 140

Met Leu Arg Pro Gln Phe Ala Arg Glu Gln Val Ala His Val



Lys Leu Gly Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg lle Cys 450455460
tta ggt caa caa ttt gct tta acc gaa gcg ggt tat gta ttg gtt agal440 Leu Gly Gin
Gin Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg 465470475 480 ttg gcc
caa agt ttt gac acc ttg gaa ttg aag cca cédYtt-gtg tat1488 Leu Ala Gin Ser
Phe Aﬁ& Tgé }_eu Glu Leu Lys Pro Pro Val Val Tyr 485490 495 cca cca aag
aga ttg,aca aac ttg act atg tct tta.caa gac gga act1536 Prp.Rro Lys Arg Leu
Thr Aspd-eu Thr Met Ser Leu Gin Asp Gly Thr 500505510 att gtc aag atc gat
tag 1554 lle Val Lys lle Asp 515 <210> 40 <211> 517 <212> PRT <213>
Candida tropicalis - 177 - <400> 40 Met lle Glu Gin Val Val Glu Tyr Trp Tyr
Val VaetleuRrorkeu ¥ad 1548 15 Pheslle Leu Higd ys,YahPhe1Asp Met Trps
His TheArgyarg Leu Met 202530 Lys Gin Leu Gly Ala Ala Pro Val Thr Asn
Gin Leu His Asp Asn Phe 854045 Phe Gly lle lle Ash’/Gly Trp Lys Ala Leu Lys
Phe Ly&Lys Glu Gly 505560 Arg Ala Gin Glu Tyr Asn Asp Tyr Lys Phe Ala
Asn Ser Lys lle Pro 657075 80 Ser Val Gly Thr Tyr Val Ser Thr lle Phe Gly
Thr Lys Leu Leu Val 8590 95 Thr Lys Asp Pro Glu Asn lle Lys Ala Leu Leu

Ala THt Giff Phe’ 82r 1001081 10'As|f Phe®S8r L8U GlyLys'ArgHis THT LEU

al

Phe Isz Pro Leu Leulg;‘-(gy 185 190

Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val His Ser Leu
Lys Asp
195 200 205

Glu Thr Ile Gly Tyr Asn Gln Asp Asp Ile Asp Phe Val Gly
Arg Lys
210 215 220

Asp Phe Ala Glu Ser Phe Asn Lys Ala Gln Glu Tyr Leu Ala
Ile Arg

225 230 235

240

Thr Leu Val Gln Asp Phe Tyr Tyr Leu Val Asn Asn Gln Glu
Phe Arg

245 250
255

Asp Cys Asn Lys Leu Val His Lys Phe Thr Asn Tyr Tyr Val
Gln Arg
260 265 270

Ala Leu Asp Ala Thr Pro Glu Glu Leu Glu Lys Gln Ser Gly
Tyr Val
275 280 285

Phe Leu Tyr Glu Leu Val Lys Gln Thr Arg Asp Pro Asn Val
Leu Arg
290 295 300



115120125 Asp Gly lle Phe Thr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ala
130135140 - 178 - Thr Ser 145150155 160 Leu Glu Pro His Phe Gin Leu
Leu Lys Lys His lle Leu Lys Asn Lys 165170 175 Gly Gly Phe Phe Asp lle
Gin Glu Leu Phe Phe Arg Phe Thr Val As{ 180185190 Ser Ala Thr Glu Phe
Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp 195200205 Glu Thr lle Gly Tyr
Asn Gin Asp Asp lle Asp Phe Val Gly Arg Lys 210215220 Asp Phe Ala Glu
Ser Phg Ash LysAlaiGin Gl Ty LepAlalle, Arg 225230235 %@% Thy, LevVal
Gin Asp-Phe Jyr Tyr Leu Val Asn Asn Gin Glu Phe Arg 245250 255 Asp Cys
Asn LyssLeu Val His Lys Phe Thr Asn Tyr Tyr Val Gin Arg1260265270 Ala
Leu AspAla Thr Pro Glu Glu Leu Glu Lys Gin Ser Gly Tyr Val 275280285
Phe Leu Tyr Glu Leu Val Lys Gin Thr Arg Asp Pro Asn Val Leu Arg
290295300 - 179 - Asp Gin Ser Leu Asn lle Leu Leu Ala Gly Arg Asp Thr Thr
Ala GhB8058103¢5 2L &d 1 elrSePPheAla ValPhe GRirlce & Atta Airg ASirs
Pro His fleTFip 325330 335 Ala Lys Leu Arg Glu Asp Val Glu Ser Gin Phe Gly
Leu %|¥5Glu Glu 325 330

Ala Lys Leu Arg Glu Asp Val Glu Ser Gln Phe Gly Leu Gly
Glu Glu
340 345 350

Ser Arg Ile Glu Glu Ile Thr Phe Glu Ser Leu Lys Arg Cys
Glu Tyr
355 360 365

Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg Val Tyr Pro Ser
Val Pro
370 375 380

Arg Asn Phe Arg Ile Ala Thr Lys Asn Thr Thr Leu Pro Arg
Gly Gly

385 390 395

400

Gly Ser Asp Gly Asn Ser Pro Val Leu Val Lys Lys Gly Glu
Ala Val

405 410
415

Ser Tyr Gly Ile Asn Ser Thr His Leu Asp Pro Val Tyr Tyr
Gly Asp
420 425 430

Asp Ala Ala Glu Phe Arg Pro Glu Arg Trp Asn Glu Pro Ser
Thr Arg
435 440 445



340345350 Ser Arg lle Glu Glu lle Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr
355360365 Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg Val Tyr Pro Ser Val
Pro 370375380 Arg Asn Phe Arg lle Ala Thr Lys Asn Thr Thr Leu Pro Arg Gly
Gly 385390395 400 Gly Ser Asp Gly Ash®SerPro Val Leu Val Lys Lys Gly

Glu Ala Val 405410 415 Ser Tyr Gly lle Asn Sey, Thr His Leu POVZ%Tr
Ty Gl Aok 4204330 A A ALl B A PR 1 Mo T Adh Gl
Pro Ser Thyiwg 435440445 - 180 - Lys Leu Gly Trp Ala Tyr Lggi,Pro Phe
Asn Gly Gly Pro Arg lle Cys 450 455 460 Leu Gly Gin Gin Phe

Leu Gly Gln Gln Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu
Val Arg

465 470 475

480

Leu Ala Gln Ser Phe Asp Thr Leu Glu Leu Lys Pro Pro Val
Val Tyr

485 490
495

Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Ser Leu Gln Asp
Gly Thr
500 505 510

Ile Val Lys Ile Asp

515
<210> 41
<211> 1539
<212> DNA

<213> Candida tropicalis

<220>

<221> CDS

<222> (1)..(1539)

<400> 41

atg att gaa cag gtt tta cat tat tgg tat att gtt tta cct
gca ttt 48

Met Ile Glu Gln Val Leu His Tyr Trp Tyr Ile Val Leu Pro
Ala Phe

1 5 10

15

ata att ttt cat tgg att gta tct gca att cat aca aat tcc

ttg cgt 96
Ile Ile Phe His Trp Ile Val Ser Ala Ile His Thr Asn Ser
Leu Arg

20 25 30

aga aaa cta ggt gcc aaa cct ttc act cat aca caa ctt gat



Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg
Leu Ala Gin Ser Phe Asp Thr

ggt
Arg
Gly

tat
att
Tyr
Ile

agg
gac
Arg
Asp
65
80

ttt
gat
Phe
Asp

95

gaa
tca
Glu
Ser

ggt
atc
Gly
Ile

act
aga
Thr
Arg

cag
cca
Gln
Pro
145
160

ttc

ttt
Lys
Phe

gga
ggt
Gly
Gly
50

caa
aca
Gln
Thr

tca
cca
Ser
Pro

aat
tta
Asn
Leu

ggt
ttt
Gly
Phe

ttg
cca
Leu
Pro
130

ttt
cat
Phe
His

Caa

Leu
35
ttt

Phe

gtt

Val

agt

Ser

atc

Ile

aga
Arg
115
gat

Asp

gca

Ala

ttg

144
Gly Ala

aaa ttt
192
Lys Phe

gat tta
240
Asp Leu

tat act
288
Tyr Thr

85

aaa gct
336
Lys Ala

100

att aag
384
Ile Lys

gga gaa
432
Gly Glu

aga gaa
480
Arg Glu

ttg aaa

Lys

ggc

Gly

atc
Ile

70

ttc

Phe

tta

Leu

ttt

Phe

ggt

Gly

caa
Gln

150

aag

- 181

Pro

cgt
Arg
55

aat

Asn

ggc

Gly

ttg

Leu

ttc

Phe

tgg
Trp
135
gtt

Val

cat

Phe
40
gat

Asp

tcc

Ser

aac

Asn

gca

Ala

aaa
Lys
120
aaa

Lys

gcc

Ala

atc

465 470 475

Thr

ttt

Phe

cgt

Arg

cac

His

aca
Thr
105
cca

Pro

cat

His

cat

His

ctc

His

ctt

Leu

ttc

Phe

gtg
Val

90

caa

Gln

ttg

Leu

agt

Ser

gtc

Val

aag

Thr

aaa

Lys

CCa

Pro

75

att

Ile

ttt

Phe

ttg

Leu

cga

Arg

act

Thr

155

aac

Gln

gct
Ala
60

gac

Asp

ttt

Phe

aat

Asn

gga

Gly

gct
Ala
140
tct

Ser

aaa

480

Leu
45
aaa

Lys

gat

Asp

aca

Thr

gat

Asp

tat
Tyr
125
atg

Met

tta

Leu

ggt

Asp

agg

Arg

att

Ile

cgt

Arg

ttt
Phe

110

gga

Gly

ttg

Leu

gaa

Glu

999



Leu Glu Leu Lys Pro Pro Val Val Tyr 485 490 495 Pro Pro Lys
Arg Leu Thr Asn Leu Thr Met Ser

- 182 -
ttt ttt 528
Phe Gln Leu Leu Lys Lys His Ile Leu Lys Asn Lys Gly Gly
Phe Phe
165 170
175

gat atc cag gaa ttg ttt ttc cga ttc acc gtt gat tca gct

act gag 576
Asp Ile Gln Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala
Thr Glu

180 185 190

ttt ttg ttt ggt gaa tca gtg aac tct ttg aaa agt gca tca

att ggt 624
Phe Leu Phe Gly Glu Ser Val Asn Ser Leu Lys Ser Ala Ser
Ile Gly

195 200 205

tgt gac gag gaa acc gag ctt gag gaa aga aag aaa ttt gcg

gaa gca 672
Cys Asp Glu Glu Thr Glu Leu Glu Glu Arg Lys Lys Phe Ala
Glu Ala

210 215 220

ttc aat aaa gcg caa gag tat att tct act cga gtt gct ttg

caa caa 720

Phe Asn Lys Ala Gln Glu Tyr Ile Ser Thr Arg Val Ala Leu
Gln Gln

225 230 235

240

tta tat tgg ttt gtt aat aat agc gaa ttc aag gaa tgt aac

gaa att 768
Leu Tyr Trp Phe Val Asn Asn Ser Glu Phe Lys Glu Cys Asn
Glu Ile
245 250
255

gtt cat aag ttt acc aat tat tat gta caa aag gca ttg gat

gct act 816
Val His Lys Phe Thr Asn Tyr Tyr Val Gln Lys Ala Leu Asp
Ala Thr

260 265 270

cct gaa gag ctt gaa aag caa agt gga tat gtt ttc ttg tat

gaa ttg 864
Pro Glu Glu Leu Glu Lys Gln Ser Gly Tyr Val Phe Leu Tyr
Glu Leu

275 280 285

gtt aaa caa acc aga gac cct aat gta ttg aga gat caa tca



Leu Gin Asp Gly Thr

<210>

ttg
Val
Leu

atc
ttt
Ile
Phe
305
320

gta
aga
Val
Arg

335

gat
gaa
Asp
Glu

att
gtg
Ile
Val

aat
aga
Asn
Arg

gca
gga
Ala
Gly
385
400

gac
att
Asp
Ile

415

aat
Lys
Asn
290

tta
gcg
Leu
Ala

ttt
gaa
Phe
Glu

gtc
gag
Val
Glu

acc
atg
Thr
Met

gaa
ttt
Glu
Phe
370

ctt
aaa
Leu
Lys

ccg
tct
Pro
Ser

Gln

tta

Leu

gaa

Glu

gaa

Glu

ttt

Phe

355

aca

Thr

aag

Lys

att

Ile

500 505 510 lle Val Lys lle Asp

912
Thr Arg

gct ggt
960
Ala Gly

ctt gct
1008
Leu Ala

325

tcc caa
1056
Ser Gln

340

gaa agt
1104
Glu Ser

ttg aga
1152
Leu Arg

gat aca
1200
Asp Thr

tta gtt
1248
Leu Val

405

Asp

aga
Arg

310

agg

Arg

ttt

Phe

tta

Leu

ttg

Leu

act
Thr

390

aga

Arg

- 183

Pro
295
gat

Asp

aat

Asn

ggt

Gly

aaa

Lys

cat
His
375
tta

Leu

aaa

Lys

Asn

acc

Thr

CCa

Pro

ctt

Leu

cga
Arg
360
cca

Pro

cct

Pro

aat

Asn

Val

act

Thr

cat

His

ggt
Gly

345

Cys

agt

Ser

aga

Arg

gaa

Glu

Leu

gct

Ala

att
Ile

330

gaa

Glu

gaa

Glu

gtt

Val

ggt

Gly

gtt
Val

410

Arg

999
Gly

315

tgg

Trp

gaa

Glu

tat

Tyr

CCa

Pro

gga
Gly

395

gtt

Val

Asp
300
ttg

Leu

gcc

Ala

tct

Ser

ttg

Leu

aga
Arg
380

ggt

Gly

Ccaa

Gln

515

Gln

ttg

Leu

aaa

Lys

cgc

Arg

aaa
Lys
365
aat

Asn

CCa

Pro

tat

Tyr

Ser

tca

Ser

tta

Leu

att

Ile

350

gcc

Ala

gct

Ala

gat

Asp

tcc

Ser



41 <211>

ggc
ttg
Gly
Leu

aga
tgg
Arg
Trp

tac
caa
Tyr
Gln

gct
agt
Ala
Ser
465
480

gac
aga
Asp
Arg

495
gcc
atg

Ala
Met

taa

1539

aca
ttt
Thr
Phe

cca
gca
Pro
Ala

tta
ttt
Leu
Phe
450

tta
ttt
Leu
Phe

acc
tta
Thr
Leu

cat
gat
His
Asp

<210>
<211>
<212>
<213>

<400>

1539

caa

Gln

gaa
Glu
435
cca

Pro

acc

Thr

ttg

Leu

ttg

Leu

42
512
PRT

<212> DNA

att gat
1296
Ile Asp

420

aga tgg
1344
Arg Trp

ttc aac
1392
Phe Asn

gaa gca
1440
Glu Ala

gaa ttg
1488
Glu Leu

485
act atg
1536

Thr Met

500

CCa

Pro

ttt

Phe

999

Gly

ggt
Gly

470

aaa

Lys

tgt

Cys

- 184 -

aaa

Lys

gaa

Glu

ggt
Gly
455
tac

Tyr

CCa

Pro

ttg

Leu

Candida tropicalis

42

<213> Candida tropicalis

cat

His

tca
Ser
440
ccg

Pro

ata

Ile

gat

Asp

ttt

Phe

tat
Tyr
425
agt

Ser

aga

Arg

ttg

Leu

aca

Thr

gat
Asp

505

ggc

Gly

aca

Thr

att

Ile

gtt

Val

gaa
Glu

490

ggt

Gly

aaa

Lys

aga

Arg

tgt

Cys

aga
Arg

475

tac

Tyr

gcg

Ala

gat

Asp

aat

Asn

tta

Leu

460

ttg

Leu

cct

Pro

ctt

Leu

gct

Ala

tta
Leu

445

ggt

Gly

gct

Ala

CCa

Pro

gtc

Val

<220>

aaa
Lys
430

ggt

Gly

Ccaa

Gln

caa

Gln

CCa

Pro

aag
Lys

510

Met Ile Glu Gln Val Leu His Tyr Trp Tyr Ile Val Leu Pro

Ala

Phe



<221> CDS
gtt 48 tta cat tat tgg tat

Ile
Leu

Arg
Gly

Tyr
Ile

Arg
Asp
65
80

Phe
Asp

95

Glu
Ser

Gly
Ile

Thr
Arg

Gln
Pro
145
160

Ile
Arg

Lys
Phe

Gly
Gly
50

Gln
Thr

Ser
Pro

Asn
Leu

Gly
Phe

Leu
Pro
130

Phe
His

<222> (1)..(1539)

Phe

Leu

35

Phe

Val

Ser

Ile

Arg

115

Asp

Ala

His

20

Gly

Lys

Asp

Tyr

Lys

100

Ile

Gly

Trp

Ala

Phe

Leu

Thr

85

Ala

Lys

Glu

Glu

Ile

Lys

Gly

Ile

70

Phe

Leu

Phe

Gly

Gln

150

<400> 41

- 185 -

Val

Pro

Arg

55

Asn

Gly

Leu

Phe

Trp

135

Val

Ser

Phe

40

Asp

Ser

Asn

Ala

Lys

120

Lys

Ala

Ala

25

Thr

Phe

Arg

His

Thr

105

Pro

His

His

atg att ca ttt gaa cag

10

Ile

His

Leu

Phe

Val

90

Gln

Leu

Ser

Val

His

Thr

Lys

Pro

75

Ile

Phe

Leu

Arg

Thr

155

Thr

Gln

Ala

60

Asp

Phe

Asn

Gly

Ala

140

Ser

Asn

Leu

45

Lys

Asp

Thr

Asp

Tyr

125

Met

Leu

Ser

30

Asp

Arg

Ile

Arg

Phe

110

Gly

Leu

Glu



att gtt tta cot Met lle Glu Gin Val Leu His Tyr Trp Tyr lle Val Leu Pro Ala Phe
15 10 15 ata att ttg cgt ttt cat tgg 96 att gta tot

- 186 -

Phe Gln Leu Leu Lys Lys His Ile Leu Lys Asn Lys Gly Gly
Phe Phe

165 170
175

Asp Ile Gln Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala
Thr Glu
180 185 190

Phe Leu Phe Gly Glu Ser Val Asn Ser Leu Lys Ser Ala Ser
Ile Gly
195 200 205

Cys Asp Glu Glu Thr Glu Leu Glu Glu Arg Lys Lys Phe Ala
Glu Ala
210 215 220

Phe Asn Lys Ala Gln Glu Tyr Ile Ser Thr Arg Val Ala Leu
Gln Gln

225 230 235

240

Leu Tyr Trp Phe Val Asn Asn Ser Glu Phe Lys Glu Cys Asn
Glu Ile

245 250
255

Val His Lys Phe Thr Asn Tyr Tyr Val Gln Lys Ala Leu Asp
Ala Thr
260 265 270

Pro Glu Glu Leu Glu Lys Gln Ser Gly Tyr Val Phe Leu Tyr
Glu Leu
275 280 285

Val Lys Gln Thr Arg Asp Pro Asn Val Leu Arg Asp Gln Ser
Leu Asn
290 295 300

Ile Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser
Phe Ala



gca att cat aca aat too llelle Phe His Trp lle Val Ser Ala lle His Thr Asn Ser

Leu Arg 20 25 30 aga aaa cta ggt gcc aaa cct ttc act cat aca caa ctt
- 187 -
305 310 315
320

Val Phe Glu Leu Ala Arg Asn Pro His Ile Trp Ala Lys Leu

325 330
335

Asp Val Glu Ser Gln Phe Gly Leu Gly Glu Glu Ser Arg Ile
Glu Glu
340 345 350

Ile Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala
Val Met
355 360 365

Asn Glu Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala
Arg Phe
370 375 380

Ala Leu Lys Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asp
Gly Lys

385 390 395

400

Asp Pro Ile Leu Val Arg Lys Asn Glu Val Val Gln Tyr Ser
Ile Ser

405 410
415

Gly Thr Gln Ile Asp Pro Lys His Tyr Gly Lys Asp Ala Lys
Leu Phe
420 425 430

Arg Pro Glu Arg Trp Phe Glu Ser Ser Thr Arg Asn Leu Gly
Trp Ala
435 440 445

Tyr Leu Pro Phe Asn Gly Gly Pro Arg Ile Cys Leu Gly Gln
Gln Phe
450 455 460



gat - 181 - ggt ttt144 Arg Lys Leu Gly Ala Lys Pro Phe Thr His Thr Gin Leu
Asp Gly Phe 354045 tat gga ttt aaa ttt ggc cgt gat ttt ctt aaa got aaa agg att
ggtl92 Tyr Gly Phe Lys Phe Gly Arg Asp Phe Leu Lys Ala Lys Arg lle Gly
505560 agg caa gtt gat tta atc aat too cgbfic cca gac gat att ac aca240 Arg
Gin Val Asp Leu lle Asn Ser Arg Phe Pro Asp Asp lle Asp Thr 657075 80 ttt

Thr Phe, Gly Asn His Val lle Phe

tca aghat ACt U¢,00G-33C £a6 gig f?qtrtr&tfa% €9t at,cca288 Fe, 3ar et Tyf

rg Asp Pro 8590 95 daa aat atc aaa
got tta ¢tg gca aca caa ttt aat gat-t tca tta336 Glu Asn lle;Lys Ala Leu Leu
Ala The&in Phe Asn Asp Phe Ser Leu 100105110 ggt ggt aga att aag ttt ttc
aaa cca ttg ttg gga tat gga atc ttt384 Gly Gly Arg lle Lys Phe Phe Lys Pro Leu
Leu Gly Tyr Gly lle Phe 115120125 act ttg gat gga gaa ggt tgg aaa cat agt
cga gbtatg ity agaicca4329inrlet Rsp GlyrtGUhGI:Trp Lys His SetrArgeAta
Met LEsteAkg Pro 130135140 cag ttt gca aga gaa caa gtt goo cat gtc act tot tta
gaa cca cat480 Gin Phe Ald#Arg Glu Gin Val Ala Hié¢ %l Thr Ser Leu Glu Pro
His 148950155 160 - 182 -

Ala His Leu Thr Met Cys Leu Phe Asp Gly Ala Leu Val Lys

Met

Asp

<210>
<211>
<212>
<213>

<220>
<221>
<222>

<400>

atg
acc
Met
Thr
1
15

tca
tac
Ser
Tyr

ttt
gga
Phe
Gly

tat
cga
Tyr

att
cac
Ile
His

gtt
ttt
Val
Phe

gtt
cca
Val
Pro

tta
aag
Leu

500

43
1572
DNA

Candida tropicalis

CDS
(1)..(1572)
43

aaa gaa ata

48
Lys Glu Ile

5
tca gtg cag
96
Ser Val Gln

20

att cgt cca
144
Ile Arg Pro

35
cat cgg gta

192
His Arg Val

gtg

Val

gtc

Val

att

Ile

act

Thr

tat

Tyr

acc

Thr

aac

Asn

tac

Tyr

Tttt

Phe

gct

Ala

tca

Ser

40

Tttt

Phe

505

gta

Val

ctt

Leu

25

cct

Pro

CCa

Pro

tat
Tyr

10

gtc

Val

tta

Leu

Cys

tat

Tyr

ctt

Leu

tgg

Trp

tta

Leu

tat

Tyr

atc

Ile

aga

Arg

aat

Asn

gga

Gly

gtg

Val

gtt
Val
45

gcc

Ala

510

att

Ile

aca

Thr

30

CCcC

Pro

Ccaa

Gln



ttt ttt528 Phe Gin Leu Leu Lys Lys His lle Leu Lys Asn Lys Gly Gly Phe Phe
165170 175 gat atc cag gaa ttg ttt ttc cga ttc acc gtt gat tca gct act gag576
Asp lle Gin Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala Thr Glu
180185190 ttt ttg ttt ggt gaa tca gtg aactEPttg aaa agt gca tca att ggt624 Phe
Leu Phe Gﬁ Glu Ser Val Asn Ser Leu Lys Ser Ala Ser lle Gly 195200205 tgt
gac gag g acc gag ctt gag gaa aga-aag aaa ttt gcg gaa gcagg2 Cys Asp
Glu Glu Thr Glu Leu Glu Glu Arg Lys Lys Phe Ala Glu Ala 210215220 ttc aat
aaa geg-can gagdat attdct-act caa gtiact tigrcaa caa’20 Phe Asg lysAlaGin
Glu Tygtlegaer Thr Arg Mal Ala Leu Gin Gin 225230235 240 tta tat tgg ttt gtt
aat aat §gc gaaltigaaggasctgt @ac aa att768 et Tyelrp Phe Val Ase Asn
Ser GluPhesbys Glu Cys Asn Glu lle 245250 255 gtt cat aag ttt acc aat tat tat
gta céa aag gca ttg gat gct act816 Val His Lys Phe Thr Aén Tyr Tyr Val Gin
Lys A}& Leu Asp Ala Thr 260265270 cct gaa gag ctt gaa aag caa agt gga tat
gtt ttc ttg tat gaa ttg864 Pro Glu Glu Leu Glu Lys Gin Ser Gly Tyr Val Phe Leu
Tyr Gl .ed® 75:2@0% 183 £t aR512ValTyS GHPTHF Arg Ao A

Val L in S&1°Leu Asn
a 86?“@ g% Leu ég% 5&0 Asn Glu Ile Ser Val Asn Gly Asp

Pro Lys
85 90
95

tat ttg act gat att tat gta aag aac ctc cca aag tca aag

ttt tat 336
Tyr Leu Thr Asp Ile Tyr Val Lys Asn Leu Pro Lys Ser Lys
Phe Tyr

100 105 110

gaa aac ttt aga aat cat gga ttc cag gat aat att ttt gcc

agt ttg 384
Glu Asn Phe Arg Asn His Gly Phe Gln Asp Asn Ile Phe Ala
Ser Leu

115 120 125

gaa aat gat aga cat atc aag tat aaa aga atg ata aat aac

ttg tac 432
Glu Asn Asp Arg His Ile Lys Tyr Lys Arg Met Ile Asn Asn
Leu Tyr

130 135 140

agt aaa tct tcc atc ttc tcc aaa gaa aac cac aca aga tca

gtt tta 480

Ser Lys Ser Ser Ile Phe Ser Lys Glu Asn His Thr Arg Ser
Val Leu

145 150 155

160

ttt gac acc aca aaa aca tta gtc gat gca gtt gct aga gaa

tct ccg 528
Phe Asp Thr Thr Lys Thr Leu Val Asp Ala Val Ala Arg Glu
Ser Pro
165 170
175

tca att gat gtg ttt acg tta ttt ggt tcc ttg gcc atg gat
gtg gtt 576



290295300 atc tta tta got ggt aga gat acc act got ggg ttg ttg tca ttt gcg960 lle
Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala 305310315
320 gta ttt gaa ctt got agg aat cca cat att tgg goo aaa tta aga gaa1008 Val
Phe Glu Leu Ala Arg Asn Pro His lle Trg &fa tys Leu Arg Glu 325330 335 gat

er Gl Pr Bl 120 Gy Gl Gl e g 16 Gl B 340345350 ol e 6

gaa agt tta aaa cga tgggaa tat ttg aaa goo gtg atg1104 lle Thr Phe Glu Sey,
Leu Lys Arg Cys Glu Tyr Leu Lys Ala Val Met 355360365 aat gaa aca ttg aga
ttg cat ecaagh gitecyagaaat gofagattlda? Ash GlyaThickey Argdeu Hisy
Pro SestValdro Arg Asn4Ala Arg Phe 370375380 gca ctt aag gat aca act tta
cCt aga gghggarygt ceagategga anald2004da LetnLgs AsphThrthr Leu Preu
Arg Glg1GliiGly Pro Asp Gly Lys 385390395 400 gac ccg att tta gtt aga aaa
aat gaa gtt gtt cad%at too att tot1248 Asp 440 lle Leu Val Arg Lys A3ATGIu Vall
Val Gin Tyr Ser lle Ser 405410 - 184 - ggc aca caa att gat cca aaa cat tat
ggc aaa’gatigotFda &g%i?%%ﬂy P Gitt fte Kdp PRS- LIS HiS A r Gl Lys-
Asp @%ZL)%EI%% he 55%2154% a9 cca gaa aga tlg%ttt aa Ji]gas agt ?AC% aga
aat tt@é;%tﬁg gcaisﬁﬁ%rg Pro Glu rg 'IGerPhe Gl Ser S&r Thr Arg Asn
Leu Gl rgl%la 435440445 tac tta ceadtc aac ggg ggt ccg aga aftt t t tta ggt
caa caa ttt1392 Tyr Leu Pro Phe Asn Gly Gly Pro Arg lle Cys Leu Gly Gin
Gin PheA43045%460 get ttaacc-gaa gea ggtdag atatio-git agadtly 09t capagt
ttt1440-Alagkeu Thr GlugAla Gly Tyr lle Leu Val Arg Leu Ala Gin Ser Phe

Gly Phe Trp Thr Thr Leu Met Pro Ser Phe Phe Trp Asn Leu

Ala Ala

225 230 235

240

acc aag gcc acc ttg caa gct gtt gat gat att tgc aat ttc

caa ttg 768
Thr Lys Ala Thr Leu Gln Ala Val Asp Asp Ile Cys Asn Phe
Gln Leu
245 250
255

ggt tta tat aaa att gca gaa tcc aat ctt gtg tcc aat ggt

aaa aac 816
Gly Leu Tyr Lys Ile Ala Glu Ser Asn Leu Val Ser Asn Gly
Lys Asn

260 265 270

cta act acg ata caa aca ctc aag aag tac gga ttg gaa gga

aat tct 864
Leu Thr Thr Ile Gln Thr Leu Lys Lys Tyr Gly Leu Glu Gly
Asn Ser

275 280 285

gcg tat tct ttt ctc acg gat aat tta ttt gct gga cat gaa

act aca 912
Ala Tyr Ser Phe Leu Thr Asp Asn Leu Phe Ala Gly His Glu
Thr Thr

290 295 300

gct gtt caa ttg aca tat ttg tgt tat gaa tta tca aga cca
gct aat 960
Ala Val Gln Leu Thr Tyr Leu Cys Tyr Glu Leu Ser Arg Pro



465470475 480 gac acc ttg gaa ttg aaa cca gat aca gaa tac cct cca cca aga
ttal488 Asp Thr Leu Glu Leu Lys Pro Asp Thr Glu Tyr Pro Pro Pro Arg Leu
485490 495 goo cat ttg act atg tgt ttg ttt gat ggt gcg ctt gtc aag atg gat1536
Ala His Leu Thr Met Cys Leu Phe Asp GNlAla Leu Val Lys Met Asp

5005% glgtaa 1539 <210> 42 <211> 512 <212> PRT <213> Candida
tropicg%g <400> 42 - 185 - 1510, 15 lle lle Phe His Trp llg Mal Ser Ala lle His
Thr AgnSer Leu Arg 202530 Arg Lys Leu Gly Ala Lys Pro Phe Thr His Thr
Gin Leu Asp Gly Phe 354045 Tyr Gly Phe Lys Phe Gly Arg Asp Phe Leu Lys
Ala Lys Argdle Gy 50556@Arg-Gin YakAspd eiklle Asp Ser Arg PhesRrodsp
Asp llecAspdar 6570080 Phe Ser Ser Tyr Thr Phe Gly Asn His Val lle Phe
Thr Arg:AspyBra 8690195 &du Asiolle.kysiilg LewrLetAladihrdGin Bhe Asra
Asp Pie Serdeu 100105110 Gly Gly Arg lle Lys Phe Phe Lys Pro Leu Leu
Gly Tyr Gly lle Phe 115128425 Thr Leu Asp Gly GI#&ly Trp Lys His Ser Arg
Ala Metleu Arg Pro 130135140 Gin Phe Ala Arg Glu Gin Val Ala His Val Thr

Ser Leu Glu Pro His 145150155 160
agt ggt caa att gaa gat ttg gaa gtg gtt gat aat ctt ccg

tat ctt 1056
Ser Gly Gln Ile Glu Asp Leu Glu Val Val Asp Asn Leu Pro
Tyr Leu

340 345 350

aat gcg ttg ttg tcc gaa aat ggt cga att cac acc tca att

cct gga 1104
Asn Ala Leu Leu Ser Glu Asn Gly Arg Ile His Thr Ser Ile
Pro Gly

355 360 365

gct gag cca cgt gtg gtt gca aaa ccg tat act att ggc aaa

ttg ctt 1152
Ala Glu Pro Arg Val Val Ala Lys Pro Tyr Thr Ile Gly Lys
Leu Leu

370 375 380

att cca gtt ggt acg gtt atc tct tgt ctt cct tat gcg tat

cat aga 1200

Ile Pro Val Gly Thr Val Ile Ser Cys Leu Pro Tyr Ala Tyr
His Arg

385 390 395

400

aat ccg tcg gta ttt acc aat cct gat aaa ttt atc ccc gaa

aga tgg 1248
Asn Pro Ser Val Phe Thr Asn Pro Asp Lys Phe Ile Pro Glu
Arg Trp
405 410
415

tta gtt gac aac gaa gaa gac aag aaa cga gtc aaa caa caa

gcg aag 1296
Leu Val Asp Asn Glu Glu Asp Lys Lys Arg Val Lys Gln Gln
Ala Lys

420 425 430

tat atg atg cca ttt ggt aaa ggt gta aga atg tgt ctt ggg
atg aac 1344



- 186 - Phe Gin Leu Leu Lys Lys His lle Leu Lys Asn Lys Gly Gly Phe Phe
165170 175 Asp lle Gin Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala Thr
Glu 180185190 Phe Leu Phe Gly Glu Ser Val Asn Ser Leu Lys Ser Ala Ser
lle Gly 195200205 Cys Asp GIu GIu Thrl@lu teu Glu Glu Arg Lys Lys Phe AIa
Glu 2 Phe Gln Tyr II Ser Val Ala

Gin Gj o égz%o%%% 545 Lol Fﬁﬁe% 3 R e%Lys

Cys Asn Glu lle 245250 255 VaI HIS Lys Rhg Thr Asn Tyr Tyr VaI Gindys Ala
Leu Asp Ala Thr 260265270 Pro Glu Glu Leu Glu Lys Gin Ser Gly Tyr Val
Phe LewTye&luteu2¢5280285 Yah bysGin HAKG AspRraAsn Maf Lew:
Arg AspaGiuSer LeuiAsr 290295300 - 187 - 305310315 320 Val Phe Glu
Leu AlaArglAsn®ro His llelTirpiAta Lys LeeinArg 610 325888 385 AspuvalyGlu
Ser GiaPheGly Leu Gly Glu Glu Ser Arg lle Glu Glu 340345350 Ile Thr Phe
Glu Ser LetbPys Arg Cys Glu Tyr Letid%ys Ala Val Met 355360865 Asn Glu
Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala Arg Phe 370375380 Ala
Leu L%/EtA%Erh’f%rﬁ_%% Ptd AYG GISCly“Bly PEY ASp'GRACY$'3859663852

gaa

Phe Ser Ser Ser Ile Asp Glu Asp Trp Cys Gly Lys Val Leu
Glu Asn

465 470 475

480

gat gac ccc ata ggt atc ggg aat tca tgc act cat gag act

gat cag 1488
Asp Asp Pro Ile Gly Ile Gly Asn Ser Cys Thr His Glu Thr
Asp Gln
485 490
495

gat aaa atg aaa atg tac gat gct tat act acg aga cca atg

cta gat 1536
Asp Lys Met Lys Met Tyr Asp Ala Tyr Thr Thr Arg Pro Met
Leu Asp

500 505 510

gaa tgt tac ttg aag tgg aca aga tta act cct tga

1572

Glu Cys Tyr Leu Lys Trp Thr Arg Leu Thr Pro
515 520

<210> 44

<211> 523

<212> PRT

<213> Candida tropicalis
<400> 44

Met Ile Lys Glu Ile Val Tyr Phe Val Tyr Tyr Tyr Gly Ile
Thr His

1 5 10

15

Ser Val Ser Val Gln Val Thr Ala Leu Val Leu Ile Val Thr
Tyr Phe



400 Asp Pro lle Leu Val Arg Lys Asn Glu Val Val Gin Tyr Ser lle Ser 405410
415 Gly Thr Gin lle Asp Pro Lys His Tyr Gly Lys Asp Ala Lys Leu Phe
420425430 Arg Pro Glu Arg Trp Phe Glu Ser Ser Thr Arg Asn Leu Gly Trp
Ala 435440445 Tyr Leu Pro Phe Asn-GR°Cly-Pro Arg lle Cys Leu Gly Gin Gin
Phe 450455460 - 188 .- Ala Leu Thr Glu Ala Gly Tyr lle Leu Val Arg Leu Ala
Gin Ser Phe 465470475 480 Asp Thr Leu Glu Leu Lys Pro Asp Thr Glu Tyr
Pro Pro Pro Arg Leu 485490 495 Ala His Leu Thr Met Cys Leu Phe Asp Gly
Ala LeyValLysiMet Asp 500505510, 52102433142 15%2,<242>RNAbr o
<213z Gamrdida tropicalis <220> <221> CDS <222>(1)..(1572) <400> 43 atg
att aaa gaa ata gtg tat ttt gta tat tat tat gga@tt acc cac48 Met lle Lyg Glu lle
Val Tyr Phe Val Tyr Tyr Tyr Gly lle Thr His 1510 15 tca gtt tca gtg cag gtc acc
gct ctt gtc ctt atc gtg aca tac ttt96 Ser Val Ser Val Gin Val Thr Ala Leu Val
Leu IEWallEhr Ty Phe02630 ttr gt att Egteccy att@ae fealcdtdta fggpagaytt
ccc gBaTcald4 Phe Val lle Arg Pro lle Asn Ser Pro Leu Trp Arg Val Pro Gly
Pro 354048 25 6

Gly Glu Trp Ile Ser Lys Val Tyr Asp Leu His Lys Lys Tyr
Gly Asp

65 70 75

80

Val Val Leu Leu Ser Pro Asn Glu Ile Ser Val Asn Gly Asp
Pro Lys

85 90
95

Tyr Leu Thr Asp Ile Tyr Val Lys Asn Leu Pro Lys Ser Lys
Phe Tyr
100 105 110

Glu Asn Phe Arg Asn His Gly Phe Gln Asp Asn Ile Phe Ala
Ser Leu
115 120 125

Glu Asn Asp Arg His Ile Lys Tyr Lys Arg Met Ile Asn Asn
Leu Tyr
130 135 140

Ser Lys Ser Ser Ile Phe Ser Lys Glu Asn His Thr Arg Ser
Val Leu

145 150 155

160

Phe Asp Thr Thr Lys Thr Leu Val Asp Ala Val Ala Arg Glu
Ser Pro

165 170
175



tat tta cat cgg gta act tac ttt cca tgt tta aat gcc caa cga aag192 Tyr Leu His
Arg Val Thr Tyr Phe Pro Cys Leu Asn Ala Gin - 189 - Arg Lys 505560 gga
gaa tgg atc too aaa gtt tat gat ttg cac aag aaa tat ggt gat240 Gly Glu Trp lle
Ser Lys Val Tyr Asp Leu His Lys Lys Tyt Gly-Asp 657075 80 gta gtt tta ctt tot
cca aat gaa atc ago gtc aat ggt gac cca aaa288 Val Val Leu Leu Ser Pro Asn
Glu lle Ser;Val Asp GlyAsp Pro;lys,8390.93 tat g act gat attiat gfp.pag gac
ctc cGa,aag tga aag ttt tat336 Tyr Leu Thr Asp lle’Tyr Val Lys Asn Leu Pro
Lys Ser Lys Phe Tyr{1£/9105110 gaa aac ttt aggzaat cat gga ttc cag gat aat
att ttt goo agt ttg384 Glu Asn Phe Arg Asn His Gly Phe Gin Asp Asn lle Phe
Ala Ser Leu 115120125 gaa aat gat aga cat atc aag tat aaa aga atg ata aat
aac ttgetacads3z GlueAsn AspeArg His Ned yssPyrlsys Arg Metrlle.AsniAsn Leu
Tyr 186035140 agt aaa tot too atc ttc too aaa gaa aac cac aca aga tca gtt
tta480 Ser Lys $8pP Ser lle Phe Ser Lys GhYAsn His Thr Arg Ser Valeu
145150155 160 ttt gac acc aca aaa aca tta gtc gat gca gtt got aga gaa tot
ccg528 Phe Asp Thr Thr Lys Thr Leu Val Asp Ala Val Ala Arg Glu Ser Pro

1651701751166 ¢ S&rdiid'ASp VA PHéE Thi LetrPhe Gly Sér LT Ald MEE™

Asp \?é/ﬁ/ e]330185190 tca agg ttt g§1§5ctt ggt aga gac aat gga, I?18g gat tta ttg
aat cat624 éer Arg Phe Glu Leu Gly Arg Asp Asn Gly Thr Asp Leu Leu Asn
His 195200205 cca caa gaa agg cat att att gaa tot cat aga aag gtg tot

Gly Phe Trp Thr Thr Leu Met Pro Ser Phe Phe Trp Asn Leu
Ala Ala

225 230 235

240

Thr Lys Ala Thr Leu Gln Ala Val Asp Asp Ile Cys Asn Phe
Gln Leu

245 250
255

Gly Leu Tyr Lys Ile Ala Glu Ser Asn Leu Val Ser Asn Gly
Lys Asn
260 265 270

Leu Thr Thr Ile Gln Thr Leu Lys Lys Tyr Gly Leu Glu Gly
Asn Ser
275 280 285

Ala Tyr Ser Phe Leu Thr Asp Asn Leu Phe Ala Gly His Glu
Thr Thr
290 295 300

Ala Val Gln Leu Thr Tyr Leu Cys Tyr Glu Leu Ser Arg Pro
Ala Asn

305 310 315

320

Tyr Lys Ile Gln Asn Arg Leu Arg Tyr Glu Leu Gln Glu Ala
Phe Pro



tgt atg672 Pro Gin Glu Arg His lle lle Glu Ser His Arg Lys Val Ser Cys Met
210215220 ggg ttc tgg aca aca ttg atg cca ago ttc ttt tgg aat ttg gca gca720
Gly Phe Trp Thr Thr Leu Met Pro Ser Phe Phe Trp Asn Leu Ala Ala
225230235 240 acc aag goo acc ttg caa got gtt gat gat att tgc aat ttc caa
ttg768 Thr Lys Ala Thr Leg 2Cgin Ala Val Asp Asp lle %/5, Asn Phe Gin Leu
24523Q 255 ggt tta tat aaa aft gca gaa too aat ctt gtg too aat ggt aaa aac816
Gly Leu Tyr Lys lle Ala Glu Ser Asn Leu Val Ser Asn Gly Lys Asn 260265270
cta act acg ata caa aca ctc aag aag tac gga ttg gaa gga aat tot864 Leu Thr
Thr lle GinciRr kew Lysd ysi TynGly Leu GluGly-Ask Sersdis280285%gcg tat
tot ttt e acggat aat tta ttt got gga cat gaa act aca912 Ala Tyr Ser Phe Leu
Thr Asp Asn Leu Phé Ala Gly His Glu Thr Thr 296295300 got gtt caa ttgica
tat ttg tgt tat gaa tta tca aga cca got aat960 Ala Val Gin Leu Thr Tyr Leu Cys
Tyr Glu Leu Ser Arg Pro - 191 - Ala Asn 305310315 320 tac aaa att cag aat
aga ttSaga tat §&y clttaa gaa gka tsced1008 T§r Ly$ 118IGInTASN 245 Lekf
Arg Tyt Gl'teu GIn Glu Ala Phe Pro 325330 335 agt ggt caa att gaa gat ttg
gaa gtg gtt gat darctt cog tat ctt1056 Ser%?l% GIn lle Glu Asp Leu Glival val
Asp Asn Leu Pro Tyr Leu

Ala Glu Pro Arg Val Val Ala Lys Pro Tyr Thr Ile Gly Lys
Leu Leu
370 375 380

Ile Pro Val Gly Thr Val Ile Ser Cys Leu Pro Tyr Ala Tyr
His Arg

385 390 395

400

Asn Pro Ser Val Phe Thr Asn Pro Asp Lys Phe Ile Pro Glu
Arg Trp

405 410
415

Leu Val Asp Asn Glu Glu Asp Lys Lys Arg Val Lys Gln Gln
Ala Lys
420 425 430

Tyr Met Met Pro Phe Gly Lys Gly Val Arg Met Cys Leu Gly
Met Asn
435 440 445

Leu Ala Leu Ile Glu Met Lys Leu Ala Ile Ala Ser Leu Tyr
Leu Asn
450 455 460

Phe Ser Ser Ser Ile Asp Glu Asp Trp Cys Gly Lys Val Leu
Glu Asn

465 470 475

480



340345350 aat gcg ttg ttg too gaa aat ggt cga att cac acc tca att cct ggal104
Asn Ala Leu Leu Ser Glu Asn Gly Arg lle His Thr Ser lle Pro Gly 355360365
got gag cca cgt gtg gtt gca aaa cog tat act att ggc aaa ttg ctt1152 Ala Glu Pro
Arg Val Val Ala Lys Pro Tyr Thr lle Gly Ey$ Leu Leu 370375380 att cca gtt ggt
acg gtt atc tot tgt ctt cot tat gcg tat cat agal200 lle Pro Val Gly Thr Val lle Ser
Cys LEULPIQ IVEAR THL His Ao aBO330305,400 a3t cooipd gladtidce aat
cot gat.aag itf atc coo gaa aga tgg1248 Asn Pro Ser Val Phe Thr Asn Pro
Asp Lys Phe lle Pro Glu Argsrp 405410 415 tta gtt gag¢ aac gaa gaa gac aag
aaa cga-gtc aaa caa caa gcg aagl296 Leu Val Asp Asn Glu Glu Asp Lys Lys
Arg Val Lys GIn GIn Ala Lys 420425430 - 192 - Tyr Met Met Pro Phe Gly Lys
Gly Val Arg Met Cys Leu Gly Met Asn 435440445 ttg gca ctc att gaa atg aag
ttg gcksatt ra afyt tttg-tas ttéeaadli392 kpusAla lawr l1EGIuTet Rys LiewcAléelte
Ala SeeketiSPyr Leu Asn 450455460 ttt tct tct tcc att gac gaa gac tgg tgt ggc
aaa gta tta aa aat1440 Phe Ser Ser Ser lle AspGlu Asp Trp Cys Gly Lys Val
Leu Glu Asn 465470475 480 gat gac ccc ata ggt atc ggg aat tca tgc act cat
gag act gat cagl488 Asp Asp Pro lle Gly lle Gly Asn_Ser Cys Thr His Glu Thr
Asp CS i%%é@’@@ ﬁ?SLgea a{da}]agatTgrgaeaHéﬁg ‘;i)\r\?f glé?ldcg Pa]i a%? %cg aga cca atg
cta gat1536 Asp tys Met Lys Met Tyr Asp% a Tyr Thr Thr Arg Pro Met Leu
Asp 500505510 gaa tgt tac ttg aag tgg aca aga tta act cct tga 1572 Glu Cys
Tyr Lewys TrpsThr Arg Leu Thr Pro

<211> 1728

<212> DNA

<213> Candida tropicalis

<220>

<221> CDS

<222>  (1)..(1728)

<400> 45

atg ctt ctg agc ata cca tgg gat caa tca ttg cta acg ttg
cta aca 48

Met Leu Leu Ser Ile Pro Trp Asp Gln Ser Leu Leu Thr Leu
Leu Thr

1 5 10

15

tat ctt gat acc cat cca ata gct acg ata ttc acc att att

tta acc 96
Tyr Leu Asp Thr His Pro Ile Ala Thr Ile Phe Thr Ile Ile
Leu Thr

20 25 30

att tta aca att gga att tta ttt gat tat tgt cta tca cct

aaa gag 144
Ile Leu Thr Ile Gly Ile Leu Phe Asp Tyr Cys Leu Ser Pro
Lys Glu

35 40 45

att gcc aat att ttc agt att cct gga gat ttg cca ttt att

ggt cat 192
Ile Ala Asn Ile Phe Ser Ile Pro Gly Asp Leu Pro Phe Ile
Gly His

50 55 60



515520 <210> 44 <211> 523 <212> PRT <213> Candida tropicalis <400> 44
Met lle Lys Glu lle Val Tyr Phe Val Tyr Tyr Tyr Gly lle Thr His 1510 15 - 193
- 202530 Phe Val lle Arg Pro lle Asn Ser Pro Leu Trp Arg Val Pro Gly Pro
354045 Tyr Leu His Arg Val Thr Tyr Pheé PtoCys Leu Asn Ala Gin Arg Lys
505560 Gly Glu Trp lle Ser Lys Val Tyr Asp Leu His Lys Lys Tyr Gly Asp

657073 80.Yal Valley Leu gepPro Asn Glu llg SerYal Asn Gly Asp Brg Lys

859095, Tyr.Leu Thr Asp)lle Tyr Val Lys Asn Leu Pro Lys Ser Lys Phe Tyr
100103110 GlurAsn Phe Aw,AspHisGly=RRe Gin Asp AsidlerPherdla Ser
Leu 115126125 Glu Asn Asp Arg His lle Lys Tyr Lys Arg Met lle Asn Asn Leu
Tyr 186135140 Ser Lys Ser Serdle Phe Ser Lys Glu Asn'Hdis Thr Arg Ser Val
Leu 15150155 160 Phe Asp Thr Thr Lys Thr Leu Val Asp Ala Val Ala Arg
Glu Ser Pro 165170 - 194 - Ser lle Asp Val Phe Thr Leu Phe Gly Ser Leu Ala
Met AsprValval 480285196 SertArPPhe Glu Iceg Gy ArgAsp AsnaBh FhRIE
Asp L#EPLEGAsN His 268200205 Pro Gin Glu Arg His lle lle Glu Ser His Arg
Lys M%é@ygmt%roﬁ%szz%eu Val Phe Gln Ile Arg Ile Gly Asn

Lys Arg
85 90
95

gta gtt gtt gtt aat tca ttt gat gat gtt gtt gga tta tgg

ata aat 336
Val Val Val Val Asn Ser Phe Asp Asp Val Val Gly Leu Trp
Ile Asn

100 105 110

cat agt tgt caa aat aat tca aga cct tta agt tat act ttt

cat gga 384
His Ser Cys Gln Asn Asn Ser Arg Pro Leu Ser Tyr Thr Phe
His Gly

115 120 125

tta gtt tca gca tta caa ggt ttt aca gtt ggt tct act cct

gca agt 432
Leu Val Ser Ala Leu Gln Gly Phe Thr Val Gly Ser Thr Pro
Ala Ser

130 135 140

tta aca ttt ctg aga aag aag aaa gtt att tca ctg tgt tta

aga aag 480

Leu Thr Phe Leu Arg Lys Lys Lys Val Ile Ser Leu Cys Leu
Arg Lys

145 150 155

160

aaa gaa att gat gaa aaa gta tgt ctc ata gat aat gaa att

tgt gtt 528
Lys Glu Ile Asp Glu Lys Val Cys Leu Ile Asp Asn Glu Ile
Cys Val
165 170
175

atg att aaa gaa ata att aaa aag aag gat ata tca act gat
gta aat 576

Met Ile Lys Glu Ile Ile Lys Lys Lys Asp Ile Ser Thr Asp
Val Asn



Gly Phe Trp Thr Thr Leu Met Pro Ser Phe Phe Trp Asn Leu Ala Ala
225230235 240 Thr Lys Ala Thr Leu Gin Ala Val Asp Asp lle Cys Asn Phe
Gin Leu 245250 255 Gly Leu Tyr Lys lle Ala Glu Ser Asn Leu Val Ser Asn
Gly Lys Asn 260265270 Leu Thr Thr Hlel@i Thr Leu Lys Lys Tyr Gly Leu Glu
Gly Asn Ser 275280;9%? Ala Tyr Ser Phe Leu 'Iitér Asp Asn Leu Phe Ala %
His Glu Thr Thr 290295300 Ala Val Gin Leu Thr 'Fyr Leu Cys Tyr Glu Leu Ser
Arg Pro Ala.Asn.305310315 320, ; 195.- 325330 335.Ser.Gly Gin lle Glu.Asp
Leu GlurValkVal Asp Aspyleu Pro Tyr Leu 340345350 Asn Ala Leu Leu Ser
Glu AserGheArg He His ThreSere Pro Giyn355360365,A18 SluiRroArg Yak
Val AlaLysi&ro Tyr Thr lle Gly Lys Leu Leu 370375380 lle Pro Val Gly Thr
Val lle Ser Cys Leb Pro Tyr Ala Tyr His Az 385390395 400 Asn Prz0Ser Val
Phe Thr Asn Pro Asp Lys Phe lle Pro Glu Arg Trp 405410 415 Leu Val Asp
Asn GlItGhfAspdysAltys Arg Vial Ly8aGintGin Afer Lys 420425430 PyrtMesa
Met PreePhEGly Lys Gi{2Val Arg Met Cys Leu Gly Met Asn 435440445 Leu
Ala LEG1le'&Hu LYSSLET AlZ TR AIBESEY Bed Fyrh Bt AR 450255260 PKe

Ser Slé?%%il’lge Asp Glu Asp Trp Cys,Gly Lys Val Leu Glu Asn, |

caa gag att atc acc gtg gag aat aat atc ata aga tta aga

tca cca 720

Gln Glu Ile Ile Thr Val Glu Asn Asn Ile Ile Arg Leu Arg
Ser Pro

225 230 235

240

ata tct aat ctt caa gat tct gta cct ttc tta aga cta ata

cca tgg 768
Ile Ser Asn Leu Gln Asp Ser Val Pro Phe Leu Arg Leu Ile
Pro Trp
245 250
255

ttt aat aat cga gaa ttt gcc ctt cgt tgt gga aat aga agg

aat aaa 816
Phe Asn Asn Arg Glu Phe Ala Leu Arg Cys Gly Asn Arg Arg
Asn Lys

260 265 270

tat atg gat caa tta tat aat agg tta caa aat gga tta gct

gaa aat 864
Tyr Met Asp Gln Leu Tyr Asn Arg Leu Gln Asn Gly Leu Ala
Glu Asn

275 280 285

gat cca aat ata gct aat agt att ctt gga caa tta att ctt

aat aat 912
Asp Pro Asn Ile Ala Asn Ser Ile Leu Gly Gln Leu Ile Leu
Asn Asn

290 295 300

gat aat aat aat tct aac agc tta act agt caa gaa ata caa

agt att 960
Asp Asn Asn Asn Ser Asn Ser Leu Thr Ser Gln Glu Ile Gln
Ser Ile

305 310 315



465470475 480 - 196 - Asp Asp Pro lle Gly lle Gly Asn Ser Cys Thr His Glu
Thr Asp Gin485 490 495 Asp Lys Met Lys Met Tyr Asp Ala Tyr

Thr
- 199 -

320

tgt tta aca tta gta agt gct gga tta gat aat acc cca ctt

aat ttg 1008
Cys Leu Thr Leu Val Ser Ala Gly Leu Asp Asn Thr Pro Leu
Asn Leu
325 330
335

aat tat ctt att gga ata tta tca caa cca aga ata ggt aag

ata ttt 1056
Asn Tyr Leu Ile Gly Ile Leu Ser Gln Pro Arg Ile Gly Lys
Ile Phe

340 345 350

caa gat aaa gct ata aaa gat att tta aat cat gca aat gga

gat att 1104
Gln Asp Lys Ala Ile Lys Asp Ile Leu Asn His Ala Asn Gly
Asp Ile

355 360 365

att caa gca tgg aat caa ctg aat gaa gaa aat cga gat tgt

aaa tat 1152
Ile Gln Ala Trp Asn Gln Leu Asn Glu Glu Asn Arg Asp Cys
Lys Tyr

370 375 380

att caa gct tta att ctt gaa act tta aga cat ttt aca gta

tta cca 1200

Ile Gln Ala Leu Ile Leu Glu Thr Leu Arg His Phe Thr Val
Leu Pro

385 390 395

400

tta agt tta cct aga tta act aca aaa cca ata tat tat aaa

aat ttt 1248
Leu Ser Leu Pro Arg Leu Thr Thr Lys Pro Ile Tyr Tyr Lys
Asn Phe
405 410
415

atg att cct aaa aat act cat atg ttt atg aat gca tat tct

gca aat 1296
Met Ile Pro Lys Asn Thr His Met Phe Met Asn Ala Tyr Ser
Ala Asn

420 425 430

cat gat gaa tta ata ttc aaa aat cca ttt aaa ttt gat cca
gaa aga 1344

His Asp Glu Leu Ile Phe Lys Asn Pro Phe Lys Phe Asp Pro
Glu Arg



Thr Arg Pro Met Leu Asp 500 505 510 Glu Cys Tyr Leu Lys Trp Thr Arg
Leu Thr Pro 515 520 <210>45

- 200 -

435 440 445

tgg tta gat tca gaa act aat gaa att aaa tca aaa ata ctt

gct act 1392
Trp Leu Asp Ser Glu Thr Asn Glu Ile Lys Ser Lys Ile Leu
Ala Thr

450 455 460

act tct tcg tct tct tct tcg aca cat cat ggt ggt gga aat

gga ata 1440

Thr Ser Ser Ser Ser Ser Ser Thr His His Gly Gly Gly Asn
Gly Ile

465 470 475

480

aat gta cag aat ttt cat ttt gca ttt ggt gct gga tca aga

atg tgt 1488
Asn Val Gln Asn Phe His Phe Ala Phe Gly Ala Gly Ser Arg
Met Cys
485 490
495

tca ggt tat aat cta gtt atg aaa gaa atg tat atg atg ata

att aaa 1536
Ser Gly Tyr Asn Leu Val Met Lys Glu Met Tyr Met Met Ile
Ile Lys

500 505 510

tta tta tta tta ttt gaa att aat cct cct gat aat aat aat

aat aat 1584
Leu Leu Leu Leu Phe Glu Ile Asn Pro Pro Asp Asn Asn Asn
Asn Asn

515 520 525

ggg aaa tat tta atg gaa atg aat cct ttt gtt aat aat ctg

aat cct 1632
Gly Lys Tyr Leu Met Glu Met Asn Pro Phe Val Asn Asn Leu
Asn Pro

530 535 540

aga ggt act tca ttt gaa cca cga ata cat aat att aaa tta

caa tat 1680

Arg Gly Thr Ser Phe Glu Pro Arg Ile His Asn Ile Lys Leu
Gln Tyr

545 550 555

560

aga aaa cta cct aat tat gaa act cta cac gaa ata gtt ctc
aaa tag 1728

Arg Lys Leu Pro Asn Tyr Glu Thr Leu His Glu Ile Val Leu
Lys



<211>1728 <212>DNA <213>Candida tropicalis <220>

- 201 -
565 570
575
<210> 4o
<211> 575
<212> PRT

<213> Candida tropicalis
<400> 46

Met Leu Leu Ser Ile Pro Trp Asp Gln Ser Leu Leu Thr Leu
Leu Thr

15

Tyr Leu Asp Thr His Pro Ile Ala Thr Ile Phe Thr Ile Ile
Leu Thr
20 25 30

Ile Leu Thr Ile Gly Ile Leu Phe Asp Tyr Cys Leu Ser Pro
Lys Glu
35 40 45

Ile Ala Asn Ile Phe Ser Ile Pro Gly Asp Leu Pro Phe Ile
Gly His
50 55 60

Leu His Leu Ile Leu Asp Asn Pro Ala Leu Ile Tyr Leu Thr
Trp Tyr

65 70 75

80

Lys Leu Tyr Asn Lys Leu Val Phe Gln Ile Arg Ile Gly Asn
Lys Arg

85 90
95

Val Val Val Val Asn Ser Phe Asp Asp Val Val Gly Leu Trp
Ile Asn
100 105 110

His Ser Cys Gln Asn Asn Ser Arg Pro Leu Ser Tyr Thr Phe
His Gly



<221>CDS

aca48 cca tgg gat caa tca ttg cta acg ttg Met Leu Leu Ser lle

Leu
Ala

Leu
Arg
145
160

Lys
Cys

175

Met
Val

Met
Leu

Ser
Leu

Gln
Ser
225
240

Ile
Pro

255

Phe
Asn

Val
Ser
130

Thr
Lys

Glu
Val

Ile
Asn

Leu
Met

Tyr
Cys
210

Glu

Pro

Ser
Trp

Asn
Lys

<222>(1)..(1728)

115

Ser

Phe

Ile

Lys

Pro

195

Gly

Ile

Asn

Asn

Ala

Leu

Asp

Glu

180

Tyr

Ile

Ile

Leu

Arg

260

Leu

Arg

Glu

165

Ile

Leu

Glu

Thr

Gln

245

Glu

Gln

Lys

150

Lys

Ile

Gln

Leu

Val

230

Asp

Phe

<400>45 atg ctt ctg ago ata cta

- 202 -

Gly

135

Lys

Val

Lys

Lys

Asp

215

Glu

Ser

Ala

120

Phe

Lys

Cys

Lys

Phe

200

Cys

Asn

Val

Leu

Thr

Val

Leu

Lys

185

Ile

Tyr

Asn

Pro

Arg

265

Val

Ile

Ile

170

Asp

Leu

Asn

Ile

Phe

250

Cys

Gly

Ser

155

Asp

Ile

Lys

Lys

Ile

235

Leu

Gly

Ser

140

Leu

Asn

Ser

Thr

Asp

220

Arg

Arg

Asn

125

Thr

Cys

Glu

Thr

Ala

205

Val

Leu

Leu

Arg

Pro

Leu

Ile

Asp

190

Ile

Lys

Arg

Ile

Arg

270



Pro Trp Asp Gin Ser Leu Leu Thr Leu Leu Thr 15 10 15tatcttgat
acc cat tta acc96 cca ata got acg ata ttc acc att att

- 203 -

Tyr Met Asp Gln Leu Tyr Asn Arg Leu Gln Asn Gly Leu Ala
Glu Asn
275 280 285

Asp Pro Asn Ile Ala Asn Ser Ile Leu Gly Gln Leu Ile Leu
Asn Asn
290 295 300

Asp Asn Asn Asn Ser Asn Ser Leu Thr Ser Gln Glu Ile Gln
Ser Ile

305 310 315

320

Cys Leu Thr Leu Val Ser Ala Gly Leu Asp Asn Thr Pro Leu
Asn Leu

325 330
335

Asn Tyr Leu Ile Gly Ile Leu Ser Gln Pro Arg Ile Gly Lys
Ile Phe
340 345 350

Gln Asp Lys Ala Ile Lys Asp Ile Leu Asn His Ala Asn Gly
Asp Ile
355 360 365

Ile Gln Ala Trp Asn Gln Leu Asn Glu Glu Asn Arg Asp Cys
Lys Tyr
370 375 380

Ile Gln Ala Leu Ile Leu Glu Thr Leu Arg His Phe Thr Val
Leu Pro

385 390 395

400

Leu Ser Leu Pro Arg Leu Thr Thr Lys Pro Ile Tyr Tyr Lys
Asn Phe

405 410
415

Met Ile Pro Lys Asn Thr His Met Phe Met Asn Ala Tyr Ser



Tyr Leu Asp Thr His Pro lle Ala Thr lle Phe Thr lle lle Leu Thr 20 25
att tta aca att gga aaa gagl44 att tta ttt gat tat tgt cta tca cct lle Leu Thr lle
Gly lle Leu Phe Asp Tyr Cys

Ala

His
Glu

Trp
Ala

Thr
Gly
465
480

Asn
Met

495

Ser
Ile

Leu
Asn

Gly
Asn

Arg
Gln
545
560

Arg
Lys

575

Asn

Asp
Arg

Leu
Thr
450

Ser

Ile

Val
Cys

Gly
Lys

Leu
Asn

Lys
Pro
530

Gly
Tyr

Lys

Glu

435

Asp

Ser

Gln

Tyr

Leu

515

Tyr

Thr

Leu

420

Leu

Ser

Ser

Asn

Asn

500

Leu

Leu

Ser

Pro

Ile

Glu

Ser

Phe

485

Leu

Phe

Met

Phe

Asn

565

Phe

Thr

Ser

470

His

Val

Glu

Glu

Glu

550

Tyr

- 204 -

Lys

Asn

455

Ser

Phe

Met

Ile

Met

535

Pro

Glu

Asn

440

Glu

Thr

Ala

Lys

Asn

520

Asn

Arg

Thr

425

Pro

Ile

His

Phe

Glu

505

Pro

Pro

Ile

Leu

Phe

Lys

His

Gly

490

Met

Pro

Phe

His

His

570

Lys

Ser

Gly

475

Ala

Tyr

Asp

Val

Asn

555

Glu

Phe

Lys

460

Gly

Gly

Met

Asn

Asn

540

Ile

Ile

Asp

445

Ile

Gly

Ser

Met

Asn

525

Asn

Lys

Val

30

430

Pro

Leu

Asn

Arg

Ile

510

Asn

Leu

Leu

Leu



Leu Ser ProLys Glu35 40 45 att goo aat att ttc ggt cat192 agt att cct
gga gat ttg cca ttt att lle Ala Asn lle Phe Ser lle Pro Gly Asp Leu Pro Phe lle
Gly His

- 205 -
<210> 47
<211> 1518
<212> DNA
<213> Candida tropicalis
<220>
<221> CDS
<222>  (1)..(1518)
<400> 47
atg tat caa tta ttt tgt ttt ctt gct ggt ata att gtt gta
tat aaa 48
Met Tyr Gln Leu Phe Cys Phe Leu Ala Gly Ile Ile Val Val
Tyr Lys
1 5 10
15

gca gca caa tac tac aag aga agg aca ctt gtg act aaa ttt

cat tgc 96
Ala Ala Gln Tyr Tyr Lys Arg Arg Thr Leu Val Thr Lys Phe
His Cys

20 25 30

aaa caa gca cgt att tcc cca aac aag tca tgg ttg gaa tat

tta ggc 144
Lys Gln Ala Arg Ile Ser Pro Asn Lys Ser Trp Leu Glu Tyr
Leu Gly

35 40 45

att gcc tcc gtt gta cat gcc aat gaa atg att aga aaa gga

gga ttg 192
Ile Ala Ser Val Val His Ala Asn Glu Met Ile Arg Lys Gly
Gly Leu

50 55 60

tat tca gaa att gat gga aga ttt aaa tcc ctt gat gtt tca

aca ttc 240

Tyr Ser Glu Ile Asp Gly Arg Phe Lys Ser Leu Asp Val Ser
Thr Phe

65 70 75

80

aag tct ata act ttg gga aag aca acg tat gtt acc aaa gat

att gaa 288
Lys Ser Ile Thr Leu Gly Lys Thr Thr Tyr Val Thr Lys Asp
Ile Glu

85 90

95



505560 - 197 - tta cat tta ata cta gat aat cca gca ttg att tat tta aca tgg tat240
Leu His Leu lle Leu Asp Asn Pro Ala Leu lle Tyr Leu Thr Trp Tyr 657075 80
aaa tta tat aat aaa ctg gtt ttt caa att cgt att gga aat aaa cgt288 Lys Leu Tyr
Asn Lys Leu Val Phe Gin lle Arg lle Gly?2%n tys Arg 8590 95 gta gtt gtt gtt
aat tca ttt gat gat gtt gtt gga tta tgg ata aat336 Val Val Val Val Asn Ser Phe

Asp Asp.Val val. Gly Leu Trp lle Asn.100105110Q gatagt tgt eag.aataal teg,
aga cct tta agt taf act fsgat gga384 His Ser Cys Gin Asn Asn Ser Arg Pro

Leu SesrTyn EnmRheHis Gyl 35120425 Ha gttica gga taGaaggt Htaca gy
ggot tct aet cet,gca agt432 Leu Val Ser Ala Leu Gin Gly Phe Thr Val Gly Ser
Thr Pro Ala Ser 130135140 tta aca ttt ctg aga aag aag aaa gtt att tca ctg gt
tta aga aag480 Leu Thr Phe Leu Arg Lys Lys Lys Val lle Ser Leu Cys Leu
Arg Lyst145160165 160 aaatgas attigat gasaaa gta gt etctatagatast gam
att tgegtt528 tys Glu B8 Asp Glu Lys Val Cys Leu lle Asp Asn Glu lle Cys Vall
1651701 75 atglatt ddaydd atd aft de'adg adyrGat-ta ttaact gattsrdt576
Met 1161y &fu Ile lle Lys Lys Lys Asp lle Ser Thr Asp Val Asn - 198 -
180185190 115 120 125

gct agt gaa ggt caa tct tgg aaa cat agt cga atc atg ctt

aga cca 432
Ala Ser Glu Gly Gln Ser Trp Lys His Ser Arg Ile Met Leu
Arg Pro

130 135 140

gta ttt gca aaa gaa cac gtt aaa caa atc act tca atg gaa

cca tat 480

Val Phe Ala Lys Glu His Val Lys Gln Ile Thr Ser Met Glu
Pro Tyr

145 150 155

160

gta caa ctg ttg atc aaa atc atc aag aac cat gaa ggg gaa

cca tta 528
Val Gln Leu Leu Ile Lys Ile Ile Lys Asn His Glu Gly Glu
Pro Leu
165 170
175

gag ttt caa acc tta gcc cat ctt ttt aca ata gat tat tct

act gat 576
Glu Phe Gln Thr Leu Ala His Leu Phe Thr Ile Asp Tyr Ser
Thr Asp

180 185 190

ttc cta tta ggt gaa agt tgt gat agt ttg aag gat ttc cta

gga gaa 624
Phe Leu Leu Gly Glu Ser Cys Asp Ser Leu Lys Asp Phe Leu
Gly Glu

195 200 205

gag tcc aat tcc aca tta gat aca tcg ttg aga ctg gca ttt

gca tca 672
Glu Ser Asn Ser Thr Leu Asp Thr Ser Leu Arg Leu Ala Phe
Ala Ser

210 215 220



atg tta cct tat tta caa aaa ttc ata tta aaa aca got att ctt atg624 Met Leu Pro
Tyr Leu Gin Lys Phe lle Leu Lys Thr Ala lle Leu Met 195200205 agt tat gga
att gaa ttg gat t t tat aat aaa gat gtt aaa tta tgt672 Ser Tyr Gly lle Glu Leu Asp
Cys Tyr Asn Lys Asp Val Lys Leu Cys 2©215220 caa gag att atc acc gtg
gag aat aat afc ata aga tta aga tca ccar20 Gin %Iu lle IIea‘];r%r \éal G|l% Asn

g

3 LU ATG SeT Pro 225230235 240 ata tof adt cit caa gat ot gta

Asn lle lie
cet tG;Ha aga.clasata; cea tgg768, e Sar Asn, Lau:GinAsh Seral Rio-Phe.
Leu ArgJ et lle Pro Trp 245250 2565 tit aat aat cga gaa ttt goo ctt cgt tgt gga
aat agaagg aat aaa816 Phe AsnAsn Arg Glu Phe Ala Leg-Arg Cys Gly Asn
Arg AzgAsn Lys 260265270 tat atg gat caa tta tat aat agg tta caa aat gga tta
got g aa aat864 Tyr Met Asp Gin Leu Tyr Asn Arg Leu Gin Asn Gly Leu Ala
Glu Asm2 75280285 gatcca aat ata got aatageatt cibgga ‘chadta atisctt aat
aat912tAsp®¥o Asn llé9la Asn Ser lle Leu Gly Gin Leu lle Leu Asn Asn
290293306 gat 2t adbaat tot alitagy ftaFact dgtcatgaltta eha At attye0
Asp AstFASh"Asn Ser Asn Ser Leu Thr Ser Gin Glu lle Gin Ser lle 305310315
- 199 2-53520 tttta aca tta g?ﬁ ggt got gga tta gat aat 4cd cca ctt aat ttg1008
Cys Leu Thr Leu Val Ser Ala Gly Leu Asp Asn Thr Pro Leu Asn Leu 325330
335 apt éatc%tg all.0p3,2ta acg caa.ion 894 A3 00l 220,818 14056 ASR Ty
Leu lle,Gly.lle LeuSer@in Pro Arg Ife Gly Lys lle Phe 340345350

Met Gln Lys Asp Phe Val Asp Glu Tyr Ile Asp Arg Val Val

Gly Met

260 265 270

tcc gaa gaa gaa ttg aac aat cat cca aag agc tat gtt ttg

ttg tac 864
Ser Glu Glu Glu Leu Asn Asn His Pro Lys Ser Tyr Val Leu
Leu Tyr

275 280 285

caa tta gca aga caa act aag aat cgt gat ata tta caa gat

gaa ttg 912
Gln Leu Ala Arg Gln Thr Lys Asn Arg Asp Ile Leu Gln Asp
Glu Leu

290 295 300

atg tcc att tta ctt gca ggt aga gac acc act gcc agt ttg

ttg act 960

Met Ser Ile Leu Leu Ala Gly Arg Asp Thr Thr Ala Ser Leu
Leu Thr

305 310 315

320

ttt ttg ttt ttc gaa tta agt cac cat cca gaa gta ttt aac

aaa tta 1008
Phe Leu Phe Phe Glu Leu Ser His His Pro Glu Val Phe Asn
Lys Leu
325 330
335

aaa gag gaa atc gaa aga cac ttt cct gat gtt gaa tcc gtt

aca ttt 1056
Lys Glu Glu Ile Glu Arg His Phe Pro Asp Val Glu Ser Val
Thr Phe

340 345 350



caa gat aaa got ata aaa gat att tta aat cat gca aat gga gat att1104 GIn Asp
Lys Ala lle Lys Asp lle Leu Asn His Ala Asn Gly Asp lle 355360365 att caa
gca tgg aat caa ctg aat gaa gaa aat cga gat t t aaa tat1152 lle GIn Ala Trp
Asn GIn Leu Asn Glu Glu Asn Arg Asp €98 Lys Tyr 370375380 att caa got tta
att ctt gaa act tta aga cat ttt aca gta tta ccal200 lle GIn Ala Leu lle Leu Glu
Thr Ley Arg His Phe Thr Val Ley, Pro 385390395,400 tta,agf tia cct aga tia,
act aca aag Gea ata taf fat aaa aat ttt1248 Leu Ser Leu Pro Arg'Leu Thr Thr
Lys Pt Jlerhwr Tyelys AspBhe 405410 415 atg attect apaaatactcat atg ftt
atg aat gcatat tot ca aat1296 Met lle Pro Lys Asn Thr His Met Phe Met Asn
Ala Tyr Ser Ala#sh 420425430 cat gat gaadta ata ttc aaa aat cca ttbaaa fttt
gat cca gaa agal344 His Asp Glu Leu lle Phe Lys Asn Pro Phe Lys Phe Asp
Pro Gla Argaa200 < 43544044 5tgg tte- gattda ¢aa act hat gaaatbaaattcaeaa
ata cttgot aet1392 Tig béu Asp Ser Glu Thr Asn Glu lle Lys Ser Lys lle Leu
Ala THP50455460 dtt toftoy toF fottdt tog aciat tar ggh§gtgga’ast gijs?
atal440*TRESer Ser Ser Ser Ser Ser Thr His His Gly Gly Gly Asn Gly lle
465470475 480 aat gta cag aat ttt cat it gca ttt ggt got gga tc a atg
tgt1488 Asn Val Gin Ash Rhe His Phe fla Phe Gly Ala,Gly Sep Ara Met Gys
4854@@5 9§tt 1200

Asp Thr Val Ile Pro Arg Gly Gly Gly Lys Ser Cys Thr Asp
Pro Ile

385 390 395

400

ctt gtc cat aag ggt gaa caa gta tta ttc agt ttc tat tct

gta aac 1248
Leu Val His Lys Gly Glu Gln Val Leu Phe Ser Phe Tyr Ser
Val Asn
405 410
415

aga gaa gaa aag tat ttt ggt aca aat acc gac aag ttt gct

cca gaa 1296
Arg Glu Glu Lys Tyr Phe Gly Thr Asn Thr Asp Lys Phe Ala
Pro Glu

420 425 430

aga tgg agt gaa tca tta agg aga act gag ttc ata cca ttt

tct gct 1344
Arg Trp Ser Glu Ser Leu Arg Arg Thr Glu Phe Ile Pro Phe
Ser Ala

435 440 445

gga cct cgt gcc tgt ttg ggt caa cag tta gct aga gtt gaa

gct tca 1392
Gly Pro Arg Ala Cys Leu Gly Gln Gln Leu Ala Arg Val Glu
Ala Ser

450 455 460

tat gtt act att aga ttg ctt caa acc ttt cat ggg ttg cat

aat gcc 1440

Tyr Val Thr Ile Arg Leu Leu Gln Thr Phe His Gly Leu His
Asn Ala

465 470 475

480



tca ggt tat aat cta gtt atg aaa gaa atg tat atg atg ata att aaal536 Ser Gly Tyr
Asn Leu Val Met Lys Glu Met Tyr Met Met lle lle Lys 500505510 tta tta tta tta
ttt gaa att aat cct cct gat aat aat aat aat aat1584 Leu Leu Leu Leu Phe Glu lle
Asn Pro Pro Asp Asn Asn Asn Asn Asn&81%520525 ggg aaa tat tta atg gaa
atg aat cct ttt gtt aat aat ctg aat cct1632 Gly Lys Tyr Leu Met Glu Met Asn
Pro Phg-vaLasASLeu Ash Bio 530935340 40n gat aghicalitoan. cea cga
ata cataat.atf aaa tta ¢aa tat1680 Arg Gly Thr Ser Phe Glu Pro Arg lle His
Asn lisclys Leudzin Tyr54535@555 B6R aga;agacta Lot Aat talgaaraet ¢la:
cac gaaatagit ctc aaa tagl728 Arg Lys Leu Pro Asn Tyr Glu Thr Leu His Glu
lle Val Leu Lys - 201 - 565840 575 <210> 46 <211>505 <212> PRT <213>
Candidebtropicalis <400> 46 Met Leu Leu Ser lle Pro Trp Asp Gin Ser Leu
Leu Thr Leu Leu Thr 1510 15 Tyr Leu Asp Thr His Pro lle Ala Thr lle Phe Thr
lle lledceu Tae 202530d1e Bea TirtleGly HetLetrPhedfsp Tyr Cys Leu Ser
Pro LY8 Glu 354045 lle Ala Asn lle Phe Ser lle Pro Gly Asp Leu Pro Phe lle
Gly Hi$'5058B0% el KIS LaG e'Féu B&p RSR ProAla Leu lle Tyr Leu Thr Trp
Tyr 657075 80 Lys ngal'yr Asn Lys Leu Val PR&Gin Ile Arg lle Gly Asn Lys
Arg 8590 95 Val Val Val Val Asn Ser Phe Asp Asp Val Val Gly Leu Trp lle

Asn 100105110,
<211> 505
<212> PRT

<213> Candida tropicalis
<400> 48

Met Tyr Gln Leu Phe Cys Phe Leu Ala Gly Ile Ile Val Val
Tyr Lys

1 5 10

15

Ala Ala Gln Tyr Tyr Lys Arg Arg Thr Leu Val Thr Lys Phe
His Cys
20 25 30

Lys Gln Ala Arg Ile Ser Pro Asn Lys Ser Trp Leu Glu Tyr
Leu Gly
35 40 45

Ile Ala Ser Val Val His Ala Asn Glu Met Ile Arg Lys Gly
Gly Leu
50 55 60

Tyr Ser Glu Ile Asp Gly Arg Phe Lys Ser Leu Asp Val Ser
Thr Phe

65 70 75

80

Lys Ser Ile Thr Leu Gly Lys Thr Thr Tyr Val Thr Lys Asp
Ile Glu
85 90



- 202 - 115120125 Leu Val Ser Ala Leu Gin Gly Phe Thr Val Gly Ser Thr Pro
Ala Ser 130135140 Leu Thr Phe Leu Arg Lys Lys Lys Val lle Ser Leu Cys
Leu Arg Lys 145150155 160 Lys Glu lle Asp Glu Lys Val Cys Leu lle Asp Asn
Glu lle Cys Val 165170 175 Met lle Lys Glbi Ite lle Lys Lys Lys Asp lle Ser Thr
Asp Val Asn 180185190 Met Leu Pro Tyr Leu Gin Lys Phe lle Leu Lys Thr
Ala llée Leu Met 195200205 Ser Tyr Gly lle Glu Leu Asp Cys Tyr Asn Lys Asp
Val Lys Leu Cys 210215220 Gin Glu lle lle Thr Val Glu Asn Asn lle lle Arg
Leu ArgrnSen Bra 245230235240 lle Ser Asn, Led GitmAspseradal Rio-Phe,
Leu Argrlel:lle Pro Trp 245250 255 Phe Asn Asn Arg Glu Phe Ala Leu Arg
Cys Gly Asn Arg ArgiAsn Lys 260265270 - 20805Tyr Met Asp Gin Leu Tiyro
Asn Arg Leu Gin Asn Gly Leu Ala Glu Asn 275280285 Asp Pro Asn lle Ala
Asn Ser lle Leu Gly Gin Leu lle Leu Asn Asn 290295300 Asp Asn Asn Asn
Ser AshvSéd BebThriSer Gire Gid dlelGin 8¢ 1IB13053103052320 CysskeG Thr
Leu VI Sér&la Gly Leu Asp Asn Thr Pro Leu Asn Leu 325330 335 Asn Tyr
Leu lle Gly lle L%ju%er Gin Pro Arg lle Gly £9s lle Phe 340345350 12°

Ala Ser Glu Gly Gln Ser Trp Lys His Ser Arg Ile Met Leu
Arg Pro
130 135 140

Val Phe Ala Lys Glu His Val Lys Gln Ile Thr Ser Met Glu
Pro Tyr

145 150 155

160

Val Gln Leu Leu Ile Lys Ile Ile Lys Asn His Glu Gly Glu
Pro Leu

165 170
175

Glu Phe Gln Thr Leu Ala His Leu Phe Thr Ile Asp Tyr Ser
Thr Asp
180 185 190

Phe Leu Leu Gly Glu Ser Cys Asp Ser Leu Lys Asp Phe Leu
Gly Glu
195 200 205

Glu Ser Asn Ser Thr Leu Asp Thr Ser Leu Arg Leu Ala Phe
Ala Ser
210 215 220

Gln Phe Asn Lys Thr Gln Gln Gln Met Thr Ile Arg Phe Met
Leu Gly

225 230 235

240



Gin Asp Lys Ala lle Lys Asp lle Leu Asn His Ala Asn Gly Asp lle 355360365
lle Gin Ala Trp Asn Gin Leu Asn Glu Glu Asn Arg Asp Cys Lys Tyr
370375380 lle Gin Ala Leu lle Leu Glu Thr Leu Arg His Phe Thr Val Leu Pro
385390395 400 Leu Ser Leu Pro ArgLel Thr Thr Lys Pro lle Tyr Tyr Lys Asn
Phe 405410 41 24 IaA 425 Is A GI LeuIeP el

Asn é ]é i 9 ro%u A% 43%443L D Yer i Aspi K%ﬂ

Asn Glu lle Lys Ser Lys II% Leu Ala Thr 450455460 Ty Ser Ser Ser Ser Ser
Ser The His His Gly Gly Gly Asn Gly lle 465470475 480 Asn Val GIn Asn Phe
His Phe Ala Phe Gly Ala Gly Ser Arg Met Cys 485490 495 Ser Gly Tyr Asn
Leu Val Met Lys Glu Met Tyr Met Met lle lle Lys 500505510 Leu Leu Leu Leu
Phe @GkrlleAsniRro Rsp AZp=ASR AsksASRIASITASN BISH520526-GlywkYS Tyt
Leu MetvGlieMet Asn Pro Phe Val Asn Asn Leu Asn Pro 530535540 Arg Gly
Thr Ser Phe Glu Pro%xg lle His Asn lle Lys Le#tGIn Tyr 545550555 5602Afg
Lys Leu Pro Asn Tyr Glu Thr Leu His Glu lle Val Leu Lys 565570 - 205 -

<210> 47 <211> 1518 _
Ser Glu Glu Glu Leu Asn Asn His Pro Lys Ser Tyr Val Leu

Leu Tyr
275 280 285

Gln Leu Ala Arg Gln Thr Lys Asn Arg Asp Ile Leu Gln Asp
Glu Leu
290 295 300

Met Ser Ile Leu Leu Ala Gly Arg Asp Thr Thr Ala Ser Leu
Leu Thr

305 310 315

320

Phe Leu Phe Phe Glu Leu Ser His His Pro Glu Val Phe Asn
Lys Leu

325 330
335

Lys Glu Glu Ile Glu Arg His Phe Pro Asp Val Glu Ser Val
Thr Phe
340 345 350

Gly Thr Ile Gln Arg Cys Asp Tyr Leu Gln Trp Cys Ile Asn
Glu Thr
355 360 365

Met Arg Leu His Pro Ser Val Pro Phe Asn Phe Arg Thr Ala
Ala Asn
370 375 380

Asp Thr Val Ile Pro Arg Gly Gly Gly Lys Ser Cys Thr Asp
Pro Ile
385 390 395



<212> DNA <213> Candida tropicalis <220> <221> CDS <222>(1)..(1518)
<400> 47 atg tat caa tta ttt t t ttt ctt got ggt ata att gtt gta tat aaa48 Met Tyr
Gin Leu Phe Cys Phe Leu Ala Gly lle lle Val Val Tyr Lys 1510 15 gca gca caa
tac tac aag aga agg aca ctt gtg act aaa #t ¢attgc96 Ala Ala Gin Tyr Tyr Lys
Arg Alg 6|' hr Leu Val Thr Lys Phe His Cys 202530 aaa caa gca cgt att too cca
aac aag tca tgg ttg gaa tat tta ggcl44 Lys Gin Ala Arg lle Ser Pro Asn Lys
Ser Trp Leu Glu Tyr Leu Gly 354045 att goo too gtt gta cat goo aat gaa atg
att aga-aaa ggagga gl 92ille Ala,Ser YajVal His AlaAsnGleMetille Asg -
Lys Gly Glyd:eu 505560 tat tca gaa att gat gga aga ttt aaa too ctt gat gtt tca
aca ttc240 Tyr Ser Glu llegasp Gly Arg Phe Lys Serdieu Asp Val Ser Thr Phe
657043 80 aag tot ata act ttg gga aag aca acg tat gtt acc aaa gat att gaa288
Lys Ser lle Thr Leu Gly Lys Thr Thr Tyr Val Thr Lys Asp lle Glu 8590 - 206 -
aac atc cgt cat atc ttg agt gca acg gaa atg aac tca tgg aat ctt336 Asn lle Arg
His llé1eCSer Al ThY GltiMeFASn Ser TiprASA L etRT06F05 110 gitgoblcyt
cca aft'gtd’ttd aga coo ttg att ggt gat gga att ttt384 Gly Ala Arg Pro lle Ala
Leu Arg Pro Leu lle é Asp Gly lle Phe 115170125 got agt gaa ggt caa't

tgg aaa cat agt cga atc atg ctt aga cca432

Arg Trp Ser Glu Ser Leu Arg Arg Thr Glu Phe Ile Pro Phe
Ser Ala
435 440 445

Gly Pro Arg Ala Cys Leu Gly Gln Gln Leu Ala Arg Val Glu
Ala Ser
450 455 460

Tyr Val Thr Ile Arg Leu Leu Gln Thr Phe His Gly Leu His
Asn Ala

465 470 475

480

Ser Lys Gln Tyr Pro Pro Asn Arg Val Val Ala Ala Thr Met
Arg Leu

485 490
495

Thr Asp Gly Cys Asn Val Cys Phe Ile

500 505
<210> 49
<211> 1584
<212> DNA

<213> Candida tropicalis

<220>
<221> CDS
<222> (1)..(1584)

<400> 49



Ala Ser Glu Gly Gin Ser Trp Lys His Ser Arg lle Met Leu Arg Pro 130135140
gta ttt gca aaa gaa cac gtt aaa caa atc act tca atg gaa cca tat480 Val Phe Ala
Lys Glu His Val Lys Gin lle Thr Ser Met Glu Pro Tyr 145150155 160 gta caa
ctg ttg atc aaa atc atc aag aac cat gaa gggf gaa cca tta528 Val Gin Leu Leu
lle Lys lle lle Lys Asn His Glu Gly Glu Pro Leu 165170 175 gag (it caa acc fta
goo %gng@;a@atgtaaagtgt%%%ot%& 578 i Pbe A 1L 6 A Fho Ty
Phe Tjulle; AspyTyr Ser, Th, Asp 180185190, tt¢ cla a,0gt.gaasagt tgt.gat agt
ttg aag-gatlic cta gga gaa624 Phe Leu Leu Gly Glu Ser Cys Asp Ser Leu Lys
Asp Rhe Leu Gly Glu 195200205 gag too aat too aceptta gat aca tog ttg aga
ctg gaattt gca tca672 Glu Ser Asn Ser Thr Leu Asp Thr Ser Leu Arg Leu Ala
Phe Ala Ser 210215220 - 207 - cag ttt aat aaa acc cag cag caa atg aca att
cga ttecatgaty ggaz20GintRhe #sn bys The GinaGinnGmn Met TatleArg Plre
Met Leti-Ghr225230235 %240 aaa ttg goo ttt ctc atg tat cca aag agt ttt caa aat
agt aft taa¥8B [Y&Ley AldPheteu et FYEPFY Lys SerlPRe &SR ASK Settle
Gin 248250955 atg caa aag gac ttt gtt gat gaa tat atc gac aga gta gta ggt
atg816 Met Gin Lys ,&gp Phe Val Asp Glu Tyr fte Asp Arg Val Val Gly M 0

260285270 oo gaa 9aa gaa.ttq aac aat caf cca aag ado fat gi {tg 1g. tacsod

atc att 144
Thr Tyr Gln Gln Ala Ser Trp Leu Gln Ile Ile Leu Thr Ser
Ile Ile

35 40 45

ctc att ttg act tat gat caa atc ctg tat caa atc aat aaa

ggt tca 192
Leu Ile Leu Thr Tyr Asp Gln Ile Leu Tyr Gln Ile Asn Lys
Gly Ser

50 55 60

att gct ggt cca aaa ttc aaa ttt tgg cca att att ggt cca

ttc ttg 240

Ile Ala Gly Pro Lys Phe Lys Phe Trp Pro Ile Ile Gly Pro
Phe Leu

65 70 75

80

gaa tct tta gat cca aaa ttc gaa gaa tat aaa gct aaa tgg

gat tct 288
Glu Ser Leu Asp Pro Lys Phe Glu Glu Tyr Lys Ala Lys Trp
Asp Ser
85 90
95

ggt gaa ttg agt tgt gtt tcc att ttc cat aaa ttc gtt gtt

att gct 336
Gly Glu Leu Ser Cys Val Ser Ile Phe His Lys Phe Val Val
Ile Ala

100 105 110

tct tct cgt gat tta gct aga aag att tta gca tct cca aaa

tac gtt 384
Ser Ser Arg Asp Leu Ala Arg Lys Ile Leu Ala Ser Pro Lys
Tyr Val

115 120 125



Ser Glu Glu Glu Leu Asn Asn His Pro Lys Ser Tyr Val Leu Leu Tyr
275280285 caa tta gca aga caa act aag aat cgt gat ata tta caa gat gaa ttg912
Gin Leu Ala Arg Gin Thr Lys Asn Arg Asp lle Leu Gin Asp Glu Leu
290295300 atg too att tta ctt gca ggt agalghc-acc act goo agt ttg ttg act960
Met Ser lle Leu Leu Ala Gly Arg Asp Thr Thr Ala Ser Leu Leu Thr 305310315
390 (1 B0 b 1 gt £ LAk oo 5o e ack a8 HaTO0R PRE (e
Phe Rhe Gluley Seykhis His Pro,GhivahPheAsn Lys Leu 325330, 3359aa
gag gaa-atcgaa aga cac ttt cct gat gtt gaa too gtt aca ttt1056 Lys Glu Glu lle
Glu Arg His fhe Pro Asp Val Glu Ser3fal Thr Phe - 208 - gga act atc cag aga
tgc gac tat ctt caa tgg tgt att aac gaa act1104 Gly Thr lle Gin Arg Cys Asp Tyr
Leu GigaTrpc€ys tle Asn Glud hrd355360365atgpaga cte gat cca tcagtt cop ttt
aat ttt agatact gca cc 4801152 Met Arg Leu His Pro Ser Val Pro Phe Asn Phe
Arg ThriAldAlaPsh 3703725880 Haclaca gtz athlecd aga’ggt goa ggraaatec
tgt a(,%e%atl&i{ att1200 Asp Thr Val lle Pro Arg Gly Gly Gly Lys Ser Cys Thr
Asp Pro’lle 385390395 400 ctt §td cat aag ggt gaa caa géa fta ttc agt ttc tat tct
ta aac£248 Leu val His Lys Gly Glu Gin Val Leu Phe Ser Phe Tyr Ser Val

Asn 405410 41§a a gaa gaa aagdtat ttt ggt.aca aat acc gac aag ttt (;Ct cca
gaal @% Aithlutglu Y ngy? Phe G?)(;{ ﬁ'f??g%\tsnt r X%S Lys Phe ?Alngrocéiau
a ¥3
4204 é%ggly Leu Phe Ser Gln Arg Ala Leu Glu Ile Tyr Ile Pro
Val Gln

165 170
175

gaa aaa tac atg gat att tat tta gat aga ttc tgt aag tac

gac ggt 576
Glu Lys Tyr Met Asp Ile Tyr Leu Asp Arg Phe Cys Lys Tyr
Asp Gly

180 185 190

cca cgt gaa ttc ttc cca gaa ttt aga gaa ttg ttg tgt gct

tta tct 624
Pro Arg Glu Phe Phe Pro Glu Phe Arg Glu Leu Leu Cys Ala
Leu Ser

195 200 205

ttg aga act ttc tgt ggg gat tac atc act gaa gat caa att

gct tta 672
Leu Arg Thr Phe Cys Gly Asp Tyr Ile Thr Glu Asp Gln Ile
Ala Leu

210 215 220

gtt gct gat aac tat tac aga gtc act gct gct ttg gaa ttg

gtc aat 720

Val Ala Asp Asn Tyr Tyr Arg Val Thr Ala Ala Leu Glu Leu
Val Asn

225 230 235

240

ttc cca atc att att cct tac act aaa act tgg tac ggt aag

aag att 768
Phe Pro Ile Ile Ile Pro Tyr Thr Lys Thr Trp Tyr Gly Lys
Lys Ile

245 250

255



aga tgg agt gaa tca tta agg aga act gag ttc ata cca ttt tct gct1344 Arg Trp Ser
Glu Ser Leu Arg Arg Thr Glu Phe lle Pro Phe Ser Ala 435440445 gga cct cgt
gcc tgt ttg ggt caa cag tta gct aga gtt gaa gct tcal392 Gly Pro Arg Ala Cys
Leu Gly Gin Gin Leu Ala Arg Val GluAld Ser450455460 tat gtt act att aga ttg
ctt caa acc ttt cat ggg ttg cat aat gcc1440 Tyr Val Thr lle Arg Leu Leu Gin Thr
Phe His.Gly_Leu His Ala 465470475 A80 - 209 - agt tac cca cca
aat aggtgtgalt g&% gﬁggggg?g%%% %3%48%? %e%%l%/sa% %‘?‘r@ P%%%%C%S% }g%g
Val Val Ala Ala Thy Met-Arg: Leu A85490 495 act gag gotdgkaag gitatitdthate
tag 1838 ThyAsp Gly Cys Asn Val Cys Phe lle 500505 <210> 48 <211> 505
<212> PRT <213> Casdida tropicalis <400> 48d¥et Tyr Gin Leu Phe Cys70
Phe Leu Ala Gly lle lle Val Val Tyr Lys 1510 15 Ala Ala Gin Tyr Tyr Lys Arg
Arg Thrd eteVakThr bys PimeeHsCys 202580 bys GinAlaArgtie Ser PretAsn
Lys SerTrpdseu Glu T8 £eu Gly 354045 lle Ala Ser Val Val His Ala Asn Glu
Met IfevArdiLys G1§ GI§LEUB055605F SerGli e Rsp Gy Argy PhétydiSer
Leu ASB°Val 8er Thr Phe 657075 80 Lys Ser lle Thr Leu Gly Lys Thr Thr Tyr
Val Thr Lys AsgfIle Glu 8590 280 285

tgg att tac ttg atg aaa gaa gct aaa gaa aaa cac tct gat

gat cca 912
Trp Ile Tyr Leu Met Lys Glu Ala Lys Glu Lys His Ser Asp
Asp Pro

290 295 300

gat tcc aaa tta ttg att aga gaa ttc tcc aac cgt gaa att

tcc gaa 960

Asp Ser Lys Leu Leu Ile Arg Glu Phe Ser Asn Arg Glu Ile
Ser Glu

305 310 315

320

gcc att ttc act ttc ttg ttt gct tct caa gat gcc tct tct

tct ttg 1008
Ala Ile Phe Thr Phe Leu Phe Ala Ser Gln Asp Ala Ser Ser
Ser Leu
325 330
335

gct tgt tgg tta ttc caa att gtc gcc gac aga cca gat gtt

gtt gcc 1056
Ala Cys Trp Leu Phe Gln Ile Val Ala Asp Arg Pro Asp Val
Val Ala

340 345 350

aag att aga gaa gaa caa ttg aga gtt aga aac aat gac cca

tct gtt 1104
Lys Ile Arg Glu Glu Gln Leu Arg Val Arg Asn Asn Asp Pro
Ser Val

355 360 365

aaa ttg tcc ttg gat ttg att aat gaa atg act tac acc aat

gat gtt 1152
Lys Leu Ser Leu Asp Leu Ile Asn Glu Met Thr Tyr Thr Asn
Asp Val

370 375 380



- 210 - 95 Asn lle Arg His lle Leu Ser Ala Thr Glu Met Asn Ser Trp Asn Leu
100105110 Gly Ala Arg Pro lle Ala Leu Arg Pro Leu lle Gly Asp Gly lle Phe
115120125 Ala Ser Glu Gly Gin Ser Trp Lys His Ser Arg lle Met Leu Arg Pro
130135140 Val Phe Ala Lys Glu His VaPLys Gin lle Thr Ser Met Glu Pro Tyr

145150155 160 Val Gin Leu Leu lle Lys lle lle Lys Asn His Glu Gly Glu Pr
Lou TR E78 Cu Pk i T €0t B Eox, I T e Adh T Srt
Thr Agp,18Q185190 Ebe Ley, '—EPKG%@'%?SV £ys Ash SerlewlysihspRhe
Leu Gly Ghi,195200205 Glu Ser Asn Ser Thr Leu Asp Thr Ser Leu Arg Leu
Ala PhgsAla Ser 210215220 Ginddhe Asn Lys Thr Gin Gipggin Met Thr lle Arg
Phe MetLeu Gly 225230235 240 - 211 - Lys Leu Ala Phe Leu Met Tyr Pro
Lys Ser Phe Gin Asn Ser lle Gin 245250 255 Met Gin Lys Asp Phe Val Asp
Glu Tyt tledAsp Arg el &/ al GlytiViet 260265276 SercBhu & Gla t.etrAsgAsn
His PEs&yaSer Tyr VaFBeu Leu Tyr 275280285 Gin Leu Ala Arg Gin Thr Lys
Asn ArfASpHellveu Bik AshPGli € et 00295300 Met Sériie L&g LBwrAfLGly

Arg ASpCTh¥Phr Ala Ser Leu Leu Thr 305310315 320 Phe Leu Phe Phe Glu
Leu S4elr5His His Pro Glu V&l Phe Asn Lys Leu 410

ggt tct atg ctt atc cca act ttg tac cct gct tta cat gat

cct gaa 1296
Gly Ser Met Leu Ile Pro Thr Leu Tyr Pro Ala Leu His Asp
Pro Glu

420 425 430

gtt tat gat gaa cca gat tct ttc att cca gaa aga tgg gcc

act gct 1344
Val Tyr Asp Glu Pro Asp Ser Phe Ile Pro Glu Arg Trp Ala
Thr Ala

435 440 445

tct ggt gat atg tac aaa cgt aac tgg ttg gtc ttc ggt act

ggt cca 1392
Ser Gly Asp Met Tyr Lys Arg Asn Trp Leu Val Phe Gly Thr
Gly Pro

450 455 460

cac gtt tgt ttg ggt aag aac tat gtc atg atg ttg ttt act

ggt atg 1440

His Val Cys Leu Gly Lys Asn Tyr Val Met Met Leu Phe Thr
Gly Met

465 470 475

480

ttg ggt aaa ttt gtc atg aac tct gat atc att cat cac aaa

act gca 1488
Leu Gly Lys Phe Val Met Asn Ser Asp Ile Ile His His Lys
Thr Ala
485 490
495

tta tct gaa gaa atc aaa gtt ttc gct act att ttc cct aag

gac gat 1536
Leu Ser Glu Glu Ile Lys Val Phe Ala Thr Ile Phe Pro Lys
Asp Asp

500 505 510



325330 335 Lys Glu Glu lle Glu Arg His Phe Pro Asp Val Glu Ser Vval Thr
Phe 340345350 Gly Thr lle Gin Arg Cys Asp Tyr Leu Gin Trp Cys lle Asn Glu
Thr 355360365 Met Arg Leu His Pro Ser Val Pro Phe Asn Phe Arg Thr Ala
Ala Asn 370375380 Asp Thr Val lle Pro?Arg Gly Gly Gly Lys Ser Cys Thr Asp
Pro lle 385390395 - 212 - 400 Leu Val His Lys Gly Glu Gin Val Leu Phe Ser
Phe Tyr,Ser Yal Asn 405410415 Arg Glu.Glu Lys Tyr Phe Gly Thr Asn The
Asp Lys.Phe Ala Pro;Gh,4 0425430 Arg Trp Ser Glu Ser Leu Arg Arg Thr
Glu Rhglle ProRhe Sen Ala 35440445 Giy,PraArg.Alaeys ked Gly LieGin
Leu Ala/Arg Val Glu Ala Ser 450455460 Tyr Val Thr lle Arg Leu Leu Gin Thr
Phe His Gly Le His Asn Ala 465470475 480 Ser Lys Gin Tyr Pro BasAsn
Arg Val Val Ala Ala Thr Met Arg Leu 485490 495 Thr Asp Gly Cys Asn Val
Cys Phe lle 500505 <210> 49 <211> 1584 <212> DNA <213> Candida

tropicadis ®220>0<221> CDS <222>(1)..(1584) - 213 -
<211> 527

<212> PRT
<213> Candida tropicalis

<400> 50

Met Ser Val Asn Thr Thr Ser Pro Val Val Asp Ser Ile Ser
Asp Asn

1 5 10

15

Ala Thr Thr Tyr Leu Ser Thr Lys Tyr Ile Ile Asp Ser Leu
Tyr Ser
20 25 30

Thr Tyr Gln Gln Ala Ser Trp Leu Gln Ile Ile Leu Thr Ser
Ile Ile
35 40 45

Leu Ile Leu Thr Tyr Asp Gln Ile Leu Tyr Gln Ile Asn Lys
Gly Ser
50 55 60

Ile Ala Gly Pro Lys Phe Lys Phe Trp Pro Ile Ile Gly Pro
Phe Leu

65 70 75

80

Glu Ser Leu Asp Pro Lys Phe Glu Glu Tyr Lys Ala Lys Trp
Asp Ser

85 90
95

Gly Glu Leu Ser Cys Val Ser Ile Phe His Lys Phe Val Val
Ile Ala
100 105 110



atg agt gtc aat act act tct cca gtt gtg gat agt att agt at aat48 Met Ser Val Asn
Thr Thr Ser Pro Val Val Asp Ser lle Ser Asp Asn 1510 15 gct act aca tat ttg
agt aca aaa tat atc atc gat agt tta tat tca96 Ala Thr Thr Tyr Leu Ser Thr Lys
Tyr lle lle Asp Ser Leu Tyr Ser 202530 aétftat caa caa gct tca tgg tta caa atc
att tta acc tca atc att1l44 Thr Tyr Gin Gin Ala Ser Trp Leu Gin lle lle Leu Thr
Ser lle lle 354045 ctc att ttg act tat gat caa atc ctg tat caa atc aat aaa ggt
tcal92.eu e Lew The Tyr AspGin e beu TynGin fle Asn Lys GlySet 1y s
505564 attgat ggt cca aaa ttc aaa tit tgg cca att att ggt cca ttc ttg240 lle Kla
Gly Pro Lys Phe Lys Phe Trp Pro lle lle Gly ¢’ro Phe Leu 657075 80.gaa tct
tta gat cca aaa ttc gaa gaa tat aaa gct aaa tgg gat tct288 Glu Ser Leu Asp
Pro Lys Phe Glu Glu Tyr Lys Ala Lys Trp Asp Ser 8590 95 ggt gaa ttg agt tgt
gtt tcé att tircatCaaa ielgty git atcgcid86 GhaGlia LeuySelCyshal SerdlléPhe
His LysPhesval Val lle Ala 100105110 tct tct cgt gat tta gct aga aag att tta
gca tct ccaldda tac gtt384 Ser Ser Atg Asp Leu Ala Arg Lys llé £&u Ala Ser
Pro Lys Tyr Val 115120125 - 214 - aaa cct tgt gtt gtt gat gtt got gtt aaa att tta

aga cct tca aat432 Lys Prg Cys Val Val Asp Val Ala Val Lys lle Leu Arg Pro
Ser %%pl{g?zf T G ol F e ot 48 oY ok SRt B ol Gttt
ttg48 jl?p al Phe Leu Asp Gly Lys Ala His Thr Asp Tyr Arg Arg Ser Leu
14515Q155 160

Asn Gly Leu Phe Ser Gln Arg Ala Leu Glu Ile Tyr Ile Pro
Val Gln

165 170
175

Glu Lys Tyr Met Asp Ile Tyr Leu Asp Arg Phe Cys Lys Tyr
Asp Gly
180 185 190

Pro Arg Glu Phe Phe Pro Glu Phe Arg Glu Leu Leu Cys Ala
Leu Ser
195 200 205

Leu Arg Thr Phe Cys Gly Asp Tyr Ile Thr Glu Asp Gln Ile
Ala Leu
210 215 220

Val Ala Asp Asn Tyr Tyr Arg Val Thr Ala Ala Leu Glu Leu
Val Asn

225 230 235

240

Phe Pro Ile Ile Ile Pro Tyr Thr Lys Thr Trp Tyr Gly Lys
Lys Ile

245 250
255



aat ggt tta ttc too caa aga got ttg gaa att tac att cca tt caa528 Asn Gly Leu
Phe Ser Gin Arg Ala Leu Glu lle Tyr lle Pro Val Gin 165170 175 gaa aaa tac
atg gat att tat tta gat aga ttc tgt aag tac gac ggt576 Glu Lys Tyr Met Asp lle
Tyr Leu Asp Arg Phe Cys Lys Tyr Asp GR/2180185190 cca cgt gaa ttc ttc cca
gaat aa itg ttg.fgt got tt tot6%4 Prg Arg.Glu Phe Phe Pro Glu Phe Arg
Gl Lob 24 Gy Kl 20 Sar 105200006 13 ade ack e tal 4k gat 1ot St
act gaa gat caa att gettta672 Leu Arg Thr Phe,gys Gly Asp Tyr lle Thr Ghy,
Asp Gin lle Ala Leu 210215220 gtt got gat aac tat tac aga gtc act got got ttg
gaa ttg gtc aat720 Val Ala Asp Asn Tyr Tyr Arg Val Thr Ala Ala Leu Glu Leu
Val Asn226230235 240 ticiecanaic atattaoct tae ackaaa@Agt tgg dav gyt aag
aag aat¥®8Rhe Pro lle lle lle Pro Tyr Thr Lys Thr Trp Tyr Gly Lys Lys lle
245250 - 215 -%jbt gat gat acc atg aag ag &t gaa aat tgt got got atg fdo
aag816 Ala Asp Asp Thr Met Lys lle Phe Glu Asn Cys Ala Ala Met Ser Lys
260265270 aaa cac att aat gaa aat aat ggt act cca %t tgt gtt atg gat gaa864
Lys Hi$Re'Asn &it AsHASR GHYFhiPo JIgi‘c:Iy%S\/%I MetASp G Ser Asp

2752%?8% ggg att tac ttg atg aaa gag,got aaa gaa aaa cac totgat at cca912

Asp Ser Lys Leu Leu Ile Arg Glu Phe Ser Asn Arg Glu Ile
Ser Glu

305 310 315

320

Ala Ile Phe Thr Phe Leu Phe Ala Ser Gln Asp Ala Ser Ser
Ser Leu

325 330
335

Ala Cys Trp Leu Phe Gln Ile Val Ala Asp Arg Pro Asp Val
Val Ala
340 345 350

Lys Ile Arg Glu Glu Gln Leu Arg Val Arg Asn Asn Asp Pro
Ser Val
355 360 365

Lys Leu Ser Leu Asp Leu Ile Asn Glu Met Thr Tyr Thr Asn
Asp Val
370 375 380

Val Lys Glu Ser Leu Arg Tyr Arg Pro Pro Val Leu Met Val
Pro Tyr

385 390 395

400

Val Val Lys Lys Ala Phe Pro Val Thr Glu Lys Tyr Thr Ala
Pro Lys
405 410



Trp lle Tyr Leu Met Lys Glu Ala Lys Glu Lys His Ser Asp Asp Pro 290295300
gat too aaa tta ttg att aga gaa ttc too aac cgt gaa att too gaa960 Asp Ser Lys
Leu Leu lle Arg Glu Phe Ser Asn Arg Glu lle Ser Glu 305310315 320 cc att
ttc act ttc ttg ttt got tot caa gat goo tottot #6t ttg1008 Ala lle Phe Thr Phe Leu
Phe QI?5Ser Gin Asp Ala Ser Ser Ser Leu 325330 335 got t t tgg tta ttc caa
att gtc goo gac aga cca gat gtt gtt goo1056 Ala Cys Trp Leu Phe Gin lle Val
Ala Asp Arg Pro Asp Val Val Ala 340345350 aag att aga gaa gaa caa ttg aga
gtt agey 3ag aat gae ccatot git1104 lys lle Arg Gl GluGin LeyArgsval Atg
Asn AstbAspPro Ser Val 355360365 aaa ttg too ttg gat ttg att aat gaa atg act
tac acc aat gat gtt1152d.ys Leu Ser Leu Asp Lerwislle Asn Glu Met Thr Tyg3lthr
Asn Asp Val 370375380 - 216 - gtt aaa gaa tct ttg aga tac cgt cca cca gtc ttg
atg gtt cca tat1200 Val Lys Glu Ser Leu Arg Tyr Arg Pro Pro Val Leu Met Val
Pro Ty# 385800398 400 gl it &ag aErgétittc ééag giractdan aad tacmach get
cca adg12483/al Val Lys Lys Ala Phe Pro Val Thr Glu Lys Tyr Thr Ala Pro
Lys 405410 415°ggt tct atg ctt atc cca acttfd'tac cct get tta cat gat ¢&°
gaal296 Gly Ser Met Leu lle Pro Thr Leu Tyr Pro Ala Leu His Asp Pro Glu
420425430, 01t 18 g, gpa£5a galtct G aft ceq gaa,aga fog ogg ackagtide

Gly Pro

450 455 460

His Val Cys Leu Gly Lys Asn Tyr Val Met Met Leu Phe Thr
Gly Met

465 470 475

480

Leu Gly Lys Phe Val Met Asn Ser Asp Ile Ile His His Lys
Thr Ala

485 490
495

Leu Ser Glu Glu Ile Lys Val Phe Ala Thr Ile Phe Pro Lys
Asp Asp
500 505 510

Val Ile Leu Glu Trp Lys Lys Arg Asp Pro Leu Ala Ala Ser

Asn
515 520 525
<210> 51
<211> 1587
<212> DNA

<213> Candida tropicalis

<220>
<221> CDS
<222> (1)..(1587)

<400> 51



Val Tyr Asp Glu Pro Asp Ser Phe lle Pro Glu Arg Trp Ala Thr Ala 435440445
tct ggt gat atg tac aaa cgt aac tgg ttg gtc ttc ggt act ggt ccal392 Ser Gly Asp
Met Tyr Lys Arg Asn Trp Leu Val Phe Gly Thr Gly Pro 450455460 cac gttt t
ttg ggt aag aac tat gtc atg atg ttg ttt act ggtlatg1440 His Val Cys Leu Gly Lys
Asn T rVaI et et u Thr G Met 465470475 480 ttg ggt aaa ttt gtc
atg a%y tht%a'\gt atg/lcatfg cy acgaaa ac%gcaﬂgﬁ_eu %?y LyogCPhagag\C/:f R}ettc,gsn
Ser Asplie g ww%yszg;gr Ala. 485490 495,(ta tetgag gaazals ada g i
gct agtalt ge.cct aag gac gatl536 Leu Ser Glu Glu lle Lys Val Phe Ala Thr lle
Phe Rro Lys Asp Asp - 217 - gtt att tta gaa tgg aaa agg aga gat cog tta got
got tot mat taal584 Val lle Leu Glu Trp Lys Lys Arg Asp Pro Leu Ala Ala Ser
Asn 515520525 <210> 50 <211> 527 <212> PRT <213> Candida tropicalis
<400:%50 Met SerdValcAsieIar Jdu SercPrr-VakVal Asp SértllgSertAsp Asa
15105AREThr Thr TyPeu Ser Thr Lys Tyr lle lle Asp Ser Leu Tyr Ser
202536 Threryricin Gitt Al Ser Tp Lt Gt 11éR Eed T Sérle HeR54045
Leu Ifé°Eed Thr Tyr Asp Gin Ile Leu Tyr Gin lle Asn Lys Gly Ser 505560 lle
Ala Gly Pro Lys Phe {g?s Phe Trp Pro lle lle GI%Dro Phe Leu 657075 80°Glu
Ser Lgu Asp Pro.Lys Phe Glu Glu T)ér Lys ﬁ: \% ys Tr Ser 8590 95 GI

a

Glu Lgéj S%rtéys algglréllfeg ?’heaﬁls Lys Ic\/algl?e 16%30%_%%0%

Tyr Asn Ile Ala Trp Gln Leu Leu Tyr Ser Leu Arg Lys Asp
Arg Val
35 40 45

cca atg gtt ttc tac tgg atc cca tgg ttt ggt tct gct gcect

agt tat 192
Pro Met Val Phe Tyr Trp Ile Pro Trp Phe Gly Ser Ala Ala
Ser Tyr

50 55 60

ggt atg caa cca tac gaa ttc ttt gaa aag tgc aga ttg aaa

tat ggt 240

Gly Met Gln Pro Tyr Glu Phe Phe Glu Lys Cys Arg Leu Lys
Tyr Gly

65 70 75

80

gat gtt ttt tca ttt atg tta tta ggt aaa gtt atg act gtt

tat ttg 288
Asp Val Phe Ser Phe Met Leu Leu Gly Lys Val Met Thr Val
Tyr Leu
85 90
95

ggt cca aaa ggt cac gaa ttc att tac aat gct aaa tta tcc

gat gtt 336
Gly Pro Lys Gly His Glu Phe Ile Tyr Asn Ala Lys Leu Ser
Asp Val

100 105 110

tct gct gaa gaa gct tat acc cat ttg act act cct gtt ttt

ggt aaa 384
Ser Ala Glu Glu Ala Tyr Thr His Leu Thr Thr Pro Val Phe
Gly Lys

115 120 125



- 218 - Ser Ser Arg Asp Leu Ala Arg Lys lle Leu Ala Ser Pro Lys Tyr Val
115120125 Lys Pro Cys Val Val Asp Val Ala Val Lys lle Leu Arg Pro Ser Asn
130135140 Trp Val Phe Leu Asp Gly Lys Ala His Thr Asp Tyr Arg Arg Ser
Leu 145150155 160 Asn Gly Leu Phe S&t4Gin Arg Ala Leu Glu lle Tyr lle Pro
Val Gin 165170 175 Glu Lys Tyr Met Asp lle Tyr Leu Asp Arg Phe Cys Lys
Tyt ALY R TBOLES 190 B8 Al Pheie bro Gl Pirs A ru e Lo
Cys Ala eyl Sex 11851219925;2_5,2& Arg.Thr Rhe Gys GlyAsp Tyidle FARGM
Asp Gipdlle, Ma Leu 210215220 Val Ala Asp Asn Tyr Tyr Arg Val Thr Ala Ala
Leu Glu Lesyal Asn 225230235 240 £he Pro lle lle lle Pro Tyrgbhr Lys Thr
Trp Tyr Gly Lys Lys lle 245250 - 219 - Ala Asp Asp Thr Met Lys lle Phe Glu
Asn CGys AtgcAla MettSer kbys 2602652704cys Histlle- AsntGlu Asha AscGlyt
Thr Pg6 Gly@ys Val MeétQAsp Glu 275280285 Trp lle Tyr Leu Met Lys Glu Ala
Lys GludyslHisiSer Rsp AsSp Pre 290295300 Aspy SerLyshicedveuller Aky r
Glu PYelSBFAsn Arg Glu lle Ser Glu 305310315 320 Ala lle Phe Thr Phe Leu
Phe Ala>Ser Gin Asp Ala Ser Sér Ser Leu 325330 335 Al’Cys Trp Leu Phe
Gin 116%al Ala Asp Arg Pro Asp Val Val Ala

aag atc aga gaa gaa gtt ttg aat tat ttt gtt aac gat gtt

agt ttc 528
Lys Ile Arg Glu Glu Val Leu Asn Tyr Phe Val Asn Asp Val
Ser Phe
165 170
175

aaa acc aag gaa aga gac cat ggt gtt gct agt gtt atg aaa

act caa 576
Lys Thr Lys Glu Arg Asp His Gly Val Ala Ser Val Met Lys
Thr Gln

180 185 190

cca gaa atc act att ttc act gct tct cgt tgt tta ttt ggt

gat gaa 624
Pro Glu Ile Thr Ile Phe Thr Ala Ser Arg Cys Leu Phe Gly
Asp Glu

195 200 205

atg aga aag agt ttc gac aga tca ttt gct caa ttg tat gct

gac ttg 672
Met Arg Lys Ser Phe Asp Arg Ser Phe Ala Gln Leu Tyr Ala
Asp Leu

210 215 220

gat aaa ggt ttc acc cca atc aac ttt gtt ttc cca aac ttg

cca tta 720

Asp Lys Gly Phe Thr Pro Ile Asn Phe Val Phe Pro Asn Leu
Pro Leu

225 230 235

240

cct cat tac tgg aga cgt gac gct gct caa aga aag ata tct

gct cat 768
Pro His Tyr Trp Arg Arg Asp Ala Ala Gln Arg Lys Ile Ser
Ala His

245 250

255



340345350 Lys lle Arg Glu Glu Gin Leu Arg Val Arg Asn Asn Asp Pro Ser Val
355360365 Lys Leu Ser Leu Asp Leu lle Asn Glu Met Thr Tyr Thr Asn Asp
Val 370375380 Val Lys Glu Ser Leu Arg Tyr Arg Pro Pro Val Leu Met Val Pro
Tyr 385390395 400 Val Val Lys Lys Ala2RRe Pro Val Thr Glu Lys Tyr Thr Ala
Pro Lys 405410 - 220 - 415 Gly Ser Met Leu lle Pro Thr Leu Tyr Pro Ala Leu
His ro Gl 0425430 Val Tyr P er Phe lle Pro.Glu Arg
Trp A§Q§hft a%%@%%g%%e?é% {%%) l\%% Tiga?agg%g %%% EhevE
Phe Gly, Thi-Gly Pro 450455460 HispVal Gys LetGly kysAsnchyy YalMet o
Met Ley-Phed hr Gly Met 465470475 480 Leu Gly Lys Phe Val Met Asn Ser
Asp lle lle His His Lysélthr Ala 485490 495 Lew&er Glu Glu lle Lys Val Phe
Ala Thr lle Phe Pro Lys Asp Asp 500505510 Val lle Leu Glu Trp Lys Lys Arg
Asp PradLewAlg#Ala Sey Adrt 5356520625 21 0>t51 221 12at58 7 k242> DAA
<2133 3andita tropicdlfst<220> <221> CDS <222>(1)..(1587) - 221 - atg got
att gttgat 61y SE attlFat dgcCatsSRattat tietth fogag/al Asn Ser Thr Tyr

Lys Asp
275 280 285

ggt gtt aaa atg act gat caa gaa att gct aac ctt tta att

ggt gtt 912
Gly Val Lys Met Thr Asp Gln Glu Ile Ala Asn Leu Leu Ile
Gly Vval

290 295 300

ttg atg ggt ggt caa cat act tct gct tcc act tct gcc tgg

ttc ttg 960

Leu Met Gly Gly Gln His Thr Ser Ala Ser Thr Ser Ala Trp
Phe Leu

305 310 315

320

ttg cat ttg gct gaa caa cca caa tta caa gat gat ctt tac

gaa gaa 1008
Leu His Leu Ala Glu Gln Pro Gln Leu Gln Asp Asp Leu Tyr
Glu Glu
325 330
335

ttg acc aac ttg ttg aaa gaa aag ggt ggt gac ttg aac gat

ttg act 1056
Leu Thr Asn Leu Leu Lys Glu Lys Gly Gly Asp Leu Asn Asp
Leu Thr

340 345 350

tac gaa gac ttg caa aaa tta cca ttg gtt aac aac act att

aaa gaa 1104
Tyr Glu Asp Leu Gln Lys Leu Pro Leu Val Asn Asn Thr Ile
Lys Glu

355 360 365

act ttg aga atg cac atg cca ttg cat tct att ttc aga aaa

gtt atg 1152
Thr Leu Arg Met His Met Pro Leu His Ser Ile Phe Arg Lys
Val Met

370 375 380



Met Ala lle Val Asp Thr Ala lle Asp Gly lle Asn Tyr Phe Leu Ser 1510 15 tta
tca tta act caa caa atc acc atc ttg gtt gtt ttc cca ttc atc96 Leu Ser Leu Thr Gin
Gin lle Thr lle Leu Val Val Phe Pro Phe lle 202530 tac aac ata gca tgg caa tta
ctt tac too tta aga aaa gat aga gtt144—Ty3r2Aerr lle Ala Trp Gin Leu Leu Tyr Ser
Leu Arg Lys Asg Arg Val 3 4045 cca atg gt tic tac atc. ;Egg ttt ggt tot
got 99 %gt tgél 5%@ %thaI Phe 'Iay rp I'fe Bro rp ﬁe Iy erAla
Ser T@(&é%@@%&} alg Lap6Calac gaa tis lit 93 aag,to Agarty aaatal
09t248, Gly;Met Gin Pro Tyr Glu Phe Phe Glu Lys Cys Arg Leu Lys Tyr Gf{/
65702380 gat gtt ttt tca ttt atg fa dta ggt aaa gtt atg act giptat ttg288 Asp Val
Phe SenPhe Met Leu Leu Gly Lys Val Met Thr Val Tyr Leu 8590 95 ggt cca
aaa ggt cac gaa ttc att tac aat got aaa tta too gat gtt336 Gly Pro Lys Gly His
Glu PhetllgTyr tsn AlatLys teaSercAsp dal 19010541 Oetot gat gaaagasget
tat acedsat'ttg-act actlect Yt tit ggt aaa384 Ser Ala Glu Glu Ala Tyr Thr His
Leu THTHEPrd-val Phé GRALYS 215120125 2222 Bt hirati tat §atftgbega
aac tdt'aga fta atg gaa caa aag aag432 Gly Val lle Tyr Asp Cys Pro Asn Ser
Arg Lg Met Glu Gin Lys L 130135140 ttt got aaa‘ttt-got ttg act act gat tot
ttc aaa acc tat tt cca480 Phe Ala Lys Phe Ala Leu Thr Thr Asp Ser Phe Lys
Thr Tyt Yal Pro 145150155.160 aag atc aga,0aa gaa,dit tigaattat it git aac
gatgitat acc 1296

Glu His Pro Glu His Phe Asn Pro Arg Arg Trp Glu Ser Asp

Asp Thr
420 425 430

aag gct agt gct gtt tct ttc aat tct gaa gat act gtt gat

tat ggt 1344
Lys Ala Ser Ala Val Ser Phe Asn Ser Glu Asp Thr Val Asp
Tyr Gly

435 440 445

ttc ggt aaa att tcc aaa ggt gtc tcc tct cca tac ttg cca

ttc ggt 1392
Phe Gly Lys Ile Ser Lys Gly Val Ser Ser Pro Tyr Leu Pro
Phe Gly

450 455 460

ggt ggt aga cac aga tgt att ggt gaa caa ttt gct tat gtt

caa ttg 1440

Gly Gly Arg His Arg Cys Ile Gly Glu Gln Phe Ala Tyr Val
Gln Leu

465 470 475

480

gga act att ttg acc act tat atc tac aac ttc aaa tgg aga

tta aac 1488
Gly Thr Ile Leu Thr Thr Tyr Ile Tyr Asn Phe Lys Trp Arg
Leu Asn
485 490
495

ggt gat aag gtt cca gat gtt gat tac caa tcc atg gtt acc

tta cca 1536
Gly Asp Lys Val Pro Asp Val Asp Tyr Gln Ser Met Val Thr
Leu Pro

500 505 510



agt ttc528 Lys lle Arg Glu Glu Val Leu Asn Tyr Phe Val Asn Asp Val Ser Phe
165170 175 aaa acc aag gaa aga gac cat ggt gtt got agt gtt atg aaa act
caab576 Lys Thr Lys Glu Arg Asp His Gly Val Ala Ser Val Met Lys Thr Gin
180185190 cca gaa atc act att ttc actgeétdot cgt t t tta ttt ggt gat gaa624 Pro
Glu lle Thr lle Phe Thr Ala Ser Arg Cys Leu Phe Gly Asp Glu 195200205 atg
aga agt.tic tcttcggat6§Mrsr
P ASp ALG et B Al i Lot T3 Al Abp Lo 210245520 gat b gott
acc cea.ate BacHit gthitg ceaaac Howea a2 Asprlys @iy, PheThiRrelle
Asn Rhe Vigh Phe Pro Asn Leu Pro Leu 225230235 240 cct cat tac tgg aga
cgt gac got got 6aa aga aag ata tot got catZ68 Pro His Tyr Trp Arg #xg Asp
Ala Ala Gin Arg Lys lle Ser Ala His 245250 - 223 - tac atg aag gaa att aag
aga dgadaga gaa ago ggt gat att at cca816 Tyr Met Lys Glu lle Lys Arg Arg
Arg GlaSer Gly Asp lle Asp Pro 260265270 aag aga gat ttg att gat too ttg ttg
gtt aac tot act tat aaa gat864 Lys Arg Asp Leu lle Asp Ser Leu Leu Val Asn
Ser Thr Talr Lys Asp 275280285 ggt gtt aaa atg act gat caa gaa att got aac ctt
tta attj@tlgtwg%g;ly Val Lys Met Thr Asp Gin Glu lle Ala Asnh Leu Leu lle Gly

val <212> PRT

<213> Candida tropicalis
<400> 52

Met Ala Ile Val Asp Thr Ala Ile Asp Gly Ile Asn Tyr Phe
Leu Ser

1 5 10

15

Leu Ser Leu Thr Gln Gln Ile Thr Ile Leu Val Val Phe Pro
Phe TIle
20 25 30

Tyr Asn Ile Ala Trp Gln Leu Leu Tyr Ser Leu Arg Lys Asp
Arg Val
35 40 45

Pro Met Val Phe Tyr Trp Ile Pro Trp Phe Gly Ser Ala Ala
Ser Tyr
50 55 60

Gly Met Gln Pro Tyr Glu Phe Phe Glu Lys Cys Arg Leu Lys
Tyr Gly

65 70 75

80

Asp Val Phe Ser Phe Met Leu Leu Gly Lys Val Met Thr Val
Tyr Leu

85 90
95



290295300 ttg atg ggt ggt caa cat act tot got too act tot goo tgg ttc ttg960 Leu
Met Gly Gly Gin His Thr Ser Ala Ser Thr Ser Ala Trp Phe Leu 305310315 320
ttg cat ttg got gaa caa cca caa tta caa gat gat ctt tac gaa gaal008 Leu His
Leu Ala Glu Gin Pro Gin Leu Gin Asp-Agpd.eu Tyr Glu Glu 325330 335 ttg

acc aac ttg ttg aaa gaa aag.ggt ggt gac ttg.aac gat ttg ac OSZSLSLeu Thr Asn
o LLILiS Gt Loy Gl AGD Lou Res Ao Fou T 410345450 (5 5o
gac ttg Caa aaa tta cga #tg gtt aac aac act att aga-gaall04 Tyr Glu Asp Ley
Gin Lys Leu Pro Leu Val Asn Asn Thr lle Lys Glu 355360365 act ttg aga atg
cac atg cca ttg cat tot att ttc aga aaa gtt atg1152 Thr Leu Arg Met His Met
Pro LeurHis1Seclie Rite:Arg LysalMet 8376375380 1+224 r aacCoatigm@ga
gtc cca aat.asc aaa tat gtt att cca aaa ggt cac1200 Asn Pro Leu Arg Val Pro
Asn Thr Lys Ty Val lle Pro Lys Gly His 3883890395 400 tat gtc tta gtétot goo
ggt tat got cat acc agt gat aga tgg ttt1248 Tyr Val Leu Val Ser Ala Gly Tyr Ala
His Thr Ser Asp Arg Trp Phe 405410 415 gaa cac cca gaa cat ttc aac cca
aga aga'tgffdad t6t dat'gataecinde Gl fid Pr6 GItidisPhe 'A&h Pra'Arg "
Arg Trg Gl y%er Asp Asp Thr 42042%73_\0 aag got agt got gtt tot tic aat tot gaa
gat act gtt gat tat ggt1344 Lys Ala Ser Ala Val Ser Phe Asn Sér'Glu Asp Thr
Val Asp Tyr Gly

Phe Ala Lys Phe Ala Leu Thr Thr Asp Ser Phe Lys Thr Tyr
Val Pro

145 150 155

160

Lys Ile Arg Glu Glu Val Leu Asn Tyr Phe Val Asn Asp Val
Ser Phe

165 170
175

Lys Thr Lys Glu Arg Asp His Gly Val Ala Ser Val Met Lys
Thr Gln
180 185 190

Pro Glu Ile Thr Ile Phe Thr Ala Ser Arg Cys Leu Phe Gly
Asp Glu
195 200 205

Met Arg Lys Ser Phe Asp Arg Ser Phe Ala Gln Leu Tyr Ala
Asp Leu
210 215 220

Asp Lys Gly Phe Thr Pro Ile Asn Phe Val Phe Pro Asn Leu
Pro Leu

225 230 235

240

Pro His Tyr Trp Arg Arg Asp Ala Ala Gln Arg Lys Ile Ser
Ala His
245 250



435440445 ttc ggt aaa att too aaa ggt gtc too tot cca tac ttg cca ttc ggt1392
Phe Gly Lys lle Ser Lys Gly Val Ser Ser Pro Tyr Leu Pro Phe Gly 450455460
ggt ggt aga cac aga tgt att ggt gaa caa ttt got tat gtt caa ttg1440 Gly Gly Arg
His Arg Cys lle Gly Glu Gin Phe Ala Ty¥al Gin Leu 465470475 480 gga act
aft ttg,acc act tat atc tac aac ttc aaa tgg aga tta aacl488 Gly Thr lle Leu Thr
Thr Tyr Tle Tyr Asn Phe Lys Trp Arg Leu Asn 485490 495 ggt gat aag gtt cca
gat gtt gat tac caa too atg gtt acc tta ccal536 Gly Asp Lys Val Pro Asp Val
Asp Ty.Gineger MetdMal Thrd-el, Prar4225 5 tia-gaa cet getgaa ata git tggde
gaa aag.aga gat act t t atg gtt1584 Leu Glu Pro Ala Glu lle Val Trp Glu Lys
Arg Asp Thr Cys Mebt¥al 515520525 tag 158726210> 52 <211> 528 <212
PRT <213> Candida tropicalis <400> 52 Met Ala lle Val Asp Thr Ala lle Asp
Gly lle Asn Tyr Phe Leu Ser 1510 15 Leu Ser Leu Thr Gin Gin lle Thr lle Leu
Val Vay PherRra*Phelle1202530 Iyr #sh BeWaTep'\Gih Ban LearTyirSeleu
Arg LyEAZPRrg Val 354045 Pro Met Val Phe Tyr Trp lle Pro Trp Phe Gly Ser
Ala Ala Ser Tyr 05560 Gly Met Gin Pro 1ie)é?roGlu Phe Phe Glu Lys é?/é Arg
Leu Lys Tyr Gly 657075 80 Asp Val Phe Ser Phe Met Leu Leu Gly Lys Val

Iwet1g¥§J%gEYka§‘ﬁégoThr Asp Gln Glu Ile Ala Asn Leu Leu Ile
Gly Val
290 295 300

Leu Met Gly Gly Gln His Thr Ser Ala Ser Thr Ser Ala Trp
Phe Leu

305 310 315

320

Leu His Leu Ala Glu Gln Pro Gln Leu Gln Asp Asp Leu Tyr
Glu Glu

325 330
335

Leu Thr Asn Leu Leu Lys Glu Lys Gly Gly Asp Leu Asn Asp
Leu Thr
340 345 350

Tyr Glu Asp Leu Gln Lys Leu Pro Leu Val Asn Asn Thr Ile
Lys Glu
355 360 365

Thr Leu Arg Met His Met Pro Leu His Ser Ile Phe Arg Lys
Val Met
370 375 380

Asn Pro Leu Arg Val Pro Asn Thr Lys Tyr Val Ile Pro Lys
Gly His

385 390 395

400



- 226 - Gly Pro Lys Gly His Glu Phe lle Tyr Asn Ala Lys Leu Ser Asp Val
100105110 Ser Ala Glu Glu Ala Tyr Thr His Leu Thr Thr Pro Val Phe Gly Lys
115120125 Gly Val lle Tyr Asp Cys Pro Asn Ser Arg Leu Met Glu Gin Lys Lys
130135140 Phe Ala Lys Phe Ala LeuTRZPBhr-Asp Ser Phe Lys Thr Tyr Val

Pro 145150155 160 lle Arg Glu Glu Val Leu Asn Tyr Phe Val Asn Asp
Vol Sof Phs L6570 176 L4 ThY Ly Clu'Afg ASh HE Gy Var A SoF vl
Met Lys Thr Gin 18018519@ £ro Glu lle Thr lle Phe jhy Ala Ser Arg Cys Leu
Phe GlysAsp Glu 195200205 Met Arg Lys Ser Phe Asp Arg Ser Phe Ala Gin
Leu Tyr Ala Asp Leu 210215220 Asp Lys Gly Phe Thr Pro lle Asn Phe Val
Phe Pro Asn Leu Pro Leu 225230235 240 Pro His Tyr Trp Arg Arg Asp Ala
Ala Gl Arg Ly stte Set Ald His245 2560 -R227 A255 Ay MeblLys Gladle 1y
Arg AkgrArgn&lu Ser Gly Asp lle Asp Pro 260265270 Lys Arg Asp Leu lle Asp
Ser Leu Leu Val Asn“3ér Thr Tyr Lys Asp 275280285 Gly Val Lys Met Th#0
Asp Gin Glu lle Ala Asn Leu Leu lle Gly Val 290295300 Leu Met Gly Gly Gin
His Thr Ser Ala Ser Thr Ser Ala Trp Phe Leu 305310315 320 Leu His_ Leu Ala

Glu I Pro,Girr Eeu'GiR ASp ASpLES TP BluGlfy 3283350 Th e Ao

435 440 445

Phe Gly Lys Ile Ser Lys Gly Val Ser Ser Pro Tyr Leu Pro
Phe Gly
450 455 460

Gly Gly Arg His Arg Cys Ile Gly Glu Gln Phe Ala Tyr Val
Gln Leu

465 470 475

480

Gly Thr Ile Leu Thr Thr Tyr Ile Tyr Asn Phe Lys Trp Arg
Leu Asn

485 490
495

Gly Asp Lys Val Pro Asp Val Asp Tyr Gln Ser Met Val Thr
Leu Pro
500 505 510

Leu Glu Pro Ala Glu Ile Val Trp Glu Lys Arg Asp Thr Cys

Met Val
515 520 525
<210> 53
<211> 2097
<212> DNA

<213> Candida cloacae

<220>
<221> CDS



335 Leu Thr Asn Leu Leu Lys Glu Lys Gly Gly Asp Leu Asn Asp Leu Thr
340345350 Tyr Glu Asp Leu Gin Lys Leu Pro Leu Val Asn Asn Thr lle Lys
Glu 355360365 Thr Leu Arg Met His Met Pro Leu His Ser lle Phe Arg Lys Val
Met 370375380 Asn Pro Leu Arg Val-Prd2Asn Thr Lys Tyr Val lle Pro Lys Gly
His 3§§ 9395( 14)00 %@@ - Tyr Val Leu Val Ser Ala Gly Tyr Ala His Thr Ser
Asp Arg Trp Phe 405410 XiS Glu His Pro Glu His Phe Asn Pro Arg Arg Trp
Glu Sex Asp Asp Thr 420425430 Lys Ala Ser Ala Val Ser Phe Asn Ser Glu
Asp ThrValAsp Iyr Gly 435440445Rhe Gly Lysdlle Serdys GlygVak Ser Ser
Pro Tyt LeuBro Phe Glygd50455460 Gly Gly Arg His Arg Cys lle Gly Glu GIn
Phe AatTwevalG Leu 4654 7047 52430 Gy ThwdleLkeau Ady ThriTyme Tys
Asn RleiLysdrp Arg Leu Asn 485490 495 Gly Asp Lys Val Pro Asp Val Asp
Tyr Gln Ser Met Val Thr Leu Pro 500505510 Leu GIWOPro Ala Glu lle Val Trp
Glu LY8 Arg Asp Thr Cys Met Val 515520525 <210> 53 <211> 2097 <212>

DNA <213> Candida cloacae - 229 - <222>(1)..(2097)
gcc gat gcc gtg ctc cat gaa att cct ccc agc gaa atc gtg

gag tac 96
Ala Asp Ala Val Leu His Glu Ile Pro Pro Ser Glu Ile Val
Glu Tyr

20 25 30

ctt cat cct gac ttc ccc aaa gat aag atc gaa gag tat ttg

aca ggc 144
Leu His Pro Asp Phe Pro Lys Asp Lys Ile Glu Glu Tyr Leu
Thr Gly

35 40 45

ttt tcc cgt ccg tct gect gtt cct cag ttt aga caa tgt gcc

aag aag 192
Phe Ser Arg Pro Ser Ala Val Pro Gln Phe Arg Gln Cys Ala
Lys Lys

50 55 60

ctt atc aac aga ggc tcc gag ctg tcg atc aag ttg ttt ttg

tac ttg 240

Leu Ile Asn Arg Gly Ser Glu Leu Ser Ile Lys Leu Phe Leu
Tyr Leu

65 70 75

80

acc act gcg ttg gac tca aga atc ctt gca cct gcec ttg acc

aat tcg 288
Thr Thr Ala Leu Asp Ser Arg Ile Leu Ala Pro Ala Leu Thr
Asn Ser
85 90
95

ttg act ttg atc agg gat atg gat ctt tcc caa aga gag gag

ttg ttg 336
Leu Thr Leu Ile Arg Asp Met Asp Leu Ser Gln Arg Glu Glu
Leu Leu

100 105 110

aga tca tgg aga gac tct cct tta act gca aaa aga aga tta
ttt aga 384
Arg Ser Trp Arg Asp Ser Pro Leu Thr Ala Lys Arg Arg Leu



<400> 53 atg too cat caa gtt gaa gac cac gac tta gac gtg ttc tgt tta ttg48 Met
Ser His Gin Val Glu Asp His Asp Leu Asp Val Phe Cys Leu Leu 1510 15 goo
gat goo gtg ctc cat gaa att cct coo ago gaa atc gtg gag tac96 Ala Asp Ala Val
Leu His Glu lle Pro Pro Ser Glu lle Val GRPTyr 202530 ctt cat cct gac ttc ccc
aaa gat aag atc gaa gag tat ttg aca ggc144 Leu His Pro Asp Phe Pro Lys Asp
Lys lle Glu fu TyeLeu Thr Gly 354045 ttf 100 cgt ccg tot got gtt cct cag ttt
aga caa tgt goo aag aag192 Phe Ser Arg Pro Ser Ala Val Pro Gin Phe Arg
Gin CysAla:lys;Lys 506560cth atc aag agaggetoa gag £1¢ tag ate agg gyttt
ttg tag #g249d-eu lle AgipArg Gly Ser Glu Leu Ser lle Lys Leu Phe Leu Tyr
Leu 654075y80 Aace axt gcghitg gac tcaagseatcieigeachgaoltigsaceaatly
tog28Thrshr Ala Leu Asp Ser Arg lle Leu Ala Pro Ala Leu Thr Asn Ser
8590 95 ttg aet ttg atc agg gat atg gatsétt too caa aga gag gagltéd ttg336 Leu
Thr Leu lle Arg Asp Met Asp Leu Ser Gin Arg Glu Glu Leu Leu 100105110
aga tta \ggaga‘gac M Ect #a dctYEaad Agataga BRAttAFaIBP ARG SetTFp
Arg ARPISEFPro Leu THiPAla Lys Arg Arg Leu - 230 - Phe Arg 115120125 gtg
tat gg it‘trit gﬁﬁcg 9 (¥ ScfifadC Aag'tly §9h acagScd32 VAl T Atg s
Phe r5Leu Ser Thr Phe Asn II%%Leu Gly Thr Asp 130135140 ttg cac ttt aag
gcg ttg.ggc tac cca ggt aga gag ctc aga acg caa480 Leu His Phe Lys Ala Leu
Gly Tyr Pro Gly Arg Glu Leu Arg Thr GIn 145150155

att caa gac tac gaa gtc gac cct ttt aga tat tcg ttt atg

gag aaa 528
Ile Gln Asp Tyr Glu Val Asp Pro Phe Arg Tyr Ser Phe Met
Glu Lys
165 170
175

ctt aaa cac gag ggc cac gaa ttg ttc ctt cct gat att gac

gtt tta 576
Leu Lys His Glu Gly His Glu Leu Phe Leu Pro Asp Ile Asp
Val Leu

180 185 190

atc atc ggg tcg gga tca gga gca ggt gtg gtt gca caa act

ctt act 624
Ile Ile Gly Ser Gly Ser Gly Ala Gly Val Val Ala Gln Thr
Leu Thr

195 200 205

gaa agt ggc ctc aaa tca ttg gtt ttg gaa aag ggc aaa tac

ttt gcc 672
Glu Ser Gly Leu Lys Ser Leu Val Leu Glu Lys Gly Lys Tyr
Phe Ala

210 215 220

agt gaa gaa ttg tgc atg acg gac ttg gac ggt aac gag gca

tta ttc 720

Ser Glu Glu Leu Cys Met Thr Asp Leu Asp Gly Asn Glu Ala
Leu Phe

225 230 235

240

gaa agt gga gga aca att cct tcc acc aac caa caa ttg ttc
atg att 768
Glu Ser Gly Gly Thr Ile Pro Ser Thr Asn Gln Gln Leu Phe



160 att caa gac tac gaa gtc gac cct ttt aga tat tcg ttt atg gag aaa528 lle GIn
Asp Tyr Glu Val Asp Pro Phe Arg Tyr Ser Phe Met Glu Lys 165170 175 ctt
aaa cac gag ggc cac gaa ttg ttc ctt cct gat att gac tt tta576 Leu Lys His Glu
Gly His Glu Leu Phe Leu Pro Asp lle Asp3ValLeu 180185190 atc atc ggg tcg
gogat e‘%g? ca ggt gtg gtt gca caa act ctt act624 lle lle Gly Ser Gly Ser Gly
Ala Gly al Ala GIn Thy Leu Thr 195200205 gaa, agt ggc ctc aaa tca ttg
gtt ttg,gaa aag ggc aaa tac ttt gcc672 Glu Ser Gly Leu Lys Ser Leu Val Leu
Glu Lys Gly Lys Tyr Phe Ala 210215220 agt gaa gaa ttg tgc atg acg gac ttg
gac ggt aaggag geadtactte 720 Ser GlyGhykey GysMet Jiw Asp LeyAsp-Gly
Asn GlucAlagtzeu Phe 225230235 240 gaa agt gga gga aca att cct tcc acc aac
caa caadtrite atgatifos Ghe Ser Iy GlyGlhr It ProtServEir Asn GinGlper
Leu Phie- 288 - Met lle 245250 255 gca ggt tcg act ttt ggt ggt ggt tct aca gtt
aat tgg tct gcc tgt8162AR Gly Ser Thr Phe Gly @1y Gly Ser Thr Val Asn BpO

Ser Ala Cys 260265270 ttg aag acc cca ttc aaa gta aga aag gaa tgg tat gac
gat tt¢ 'ggadsd I_aéif L§§af rﬁqﬁroalgﬁe Ci_% \?&flaAPgaE’y§ Giu TP TYHASFAsp?t

Phe ICZ?}E‘?fS tttt caa tac ga %at t atg gat fac
E er ? °ASp al
gtg9 Le%f\s la y A% ASp Asp §r a
275 280 285
ctt gat ttt gtc gct act caa caa tac gac gat tgt atg gat
tac gtg 912
Leu Asp Phe Val Ala Thr Gln Gln Tyr Asp Asp Cys Met Asp
Tyr Val
290 295 300

tgg aag aaa atg ggt gct tcg acc gaa cat atc gaa cat tct

gct gca 960

Trp Lys Lys Met Gly Ala Ser Thr Glu His Ile Glu His Ser
Ala Ala

305 310 315

320

aat gcc gtc atc atg gac ggg gca gca aaa ctt ggc tac gca

cac aga 1008
Asn Ala Val Ile Met Asp Gly Ala Ala Lys Leu Gly Tyr Ala
His Arg
325 330
335

gca ctt gag cag aat acc ggg ggc cat gtt cac gac tgt ggg

atg tgc 1056
Ala Leu Glu Gln Asn Thr Gly Gly His Val His Asp Cys Gly
Met Cys

340 345 350

cac ttg gga tgt aga ttc ggt atc aaa caa ggt ggt gta aat

tgc tgg 1104
His Leu Gly Cys Arg Phe Gly Ile Lys Gln Gly Gly Val Asn
Cys Trp

355 360 365

ttc cgt gaa cct agt gaa aag ggt tct aag ttc atg gaa caa
gtt gtt 1152
Phe Arg Glu Pro Ser Glu Lys Gly Ser Lys Phe Met Glu Gln



290295300 tgg aag aaa atg ggt gct tcg acc gaa cat atc gaa cat tct gct gca960
Trp Lys Lys Met Gly Ala Ser Thr Glu His lle Glu His Ser Ala Ala 305310315
320 aat gcc gtc atc atg gac ggg gca gca aaa ctt ggc tac gca cac agal008
Asn Ala Val lle Met Asp Gly Ala Ala Lys43€u Gly Tyr Ala His Arg 325330 335
gca cff gag,cag aat acc ggg ggc cat gtt cac gac tgt ggg atg tgc1056 Ala Leu
Glu Gin Asp,fhr Gly Gly His Val His-Asp Cys Gly Met Cys 340345350 cac ttg
gga tgt aga ttc ggt atc aaa caa ggt ggt gta aat tgc tgg1104 His Leu Gly Cys
Arg Phe-Glsle Lys Gin-Gly- Gly-Yal Ash Gys Tep 355360366 e cgtgaa £et
agt gaa @agygot tct aagdte atg gaa caa gtt gtt1152 Phe Arg Glu Pro Ser Glu
Lys Gly Serlhys Pbe Met Gdun Ginr 282- VakVal 370345380 gihgaa pagraté
ttg cagecacaag ggt aaa got act ggg att ttg tgt1200 Val Glu Lys lle Leu Gin His
Lys Gl§ Lys Ala Thr Gly lle Leu3Cys 385390395 400 agaifdt act gaa agt ggg
att aa®’fic aaa atc act gga cca aag aaal248 Arg Asp Thr Glu Ser Gly lle Lys
Phe Lys lle Thr Gly Pro Lys Lys 405410 415 tac gtt gtt too ggt ggt tot ttg caa
acc cedYtPRY tcad 22a12969BH FaI'VArSel &Yy &l SErLfGiry Thr Brd

Val LALetfGin Lys 420425430 tot gt ttc aag aat aaa cat att gga got aac tta
a0a ﬁfrr@aﬁéeaf% 57 SE R ke peane o8 op e ot e
Leu Hig Pro'435440445 110

415

tac gtt gtt tcc ggt ggt tct ttg caa acc cca gtt ttg tta

caa aaa 1296
Tyr Val Val Ser Gly Gly Ser Leu Gln Thr Pro Val Leu Leu
Gln Lys

420 425 430

tct ggt ttc aag aat aaa cat att gga gct aac tta aaa ctt

cac cca 1344
Ser Gly Phe Lys Asn Lys His Ile Gly Ala Asn Leu Lys Leu
His Pro

435 440 445

gtc tcg gtt gcc ctt ggg gac ttt ggt aat gaa gtg gac ttt

gaa gcc 1392
Val Ser Val Ala Leu Gly Asp Phe Gly Asn Glu Val Asp Phe
Glu Ala

450 455 460

tac aag aga cca ctt atg acc gcc gtt tgt aat gcc gtc gat

gat tta 1440

Tyr Lys Arg Pro Leu Met Thr Ala Val Cys Asn Ala Val Asp
Asp Leu

465 470 475

480

gat ggc aag gcc cat gga aca aga att gaa gcc att ttg cat

gct cca 1488
Asp Gly Lys Ala His Gly Thr Arg Ile Glu Ala Ile Leu His
Ala Pro
485 490
495

tac gtc act gcc cca ttt tac cca tgg caa tca ggt gct caa
gca aga 1536



gtc tog gtt goo ctt ggg gac ttt ggt aat gaa gtg gac ttt gaa goo1392 Val Ser Val
Ala Leu Gly Asp Phe Gly Asn Glu Val Asp Phe Glu Ala 450455460 tac aag
aga cca ctt atg acc goo gtt tgt aat goo gtc gat at ttal440 Tyr Lys Arg Pro Leu
Met Thr Ala VaI Cys Asn Ala Val AspAsp Eeu 465470475 480 gat ggc aag

goo aft gaa attftg c cal488 Lys,

Gly 'Iegfg ﬂegLe% #ag r%t 545% zfé% % %1)‘(% 5 E\Ia
Pro Phe Tyr ro Trp g;d@ Ser GIy AIa Gin Ala Atg:500505510 aag aac ctg 1t
aaa tat aaa caa act gtg cogqg tta tta ctt ctt tot1584 Lys Asn Leu Leu Lys Tyr Lys
Gin Ths yYal Rrod:eu tey LelhleuSer515520525 agagat @gactea teagatacc
gtt acattat gat aaa cassaag cct gacl632 Arg Asp Thr Ser Ser Gly Thr Val Thr
Tyr Aspd yss@inkys Rro Agp 530535540 Gta tighgtavgtt gacdatact gitaaeu
aag tftgacSaga aat tog att1680 Val Leu Val Val Asp Tyr Thr Val Asn Lys Phe
Asp Arg Asn SeTlife 545550555 560 tta cadygg ttt ttg gtt got too gac atc ttg
tat att gaa ggt got1728 Leu Gin Gly Phe Leu Val Ala Ser Asp lle Leu Tyr lle
Glu G Al 565570 575 aaagdly Ettatfgctc%técé‘ﬁaafgﬁ t§g 'gtd teaGict /69

wode PAELTT8 Lya B0Jle ey SerPra,Gn Ala T val Pro, Thr Rhe Lys,
ro Asp

530 535 540

gta ttg gta gtt gac tac act gtt aac aag ttt gac aga aat

tcg att 1680

Val Leu Val Val Asp Tyr Thr Val Asn Lys Phe Asp Arg Asn
Ser Ile

545 550 555

560

tta caa ggg ttt ttg gtt gct tcc gac atc ttg tat att gaa

ggt gct 1728
Leu Gln Gly Phe Leu Val Ala Ser Asp Ile Leu Tyr Ile Glu
Gly Ala
565 570
575

aaa gag att ttg tca cca caa gct tgg gta cca acc ttc aag

agc aac 1776
Lys Glu Ile Leu Ser Pro Gln Ala Trp Val Pro Thr Phe Lys
Ser Asn

580 585 590

aaa cca aaa cat gct aga tcg atc aaa gac gaa gat tac gtc

aaa tgg 1824
Lys Pro Lys His Ala Arg Ser Ile Lys Asp Glu Asp Tyr Val
Lys Trp

595 600 605

aga gaa acc gtg gcc aag atc cca ttt gac tcc tac ggt tcg

cca tac 1872
Arg Glu Thr Val Ala Lys Ile Pro Phe Asp Ser Tyr Gly Ser
Pro Tyr

610 615 620

ggt tct gct cat caa atg agt tcg tgt aga atg tct ggt aag
gga cca 1920
Gly Ser Ala His Gln Met Ser Ser Cys Arg Met Ser Gly Lys



580585590 aaa cca aaa cat got aga tog atc aaa gac gaa gat tac gtc aaa
tgg1824 Lys Pro Lys His Ala Arg Ser lle Lys Asp Glu Asp Tyr Val Lys Trp
595600605 aga gaa acc gtg goo aag atc cca ttt gac too tac ggt tog cca
tac1872 Arg Glu Thr Val Ala Lys lle Pro®PHe Asp Ser Tyr Gly Ser Pro Tyr
6106&62@> t tot got cat caa atg agt tog tgt aga atg tot ggt aag gga ccal920
Gly Sgﬁ@la Is Gin Met Ser Ser{Gys Arg Met Ser Gly Lyg;+234 - Gly Pro
625630635 640 gga tac ggt got tgt gac act aaa gga aga tta ttt gaa tgt aac
aacl968 Gly Tyr Gly Ala Cys Asp Thr Lys Gly Arg Leu Phe Glu Cys Asn Asn
645650 £50:0t fae g gotigat gatdog gt atgcolactgea tog-gga gigaataQls
Val TyaYahAa Asp AlacsSer Val Met Pro Thr Ala Ser Gly Val Asn 660665670
cot atglatcTact achyatylgotiitsgces pgarcat gy getttartgt cti206dnkrasMetdles
Thr TheMétsAla Phe Ala Arg His Val Ala Leu Cys Leu 675680685 got aaa
gac ttg caa cca caa act aggtétt tag 2097 Ala Lys Aspa%®u GIn Pro GIn Thr Lys
Leu 690895 <210> 54 <211> 698 <212> PRT <213> Candida cloacae <400>
54 Met Ser His GIn Val Glu Asp His Asp Leu Asp Val Phe Cys Leu Leu 1510
15 AlgtAtsptﬂFa vaf Lg E %aélugffé ProPro-SefGiu ﬂ%tvé‘lcélug?ﬁr 2695362

Leu His PEASR PRSI0 kys Asp.Lys lle Gl Gl Tyr Ley ThEGly o, o,
val fen 660 665 670

cct atg atc act aca atg gct ttt gca aga cat gtg gcc tta

tgt ctt 2064
Pro Met Ile Thr Thr Met Ala Phe Ala Arg His Val Ala Leu
Cys Leu

675 680 685

gct aaa gac ttg caa cca caa act aaa ctt tag

2097

Ala Lys Asp Leu Gln Pro Gln Thr Lys Leu
690 695

<210> 54

<211> 698

<212> PRT

<213> Candida cloacae
<400> 54

Met Ser His Gln Val Glu Asp His Asp Leu Asp Val Phe Cys
Leu Leu

1 5 10

15

Ala Asp Ala Val Leu His Glu Ile Pro Pro Ser Glu Ile Val
Glu Tyr
20 25 30

Leu His Pro Asp Phe Pro Lys Asp Lys Ile Glu Glu Tyr Leu
Thr Gly
35 40 45



354045 - 235 - Phe Ser Arg Pro Ser Ala Val Pro Gin Phe Arg Gin Cys Ala
Lys Lys 505560 Leu lle Asn Arg Gly Ser Glu Leu Ser lle Lys Leu Phe Leu Tyr
Leu 657075 80 Thr Thr Ala Leu Asp Ser Arg lle Leu Ala Pro Ala Leu Thr Asn
Ser 8590 95 Leu Thr Leu lle Arg Asp-MeéBAsp Leu Ser Gin Arg Glu Glu Leu
Leu 100105110 Arg Ser Trp Arg Asp Ser Pro Leu Thr Ala Lys Arg Arg Leu
Phe AsQ 115120125 Val TyL Alg Ser Phe It Len SerIhg EheAsndys Lay
Gly TD{/@S,QY%SM 5140 Leu His Phe Lys Ala Leu Gly Tyr Pro Gly Arg Glu
Leu Arg ThypGin 145150155 160 lle £jn Asp Tyr Glu Val Asp Bro Phe Arg Tyr
Ser Phe Met Glu Lys 165170 175 Leu Lys His Glu Gly His Glu Leu Phe Leu
Pro Asp lle Asp Val Leu 180185190 - 236 - Leu Thr 195200205 Glu Ser Gly
Leu LysiSerkeaalley Gly Lys GlglLiysLEyr Bhe Ala1024 5220 BerGlieu
Glu LéurCysMet Thr Asp Leu Asp Gly Asn Glu Ala Leu Phe 225230235 240
Glu Se? Gly Gly Thr lle Pro Ser’Phr Asn GIn GIn Leu Phe/Met lle 245250 255
Ala G Ser Thr Phe Gly Gly Gly Ser Thr Val Asn Trp Ser Ala Cys

Thr Thr Ala Leu Asp Ser Arg Ile Leu Ala Pro Ala Leu Thr
Asn Ser

85 90
95

Leu Thr Leu Ile Arg Asp Met Asp Leu Ser Gln Arg Glu Glu
Leu Leu
100 105 110

Arg Ser Trp Arg Asp Ser Pro Leu Thr Ala Lys Arg Arg Leu
Phe Arg
115 120 125

Val Tyr Ala Ser Phe Thr Leu Ser Thr Phe Asn Lys Leu Gly
Thr Asp
130 135 140

Leu His Phe Lys Ala Leu Gly Tyr Pro Gly Arg Glu Leu Arg
Thr Gln

145 150 155

160

Ile Gln Asp Tyr Glu Val Asp Pro Phe Arg Tyr Ser Phe Met
Glu Lys

165 170
175

Leu Lys His Glu Gly His Glu Leu Phe Leu Pro Asp Ile Asp
Val Leu
180 185 190

Ile Tle Gly Ser Gly Ser Gly Ala Gly Val Vval Ala Gln Thr



260265270 Leu Lys Thr Pro Phe Lys Val Arg Lys Glu Trp Tyr Asp Asp Phe
Gly 275280285 Leu Asp Phe Val Ala Thr GIn GIn Tyr Asp Asp Cys Met Asp
Tyr Val 290295300 Trp Lys Lys Met Gly Ala Ser Thr Glu His lle Glu His Ser
Ala Ala 305310315 320 Asn Ala Val e Rt Asp Gly Ala Ala Lys Leu Gly Tyr
Ala His Arg. 325330 335 Ala Leu Glu GIn Asn Thr Gly Gly His Val His Asp
Cys IyUMet f:y§ £ 237 - His Leu Gly Cys,Afg Phe Gly lle Lys Gin Gj:Gly Val
Asn Cys Trp 355360365 Phe Arg Glu Pro Ser Glu Lys Gly Ser Lys Phe Met
Glu Gin Val Val 370375380 Val Glu Lys lle Leu Gin His Lys Gly Lys Ala Thr
Gly lle Leuseys 383395406 Argiasp Thr Glu.SenGly e Lys Phe/bys e
Thr GlywPralys Lys 405410 415 Tyr Val Val Ser Gly Gly Ser Leu Gin Thr Pro
Val Leu LexlGin Lys 420425430 SeeGly Phe Lys Asn Lys His2lk® Gly Ala Asn
Leu Lys Leu His Pro 435440445 Val Ser Val Ala Leu Gly Asp Phe Gly Asn
Glu Val Asp Phe Glu Ala 450455460 Tyr Lys Arg Pro Leu Met Thr Ala Val
Cys A&t Al VaF Asphasp tes 465470475 280 s B Lys MIAHIsGly Thr
Arg IIEGIUFAR lle Leu His Ala Pro 485490 - 238 - Tyr Val Thr Ala Pro Phe
Tyr Pi& a'rp Gin Ser Gly Ala Gif Ala Arg

Glu Ser Gly Gly Thr Ile Pro Ser Thr Asn Gln Gln Leu Phe
Met Tle

245 250
255

Ala Gly Ser Thr Phe Gly Gly Gly Ser Thr Val Asn Trp Ser
Ala Cys
260 265 270

Leu Lys Thr Pro Phe Lys Val Arg Lys Glu Trp Tyr Asp Asp
Phe Gly
275 280 285

Leu Asp Phe Val Ala Thr Gln Gln Tyr Asp Asp Cys Met Asp
Tyr Val
290 295 300

Trp Lys Lys Met Gly Ala Ser Thr Glu His Ile Glu His Ser
Ala Ala

305 310 315

320

Asn Ala Val Ile Met Asp Gly Ala Ala Lys Leu Gly Tyr Ala
His Arg

325 330
335

Ala Leu Glu Gln Asn Thr Gly Gly His Val His Asp Cys Gly
Met Cys
340 345 350



500505510 Lys Asn Leu Leu Lys Tyr Lys Gin Thr Val Pro Leu Leu Leu Leu
Ser 515520525 Arg Asp Thr Ser Ser Gly Thr Val Thr Tyr Asp Lys Gin Lys Pro
Asp 530535540 Val Leu Val Val Asp Tyr Thr Val Asn Lys Phe Asp Arg Asn
Ser lle 545550555 560 Leu Gin Gly PheBéu-Val Ala Ser Asp lle Leu Tyr lle
Glu Gly Ala 565570 575 Lys Glu lle Leu Ser Pro Gin Ala Trp Val Pro Thr Phe
Lys Ser Asn 580585590 Lys Pro Lys His Ala Arg Ser lle Lys Asp Glu Asp Tyr
Val Lys I1p 595600605A10, Gl Thr /) Aladys e Bro Phe Asp Ser Ty Gly
Ser P¥g JYF610615620 Gly Ser Ala His Gin Met Ser Ser Cys Arg Met Ser Gly
Lys GIy Pro 625ﬁ5’33)635 640 Gly Tyr Gly AlaoCys Asp Thr Lys Gly AygsLeu
Phe Glu Cys Asn Asn 645650 - 239 - 655 Val Tyr Val Ala Asp Ala Ser Val
Met Pro Thr Ala Ser Gly Val Asn 660665670 Pro Met lle Thr Thr Met Ala Phe
Ala ArgpHig Mal Ala LewrCys 1 ebl67568068% AlaLys s heulGin RrioiGHin
Thr LY8 Letr890695 <210> 55 <211> 2097 <212> DNA <213> Candida
cloacae <2205 <221> CDS <222>(13./£2097) 380

Val Glu Lys Ile Leu Gln His Lys Gly Lys Ala Thr Gly Ile
Leu Cys

385 390 395

400

Arg Asp Thr Glu Ser Gly Ile Lys Phe Lys Ile Thr Gly Pro
Lys Lys

405 410
415

Tyr Val Val Ser Gly Gly Ser Leu Gln Thr Pro Val Leu Leu
Gln Lys
420 425 430

Ser Gly Phe Lys Asn Lys His Ile Gly Ala Asn Leu Lys Leu
His Pro
435 440 445

Val Ser Val Ala Leu Gly Asp Phe Gly Asn Glu Val Asp Phe
Glu Ala
450 455 460

Tyr Lys Arg Pro Leu Met Thr Ala Val Cys Asn Ala Val Asp
Asp Leu

465 470 475

480

Asp Gly Lys Ala His Gly Thr Arg Ile Glu Ala Ile Leu His
Ala Pro

485 490
495



<400> 55 atg aat ccc gtt gtt gaa gac ago cat tta gat gtg ttc tgc ttg tta48 Met
Asn Pro Val Val Glu Asp Ser His Leu Asp Val Phe Cys Leu Leu 1510 15 goo
gat got gtg gtc cat gag ata cct cct agt gag atc gta gag tac96 Ala Asp Ala Val
Val His Glu IIe Pro Pro Ser Glu lle Vat Gl&eTyr 202530 tta cat cct gat ttc cca
aag ca tttg 4 Leuy His 19 Phe P Ly
Lys 'Hr Iu yr g el Ala G &3%%5% tot%:a cg tca'%%?:a gg cc%(:)lgag jt‘At\t
aga gaa gtt gca aaa 3gg192 Phe Ser His Pro SgrsAla lle Pro Glu Phe ArgGlu
Val Ala Lys Arg - 240 - 505560 att att aac aaa ggg act gtg ctg tca ata aag ttg
ttt ttg ctc ttg240 lle lle Asn Lys Gly Thr Val Leu Ser lle Lys Leu Phe Leu Leu
Leu 6578756s80 gea actgct ¢ta gace teg agalatcieit gobactrgey tig@cteand.eu
tcg288=Alasthr Ala Leu Asp Ser Arg lle Leu Ala Pro Ala Leu Thr Asn Ser
8590 95 acg acglta atc aga gat atg gat ctt16t caa aga gaa gaa tta tt§336 Thr
Thr Leu lle Arg Asp Met Asp Leu Ser Gin Arg Glu Glu Leu Leu 100105110

agatcatg aga ac tct cca ttc act aca aaa aggEaaa ttg ttc agg384 Arg Ser
™ A %%f o Piio THE ThFLySTArg Eys LBE PHE ARG IS120028 drdtat
aat tcattc

ttg aac gcg ttt agt aagﬁgi gca aca gat432 Val §yr Asn Ser
Phe Thr Leu sn Ala Phe SerLys T la Thr Asp 13013514 fltg cac ttc aaa
gcg ttg gga tat cct ggt aga gag ctc agg act caa480 Leu His Phe Lys Ala Leu

Gly Tyt Pro GlyArg Glu LeuArg Thrrin $45150155.160-a ﬁ%?%}!ﬁt&arg

gtc gatcetttc.aga tat acg ttc ttg gaa aaa528 lle Gin Asp Tyr Glu Val Asp Pro
Phe ArgsTyr Thr Phe Leu Glu Lyso 555
560

Leu Gln Gly Phe Leu Val Ala Ser Asp Ile Leu Tyr Ile Glu
Gly Ala

565 570
575

Lys Glu Ile Leu Ser Pro Gln Ala Trp Val Pro Thr Phe Lys
Ser Asn
580 585 590

Lys Pro Lys His Ala Arg Ser Ile Lys Asp Glu Asp Tyr Val
Lys Trp
595 600 605

Arg Glu Thr Val Ala Lys Ile Pro Phe Asp Ser Tyr Gly Ser
Pro Tyr
610 615 620

Gly Ser Ala His Gln Met Ser Ser Cys Arg Met Ser Gly Lys
Gly Pro

625 630 635

640

Gly Tyr Gly Ala Cys Asp Thr Lys Gly Arg Leu Phe Glu Cys
Asn Asn
645 650



165170 175 ccc caa caa gac ggc cag gag tta cat ttt ccc gac att gat gtc ttg576
Pro Gin Gin Asp Gly Gin Glu Leu His Phe Pro Asp lle Asp - 241 - Val Leu
180185190 att atc ggg tct ggt tcg gga gca gga gtg gtt gct caa act ctt tcg624
lle lle Gly Ser Gly Ser Gly Ala Gly Vat VabAla Gin Thr Leu Ser 195200205
gaa agc.gga ctt aaa tca ttg gtg ttg gaa aaa ggt aaa tac fit tcc672 Glu Asn Gly
Leu Lys Ser Leu Val Leu Glu Lys Gly Lys Tyr Phe Ser 210215220 aat gat
gag ttg acc atg aat gat ttg gaa ggt agt gag gca tta ttc720 Asn Asp Glu Leu
Thr MetAsi Aspliew Glu Gly Ser-GieAlaskeuRhe 225230233 240sgaa @af
gga ggt geesstc agt agt acc aac caa cag ata ttt ata att768 Glu Asn Gly Gly Ala
Leu Ser Ser Thr Asndaim Gin lle Phe lle lle 24%250 255 gca ggt tcg act tdggg
ggt ggt tct aca gtt aat tgg tct gec tgt816 Ala Gly Ser Thr Phe Gly Gly Gly Ser
Thr Val Asn Trp Ser Ala Cys 260265270 tta aaa act ccg ttc aaa gta aga aaa
gag tgg tatgac aae tiggade4 lleu Yy TRRPré Phetkys Nat Afg Lysl&IU-Fp
Tyr ASpAsiFPhe Gly 275280285 ctt gat ttc gtc gca acc caa tac tac gaa gat
tgt atg gat tat gtt9F2 Leu Asp Phe Val Ala6‘?ﬂr Gin Tyr Tyr Glu Asp €3 Met
Asp Tyr Val 290295300 tgg aag aaa atg ggt gct tcg aac gaa aat atc gac cat

tet Ala Lys Asp Leu Gln Pro Gln Thr Lys Leu

690 695
<210> 55
<211> 2097
<212> DNA

<213> Candida cloacae

<220>

<221> CDS

<222>  (1)..(2097)

<400> 55

atg aat ccc gtt gtt gaa gac agc cat tta gat gtg ttc tgc
ttg tta 48

Met Asn Pro Val Val Glu Asp Ser His Leu Asp Val Phe Cys
Leu Leu

1 5 10

15

gcc gat gct gtg gtc cat gag ata cct cct agt gag atc gta

gag tac 96
Ala Asp Ala Val Val His Glu Ile Pro Pro Ser Glu Ile Val
Glu Tyr

20 25 30

tta cat cct gat ttc cca aag gac aag gtt gaa gag tat ttg

gct gag 144
Leu His Pro Asp Phe Pro Lys Asp Lys Val Glu Glu Tyr Leu
Ala Glu

35 40 45

ttt tct cat cct tca gca att ccc gaa ttt aga gaa gtt gca
aaa aga 192

Phe Ser His Pro Ser Ala Ile Pro Glu Phe Arg Glu Val Ala
Lys Arg



ggt gct960 Trp Lys Lys Met Gly Ala Ser Asn Glu Asn lle Asp His Ser Gly Ala -
242 - 305310315 320 aat agt gtt ata ttg gaa ggg too aaa aaa ctt ggc tac cct
cac aggl008 Asn Ser Val lle Leu Glu Gly Ser Lys Lys Leu Gly Tyr Pro His
Arg 325330 335 goo gtt gaa caa aat aat¢§g ggc aaa att cat gac tgt ggt atg
tgt1056 Al (}/al Glu Gin Asn Asn Gl%galy Lys lle His Asp Cys g;dy Met Cys
340345350 cac ttg ggt tgt aga ttt ggt att aaa cag gga agt gta aat tgc tgg1104
His Ley Gly:Gys Arg Rhe Gly, lle Lys Gin Gly, Ser Val:Asn,Cyshrp 355364365
ttc cgt ggt £€a agt gaaaac gga too aag ttt atg caa caa tt ctc1152 Phe Arg Gly
Pro SerGluAsn &Gly Ser lys,PheMetGin&inddal Lew-379375380 gig gatu
aag ataitgeaa cgt gac ggt aaa gca gtc ggt gtt ttg tgt1200 Val Asp Lys lle Leu
Gin A5 Asp Gly Lys Ala Val Glyoal Leu Cys 3853903957400 aga gat gtt gta
acc ggb gtt aag ttc aag atc act gga cca aag aaal248 Arg Asp Val Val Thr Gly
Val Lys Phe Lys lle Thr Gly Pro Lys Lys 405410 415 att gtt gtt ttc tgg tgg ttc
ttt gc& aAcABb dijt ittt Hibadd aaad298Afe Vaf Val PhectrFTip Phe PRE A&C
Asn §€FGl;fﬁhe Val FifLys 420425430 tca ggt ttc aag aat aaa cac att g t
got a%& ?tgsz?ig LECAEd 34 8Er EiY PHELYS AdhiEys Fifs fie G AaAdn
Leu Lysénl_elﬁe * 243 - His Pr. 435440445 gtt tca ctt acg ctt gga gac ttc ggt aac
aac gig gat ttc gaa got1392 Val Ser Leu Thr Leu Gly Asp Phe Gly Asn Asn
Val Asp Phe Glu Ala

acg acg tta atc aga gat atg gat ctt tct caa aga gaa gaa

tta ttg 336
Thr Thr Leu Ile Arg Asp Met Asp Leu Ser Gln Arg Glu Glu
Leu Leu

100 105 110

aga tca tgg aga gac tct cca ttc act aca aaa agg aaa ttg

ttc agg 384
Arg Ser Trp Arg Asp Ser Pro Phe Thr Thr Lys Arg Lys Leu
Phe Arg

115 120 125

gtg tat aat tca ttc acc ttg aac gcg ttt agt aag acc gca

aca gat 432
Val Tyr Asn Ser Phe Thr Leu Asn Ala Phe Ser Lys Thr Ala
Thr Asp

130 135 140

ttg cac ttc aaa gcg ttg gga tat cct ggt aga gag ctc agg

act caa 480

Leu His Phe Lys Ala Leu Gly Tyr Pro Gly Arg Glu Leu Arg
Thr Gln

145 150 155

160

att cag gac tat gag gtc gat cct ttc aga tat acg ttc ttg

gaa aaa 528
Ile Gln Asp Tyr Glu Val Asp Pro Phe Arg Tyr Thr Phe Leu
Glu Lys
165 170
175

CCC caa caa gac ggc cag gag tta cat ttt ccc gac att gat
gtc ttg 576
Pro Gln Gln Asp Gly Gln Glu Leu His Phe Pro Asp Ile Asp



450455460 tac agg aaa cca att atg aca tca att tgt aat aaa gtc gaa at ttal440
Tyr Arg Lys Pro lle Met Thr Ser lle Cys Asn Lys Val Glu Asp Leu 465470475
480 gat gga aag goo cat ggt aca aga att gaa got atg ttg aat got ccal488 Asp
Gly Lys Ala His Gly Thr Arg lle Glu Ala ket Leu Asn Ala Pro 485490 495 tat
gat g%gf cga tit tic ccc tgg aaa tca ggce got gaa tca agal536 Tyr Gly Val Ala
Pro Phe PRé Pro Trp,Lys Ser Gly Ala Glu Ser Agg 500505510 aag gat ctgottg
aga tac aaa caa act gtg cct ata tta ctt ctt too1584 Lys Asp Leu Leu Arg Tyr
Lys GladThValRre HeLeydeu Leugzer 313520525 agagat agtact ica ggg
tot gte acadatgat aaacaa aaa cca gatl632 Arg Asp Thr Thr Ser Gly Ser Val
Thr Tyr AsplleyssGin Lys RIoyASe 530535640 goa/tty gig adtigatitacatg ttenr
aac aaguttsgac aga aac tca att1680 Ala Leu Val lle Asp Tyr Leu Leu Asn Lys
Phe Asp Arg AsrPSer lle 545550555 560 #t@0caa ggg ttt ttg ata got t€@Sgac ctt
tta tat att gaa ggt gool1728 Leu GIn Gly Phe Leu lle Ala Ser Asp Leu Leu Tyr
lle Glaa244 < GI§ AI& 565570 575 agt agatgat'dat gié aceiac Uy et ggfac
caa 1] Ho 40 agtL 7o Ser Arg Asn His Yal TIL IVERYs Leu Gl Tyr Sin Tre
Phe Lj/s’SEF 580585550

210 215 220

aat gat gag ttg acc atg aat gat ttg gaa ggt agt gag gca

tta ttc 720

Asn Asp Glu Leu Thr Met Asn Asp Leu Glu Gly Ser Glu Ala
Leu Phe

225 230 235

240

gaa aat gga ggt gcc ctc agt agt acc aac caa cag ata ttt

ata att 768
Glu Asn Gly Gly Ala Leu Ser Ser Thr Asn Gln Gln Ile Phe
Ile Ile
245 250
255

gca ggt tcg act ttt ggg ggt ggt tct aca gtt aat tgg tct

gcc tgt 816
Ala Gly Ser Thr Phe Gly Gly Gly Ser Thr Val Asn Trp Ser
Ala Cys

260 265 270

tta aaa act ccg ttc aaa gta aga aaa gag tgg tat gac aac

ttc gga 864
Leu Lys Thr Pro Phe Lys Val Arg Lys Glu Trp Tyr Asp Asn
Phe Gly

275 280 285

ctt gat ttc gtc gca acc caa tac tac gaa gat tgt atg gat

tat gtt 912
Leu Asp Phe Val Ala Thr Gln Tyr Tyr Glu Asp Cys Met Asp
Tyr Val

290 295 300

tgg aag aaa atg ggt gct tcg aac gaa aat atc gac cat tct
ggt gct 960

Trp Lys Lys Met Gly Ala Ser Asn Glu Asn Ile Asp His Ser
Gly Ala



tct aaa cct aaa cat gcc aga tcg att gaa gat gaa gac tac gta aac1824 Ser Lys
Pro Lys His Ala Arg Ser lle Glu Asp Glu Asp Tyr Val Asn 595600605 tgg aga
gct aaa gtt gca aag att cca ttt gat tcc tac gga tca ccal872 Trp Arg Ala Lys Val
Ala Lys lle Pro Phe Asp Ser Tyr Gly SePP¥0 610615620 tac ggt tca gct cac
caa alg agt aca tgc aga atg tcaﬂqéaag ggalo20 Tyr Gly3§%r Ala His GIn Met
Ser Ths Cys Arg Met Ser Gly Lys Gly 625630635 640 cca gga tat gga gct tgt
gat acc aaa gga aaa tta ttt gaa tgt agc1968 Pro Gly Tyr Gly Ala Cys Asp Thr
Lys Gy Lysdieu,PhesGlu Cys Ser64R650 6a5aat gibtat gttgea gat get teoe
act ttg €6t aggca tca ggg gct2016 Asn Val Tyr Val Ala Asp Ala Ser Thr Leu
Pro Ths AlasenGly Albe66R6658 70 aay ceaaty @it agtsaceatgstea ttygcaagg
cac gty tccittg gga2064 Asn Pro Met Val Ser Thr Met Ser Phe Ala Arg His Val
Ser Leu Gly 675680685 att4jtt aaa gaa ttg caa caa agPaaa ctt tag 2097 lle
Val Lys &lu Leu GIn GIn Ser Lys Leu - 245 - 690695 <210>
56 <211> 698 <212> PRT <213> Candida cloacae <400> 56 Met Asn Pro
Val V%F%Iﬁ ‘Wsp?Ser Fﬁ‘s; Let'ASy val Weg@{zs i%% Eélr 1516 £5 Ald AspAla
Val i ulle Pro Ser Glu II Tyr 2 Leu His Pro Asp
Phe E }l\spﬁ_ysg\%al T Gﬁunryr u i%l é u 3?%4 lﬁhé %%ﬁ-Yls Ilg;Sl
Ser Ala ﬁ )éé{ro Glu PhgArg Glu Val Ala Lys Arg,505560 lle lle Asn Lys Gly,
Thr Val Leu Ser lle Lys Leu Phe Leu Leu Leu 657075 80

cac ttg ggt tgt aga ttt ggt att aaa cag gga agt gta aat

tgc tgg 1104
His Leu Gly Cys Arg Phe Gly Ile Lys Gln Gly Ser Val Asn
Cys Trp

355 360 365

ttc cgt ggt cca agt gaa aac gga tcc aag ttt atg caa caa

gtt ctc 1152
Phe Arg Gly Pro Ser Glu Asn Gly Ser Lys Phe Met Gln Gln
Val Leu

370 375 380

gtg gat aag ata ttg caa cgt gac ggt aaa gca gtc ggt gtt

ttg tgt 1200

Val Asp Lys Ile Leu Gln Arg Asp Gly Lys Ala Val Gly Val
Leu Cys

385 390 395

400

aga gat gtt gta acc ggt gtt aag ttc aag atc act gga cca

aag aaa 1248
Arg Asp Val Val Thr Gly Val Lys Phe Lys Ile Thr Gly Pro
Lys Lys
405 410
415

att gtt gtt ttc tgg tgg ttc ttt gca aac tcc ggt ttt gtt

aca aaa 1296
Ile Val Val Phe Trp Trp Phe Phe Ala Asn Ser Gly Phe Val
Thr Lys

420 425 430

tca ggt ttc aag aat aaa cac att ggt gct aac ttg aag ctc
cat cca 1344
Ser Gly Phe Lys Asn Lys His Ile Gly Ala Asn Leu Lys Leu



Ala Thr Ala Leu Asp Ser Arg lle Leu Ala Pro Ala Leu Thr Asn Ser 8590 95
Thr Thr Leu lle Arg Asp Met Asp Leu Ser Gin Arg Glu Glu Leu Leu
100105110 Arg Ser Trp Arg Asp Ser Pro Phe Thr Thr Lys Arg Lys Leu Phe
Arg 115120125 - 246 - Val Tyr Asn Se2RRe Thr Leu Asn Ala Phe Ser Lys
Thr %%ThlgrAsp 130135140 Leu His Phe Lys Ala Leu Gly Tyr Pro Gly Arg Glu
Leu Arg Thr GIn, 145150155 160 lle GIn Asp Tyr Glu Val Asp Pro Phg.Arg Tyr
Thr Phe Leu Glu Lys 165170 175 Pro GIn GIn Asp Gly GIn Glu Leu His Phe
Pro Aspdlle Aspofal Leuw;180185190dlelle Gly sar Gly-SerGlyAla Gly Mal
Val Ala Gl dihr Leu $ep3195200205 Glu Asn Gly Leu Lys Ser Leu Val Leu
Glu Lys Glydxys.&yr Phe Ser?2 10215220 Asa Asly Glud essThrMetzAsn Asp
Leu GlinGh1Ser Glu Ala Leu Phe 225230235 240 Glu Asn Gly Gly Ala Leu
Ser Ser TH9Asn GIn Gin lle Phe lle e 245250 255 Ala Gly Set6bhr Phe Gly
Gly Gly Ser Thr Val Asn Trp Ser Ala Cys - 247 - Leu Lys Thr Pro Phe Lys
Val Afg Ey8 GIuFPp FFRASHASH PhaGly-275280285 Eetidhsp PheVval AR
Thr Gift Tyt Tr Glu Aﬁé%ﬁ/s Met Asp Tyr Val 200295300 Trp Lys Lys Met

Gly Ald S s iU Ash e AsiiHis Ser &y Afd 305310815 Lv5 Yal Glu
Asp Leu
465 470 475
480

gat gga aag gcc cat ggt aca aga att gaa gct atg ttg aat

gct cca 1488
Asp Gly Lys Ala His Gly Thr Arg Ile Glu Ala Met Leu Asn
Ala Pro
485 490
495

tat ggt gtt gca cca ttt ttc ccc tgg aaa tca ggc gct gaa

tca aga 1536
Tyr Gly Val Ala Pro Phe Phe Pro Trp Lys Ser Gly Ala Glu
Ser Arg

500 505 510

aag gat ctc ttg aga tac aaa caa act gtg cct ata tta ctt

ctt tcc 1584
Lys Asp Leu Leu Arg Tyr Lys Gln Thr Val Pro Ile Leu Leu
Leu Ser

515 520 525

aga gat act act tca ggg tct gtc aca tat gat aaa caa aaa

cca gat 1632
Arg Asp Thr Thr Ser Gly Ser Val Thr Tyr Asp Lys Gln Lys
Pro Asp

530 535 540

gca ttg gtg att gat tac ctg tta aac aag ttt gac aga aac

tca att 1680

Ala Leu Val Ile Asp Tyr Leu Leu Asn Lys Phe Asp Arg Asn
Ser Ile

545 550 555

560

tta caa ggg ttt ttg ata gct tca gac ctt tta tat att gaa
ggt gcc 1728
Leu Gln Gly Phe Leu Ile Ala Ser Asp Leu Leu Tyr Ile Glu



320 Asn Ser Val lle Leu Glu Gly Ser Lys Lys Leu Gly Tyr Pro His Arg 325330
335 Ala Val Glu Gin Asn Asn Gly Gly Lys lle His Asp Cys Gly Met Cys
340345350 His Leu Gly Cys Arg Phe Gly lle Lys Gin Gly Ser Val Asn Cys Trp
355360365 Phe Arg Gly Pro Ser GluAsit&ly Ser Lys Phe Met Gin Gin Val
Leu 3%](;33%%80 Val Asp Lys lle Leu Gin Arg Asp Gly Lys Ala Val Gly Val Leu
Cys 3 95 400 Arg Asp Val Val Thr Gly Val Lys-Bhe Lys lle Thr Gly Pro
Lys Lys405410 415 - 248 420425430 Ser Gly Phe Lys Asn Lys His lle Gly
Ala Asn Leu Lys Leu His Pro 435440445 Val Ser Leu Thr Leu Gly Asp Phe
Gly AsgrAskyYal AspRbe &l Ala450455460 Tye Asgd-ysRro-le MeigThrSer
lle Cys=Asadiys Val GlurAsp Leu 465470475 480 Asp Gly Lys Ala His Gly Thr
Arg lleGlurAla Meb LelsAsa AlaiRroM85490:495 T ¢ 1Glylval AlanPmr-Phehe
Phe ProsTHeLys Ser Gly Ala Glu Ser Arg 500505510 Lys Asp Leu Leu Arg
Tyr Lys Gin Thr Val Pi@lle Leu Leu Leu Ser 525520525 Arg Asp Thr The Ser
Gly Ser Val Thr Tyr Asp Lys Gin Lys Pro Asp 530535540 Ala Leu Val lle Asp
Tyr Léﬁﬁ_eacﬁﬂsﬁ‘i_‘i/salﬁﬁe KSp Afg ASASSECfle BY555B858 (Y22 Jac tac

gta aac
Ser Lys Pro Lys His Ala Arg Ser Ile Glu Asp Glu Asp Tyr
Val Asn

595 600 605

tgg aga gct aaa gtt gca aag att cca ttt gat tcc tac gga

tca cca 1872
Trp Arg Ala Lys Val Ala Lys Ile Pro Phe Asp Ser Tyr Gly
Ser Pro

610 615 620

tac ggt tca gct cac caa atg agt aca tgc aga atg tca ggt

aag gga 1920

Tyr Gly Ser Ala His Gln Met Ser Thr Cys Arg Met Ser Gly
Lys Gly

625 630 635

640

cca gga tat gga gct tgt gat acc aaa gga aaa tta ttt gaa

tgt agc 1968
Pro Gly Tyr Gly Ala Cys Asp Thr Lys Gly Lys Leu Phe Glu
Cys Ser
645 650
655

aat gtt tat gtt gca gat gct tcc act ttg cct act gca tca

ggg gct 2016
Asn Val Tyr Val Ala Asp Ala Ser Thr Leu Pro Thr Ala Ser
Gly Ala

660 665 670

aat cca atg gtt agt acc atg tca ttt gca agg cac gtg tcc

tta gga 2064
Asn Pro Met Val Ser Thr Met Ser Phe Ala Arg His Val Ser
Leu Gly

675 680 685

att gtt aaa gaa ttg caa caa agt aaa ctt tag
2097
Ile Val Lys Glu Leu Gln Gln Ser Lys Leu



Leu Gin Gly Phe Leu lle Ala Ser Asp Leu Leu Tyr lle Glu Gly Ala 565570 -
249 - Ser Arg Asp His Val Thr Tyr Lys Leu Gly Tyr Gin Trp Phe Lys Ser
580585590 Ser Lys Pro Lys His Ala Arg Ser lle Glu Asp Glu Asp Tyr Val Asn
595600605 Trp Arg Ala Lys Val Ala LysAkbPro Phe Asp Ser Tyr Gly Ser Pro
610615620 JTyr Gly Ser Ala His Gin Ser Thr Cys Arg Met Ser Gly Lys Gly
625630635 640 Pro Gly Tyr Gly Ala Cys Asp Thr Lys Gly Lys Leu Phe Glu
Cys Ser 645650 655 Asn Val Tyr Val Ala Asp Ala Ser Thr Leu Pro Thr Ala
Ser Gly Ala 660665670 Asn Pro Met Val Ser Thr Met Ser Phe Ala Arg His Val
Ser Lep1Gly 635680685 lle Val Lys Glu Leu Gin Gin Ser Lys Leu 690695
<21025672s21$PrP48 <212> DNA <213> Candida tropicalis <220> <221>
CDS <222>(1x4948)y= 25(>a<460> 57 cca ttg caa tac acc gat atc cca gtt cca
gtc cct aag cca aac gaa48 Pro Leu Gin Tyr Thr Asp lle Pro Val Pro Val Pro
Lys Pf6 ®sn Ghe 1510 15 ttg ctc gtc cac gtc aaa tac too ggt gtt tgt cac tca gat

ata cac96 Leu Leu Val His Val LYS Tg/r Ser Gly Val Cys His Ser Asp lle His
Met Asn Pro Val Val Glu Asp Ser His Leu Asp Val Phe Cys

Leu Leu
1 5 10
15

Ala Asp Ala Val Val His Glu Ile Pro Pro Ser Glu Ile Val
Glu Tyr
20 25 30

Leu His Pro Asp Phe Pro Lys Asp Lys Val Glu Glu Tyr Leu
Ala Glu
35 40 45

Phe Ser His Pro Ser Ala Ile Pro Glu Phe Arg Glu Val Ala
Lys Arg
50 55 60

Ile Ile Asn Lys Gly Thr Val Leu Ser Ile Lys Leu Phe Leu
Leu Leu

65 70 75

80

Ala Thr Ala Leu Asp Ser Arg Ile Leu Ala Pro Ala Leu Thr
Asn Ser

85 90
95

Thr Thr Leu Ile Arg Asp Met Asp Leu Ser Gln Arg Glu Glu
Leu Leu
100 105 110

Arg Ser Trp Arg Asp Ser Pro Phe Thr Thr Lys Arg Lys Leu
Phe Arg
115 120 125



202530 gtc tgg aag ggt gac tgg ttc cca gca tog aaa ttg ccc gtt gtt ggt144 Val
Trp Lys Gly Asp Trp Phe Pro Ala Ser Lys Leu Pro Val Val Gly 354045 ggt cac
gaa ggt goo ggt gtt gtc gtt goo att ggt gaa aac gtc caal92 Gly His Glu Gly Ala
Gly Val Val Val Ala lle Gly Glu Asn Val &% 505560 ggc tgg aaa gta ggt gac
ttg gca ggt ata aag atg ttg aat ggt too240 Gly Trp Lys Val Gly Asp Leu Ala
Gly lle Lys Met Leu Asn Gly Ser 657075 80 tgt atg aac tgt gaa tac tgt caa caa
g9t got.gaa sraaac tat cos288 Gys Mat Ast, Cys Gl LyrsCys Gin Gin.Ghy Ala
Glu PrgAsisEys Pro 8590 95 cac got gat gtc tog ggt tac too cac gac ggt act
ttc caa cag tag336 His Ala Asp Val SersGly Tyr Ser His Asp Glysbhr Phe Gin
Gin Tyr 100105110 got acc goo gat got gtt caa got got aaa ttc cca got ggt tot
gat384 Ala Thr Ala Asp Ala Val Gin Ala Ala Lys Phe Pro Ala Gly Ser Asp -
251 -Lenb 11204 25#ta et agtaté geacat atatc@®tge §eo giyt gttcact dittachrg
aaa4321 eulAla Ser lle Ala Pro lle Ser Cys Ala Gly Val Thr Val Tyr Lys
130135240 gca ttg aaa act gcalgdc ttg cag cca ggt caa tg§ Ytt gee ate tct480
Ala LéG1Lys Thr Ala Gly Leu Gin Pro Gly Gin Trp Val Ala lle Ser 145150155
160 ggt gca gct ggt ggt ttg ggt tct ttg gct gtg caa tac gcc aag gce528 Gly Ala
Ala Cly Sly Leu,Gly et Lew Alg(alain Ty, Alg, by AlaAGo170 Lgs atg gt
ttg aga gtc;gfg gc att%ac ggt ggt gac gaa aga gga gt§5 8 Met ély eu Arg
Val Val Ala Tle Asp Gly Gly Asp Glu Arg Gly Val 180185190 ttt gtc aaa tcg ttg
ggt ggtgaa gtt ttc gtt gat ttc acc aaa gag624

Pro Gln Gln Asp Gly Gln Glu Leu His Phe Pro Asp Ile Asp
Val Leu
180 185 190

Ile Ile Gly Ser Gly Ser Gly Ala Gly Val Val Ala Gln Thr
Leu Ser
195 200 205

Glu Asn Gly Leu Lys Ser Leu Val Leu Glu Lys Gly Lys Tyr
Phe Ser
210 215 220

Asn Asp Glu Leu Thr Met Asn Asp Leu Glu Gly Ser Glu Ala
Leu Phe

225 230 235

240

Glu Asn Gly Gly Ala Leu Ser Ser Thr Asn Gln Gln Ile Phe
Ile Ile

245 250
255

Ala Gly Ser Thr Phe Gly Gly Gly Ser Thr Val Asn Trp Ser
Ala Cys
260 265 270



Phe Val Lys Ser Leu Gly Ala Glu Val Phe Val Asp Phe Thr Lys Glu
195200205 gcc aat gtc tct gag gct atc atc aag gct acc gac ggt ggt gcc cat672
Ala Asn Val Ser Glu Ala lle lle Lys Ala Thr Asp Gly Gly Ala His 210215220
ggc gtc atc aac gtt tcc att tct gaa aaagceeddtcaac cag tct gtt720 Gly Val lle
Asn Val Ser lle Ser Glu Lys Ala lle Gin Ser Val 225230235 24(Q gaa tat
gtt ag%éc%@ gﬁafagifg?t ﬁ%et% ‘\é%tg%?ltté cca ﬁg%??é%g %Izt?]ﬁpyr%’éi /%rgngﬁ P
Leu Gly Thr Val,al Leu Val Gly Leu Pro Afa - 252 - 245250 255 ggggca aag
ctc gaa got cct atc ttc aat goo gtt goo aaa too atc816 Gly Ala Lys Leu Glu Ala
Pro lle Phe Asn Ala Val Ala Lys Ser lle 260265270 caa atc aaa ggt tot tac gtg
gga aac.aga pgargac/act gatgag gotded Gin leykysGly Sep Toy /aldslyrAsn
Arg Arg:AsmThr Ala Glu Ala 275280285 gtt gat ttc ttc got aga ggt ttg gtc aaa
tgt cca att aag gtt gtt912 Val Asp Phe%Rhe Ala Arg Gly Leu Vatlys Cys Pro
lle Lys Val Val 290295300 ggg ttg agt gaa ttg cca gag att ttc aaa ttg ttg 948
Gly Leu Ser Glu Leu Pro Glu lle Phe Lys Leu Leu 305310315 <210> 58
<2113 6-¢512¥ PRT <3135 Ehn it trdpitahis k4605 58ProPed Sin K
Thr % Yilé*Pfo Val Pro Val Pro_Lys Pro Asn Glu 1510 15 Leu Leu Val His Val
Lys é/g er Gly Val Cys His Ser'Asp lle His 202530 Val ‘?‘rp Lys Gly Asp Trp
Phe Pro Ala Ser Lys Leu Pro Val Val Gly 354045 - 253 -

Asn Ser Val Ile Leu Glu Gly Ser Lys Lys Leu Gly Tyr Pro
His Arg

325 330
335

Ala Val Glu Gln Asn Asn Gly Gly Lys Ile His Asp Cys Gly
Met Cys
340 345 350

His Leu Gly Cys Arg Phe Gly Ile Lys Gln Gly Ser Val Asn
Cys Trp
355 360 365

Phe Arg Gly Pro Ser Glu Asn Gly Ser Lys Phe Met Gln Gln
Val Leu
370 375 380

Val Asp Lys Ile Leu Gln Arg Asp Gly Lys Ala Val Gly Val
Leu Cys

385 390 395

400

Arg Asp Val Val Thr Gly Val Lys Phe Lys Ile Thr Gly Pro
Lys Lys

405 410
415

Ile Val Val Phe Trp Trp Phe Phe Ala Asn Ser Gly Phe Val
Thr Lys



Val Gin 505560 Gly Trp Lys Val Gly Asp Leu Ala Gly lle Lys Met Leu Asn Gly
Ser 657075 80 Cys Met Asn Cys Glu Tyr Cys Gin Gin Gly Ala Glu Pro Asn
Cys Pro 8590 95 His Ala Asp Val Ser Gly Tyr Ser His Asp Gly Thr Phe Gin
Gin Tyr 100105110 Ala Thr Ala Asp Ala2#8l Gin Ala Ala Lys Phe Pro Ala Gly
Ser Asp 115120125 598 Ala Ser lle Ala Pro Ile4§%r Cys Ala Gly Val Thr !f
Tyr Lys 130135140 Ala Leu Lys Thr Ala Gly Leu Gin Pro Gly Gin Trp Val Ala
lle Ser 145150155 160 Gly Ala Ala Gly Gly Leu Gly Ser Leu Ala Val Gin Tyr
Ala Lys Alg 165170 175 Met:Glylew Arg Mal \ial Alaille Asp Gly Gly,Asp &Glu
Arg Gly ¥/al480185190 Phe Val Lys Ser Leu Gly Ala Glu Val Phe Val Asp
Phe Thr Lys Glu195200205 - 254 - Ala Asn Val Ser Glu Ala lle lledss Ala
Thr Asp Gly Gly Ala His 210215220 Gly Val lle Asn Val Ser lle Ser Glu Lys
Ala lle Asn Gin Ser Val 225230235 240 Glu Tyr Val Arg Thr Leu Gly Thr Val

Val LEa VdlGlylseu Prg Ala 2551245 250P1GlyeAla Asn Asn Val Asp Phe
Glu Ala

450 455 460

Tyr Arg Lys Pro Ile Met Thr Ser Ile Cys Asn Lys Val Glu
Asp Leu

465 470 475

480

Asp Gly Lys Ala His Gly Thr Arg Ile Glu Ala Met Leu Asn
Ala Pro

485 490
495

Tyr Gly Val Ala Pro Phe Phe Pro Trp Lys Ser Gly Ala Glu
Ser Arg
500 505 510

Lys Asp Leu Leu Arg Tyr Lys Gln Thr Val Pro Ile Leu Leu
Leu Ser
515 520 525

Arg Asp Thr Thr Ser Gly Ser Val Thr Tyr Asp Lys Gln Lys
Pro Asp
530 535 540

Ala Leu Val Ile Asp Tyr Leu Leu Asn Lys Phe Asp Arg Asn
Ser Ile

545 550 555

560

Leu Gln Gly Phe Leu Ile Ala Ser Asp Leu Leu Tyr Ile Glu
Gly Ala

565 570
575



Lys Leu Glu Ala Pro lle Phe Asn Ala Val Ala Lys Serlle 260 265 270 Gin
lle Lys Gly Ser Tyr Val Gly Asn Arg Arg Asp Thr Ala Glu Ala 275 280 285
Val Asp Phe Phe Ala Arg Gly Leu Val Lys Cys Pro lle Lys Val Val 290 295
300 - 249 -

Ser Arg Asp His Val Thr Tyr Lys Leu Gly Tyr Gln Trp Phe
Lys Ser
580 585 590

Ser Lys Pro Lys His Ala Arg Ser Ile Glu Asp Glu Asp Tyr
Val Asn
595 600 605

Trp Arg Ala Lys Val Ala Lys Ile Pro Phe Asp Ser Tyr Gly
Ser Pro
610 615 620

Tyr Gly Ser Ala His Gln Met Ser Thr Cys Arg Met Ser Gly
Lys Gly

625 630 635

640

Pro Gly Tyr Gly Ala Cys Asp Thr Lys Gly Lys Leu Phe Glu
Cys Ser

645 650
655

Asn Val Tyr Val Ala Asp Ala Ser Thr Leu Pro Thr Ala Ser
Gly Ala
660 665 670

Asn Pro Met Val Ser Thr Met Ser Phe Ala Arg His Val Ser
Leu Gly
675 680 685

Ile Val Lys Glu Leu Gln Gln Ser Lys Leu

690 695
<210> 57
<211> 948
<212> DNA

<213> Candida tropicalis

<220>
<221> CDS
<222> (1)..(948)



Gly Leu Ser Glu Leu Pro Glu lle Phe Lys Leu Leu 305 310 315 <210> 59
<211>948 <212>DNA <213> Candida tropicalis <220> <221>CDS

- 250 -

<400> 57

cca ttg caa tac acc gat atc cca gtt cca gtc cct aag cca
aac gaa 48

Pro Leu Gln Tyr Thr Asp Ile Pro Val Pro Val Pro Lys Pro
Asn Glu

1 5 10

15

ttg ctc gtc cac gtc aaa tac tcc ggt gtt tgt cac tca gat

ata cac 96
Leu Leu Val His Val Lys Tyr Ser Gly Val Cys His Ser Asp
Ile His

20 25 30

gtc tgg aag ggt gac tgg ttc cca gca tcg aaa ttg ccc gtt

gtt ggt 144
Val Trp Lys Gly Asp Trp Phe Pro Ala Ser Lys Leu Pro Val
Val Gly

35 40 45

ggt cac gaa ggt gcc ggt gtt gtc gtt gcc att ggt gaa aac

gtc caa 192
Gly His Glu Gly Ala Gly Val Val Val Ala Ile Gly Glu Asn
Val Gln

50 55 60

ggc tgg aaa gta ggt gac ttg gca ggt ata aag atg ttg aat

ggt tcc 240

Gly Trp Lys Val Gly Asp Leu Ala Gly Ile Lys Met Leu Asn
Gly Ser

65 70 75

80

tgt atg aac tgt gaa tac tgt caa caa ggt gct gaa cca aac

tgt ccc 288
Cys Met Asn Cys Glu Tyr Cys Gln Gln Gly Ala Glu Pro Asn
Cys Pro
85 90
95

cac gct gat gtc tcg ggt tac tcc cac gac ggt act ttc caa

cag tac 336
His Ala Asp Val Ser Gly Tyr Ser His Asp Gly Thr Phe Gln
Gln Tyr

100 105 110

gct acc gcc gat gct gtt caa gct gct aaa ttc cca gct ggt
tct gat 384

Ala Thr Ala Asp Ala Val Gln Ala Ala Lys Phe Pro Ala Gly
Ser Asp



<222>(1)..(948) <400>59 aaa tta aac gaa gaa tac aag gac atc 48 cca gtt
cca aag cca aag cca - 255 - Lys Leu Glu Tyr Lys Asp lle Pro Val Pro Lys Pro
Lys Pro Asn Glu 1510 15 ttg ctc atc aac gtc aag tac too ggt gtc tgc cac act
gat tta cac96 Leu Leu lle Asn Val Lys TyPSer Gly Val Cys His Thr Asp Leu

His 202530 goo tgg aag ggt gac tgg cca ggz gac acc aag ttg cca ttg 95?
ggtl44 Ala Trp Lys Gly Asp Trp Pro Leu Asp Thr Lys Leu Pro Leu Val Gly

35404% ggt cac gg9t-9gt-ggt-gtt git-gtt goo att,ggt,gac ¢ 2agl92 Gly
His G&lé@?ifga%?idib\égl Val Ala lle Gly Asp %sn al L@S%&SSGO ggagt(gg

aag gie @9t gat §9:900 gohgic aag tgg #gsaac ggktao240:Gly Tp LysValGly
Asp leu-Alaysly Val Lys Trp Leu Asn Gly Ser 657075 80 tgt atg aac tgt gag

tac tgt caalcHy ggt goo gaa cca aac 1gtcca288 140
gca ttg aaa act gca ggc ttg cag cca ggt caa tgg gtt gcc
atc tct 480
Ala Leu Lys Thr Ala Gly Leu Gln Pro Gly Gln Trp Val Ala
Ile Ser
145 150 155
160

ggt gca gct ggt ggt ttg ggt tct ttg gct gtg caa tac gcc

aag gcc 528
Gly Ala Ala Gly Gly Leu Gly Ser Leu Ala Val Gln Tyr Ala
Lys Ala
165 170
175

atg ggt ttg aga gtc gtg gcc att gac ggt ggt gac gaa aga

gga gtg 576
Met Gly Leu Arg Val Val Ala Ile Asp Gly Gly Asp Glu Arg
Gly Vval

180 185 190

ttt gtc aaa tcg ttg ggt gct gaa gtt ttc gtt gat ttc acc

aaa gag 624
Phe Val Lys Ser Leu Gly Ala Glu Val Phe Val Asp Phe Thr
Lys Glu

195 200 205

gcc aat gtc tct gag gct atc atc aag gct acc gac ggt ggt

gcc cat 672
Ala Asn Val Ser Glu Ala Ile Ile Lys Ala Thr Asp Gly Gly
Ala His

210 215 220

ggc gtc atc aac gtt tcc att tct gaa aaa gcc atc aac cag

tct gtt 720

Gly Val Ile Asn Val Ser Ile Ser Glu Lys Ala Ile Asn Gln
Ser Val

225 230 235

240

gaa tat gtt aga act ttg gga act gtt gtc ttg gtt ggt ttg
cca gct 768

Glu Tyr Val Arg Thr Leu Gly Thr Val Val Leu Val Gly Leu
Pro Ala



Cys Met Asn Cys Glu Tyr Cys Gin Gin Gly Ala Glu Pro Asn Cys Pro 8590 95
cag got gac ttg tot ggt tac acc cac gac ggt tot ttc cag caa tac336 Gin Ala Asp
Leu Ser Gly Tyr Thr His Asp Gly Ser Phe Gin Gin Tyr 100105110 goo act gca
gat goo gtg caa goo got aga att cca got4fgit act gat384 Ala Thr Ala Asp Ala
Val Gin Ala Ala Arg lle Pr(}4 a Gly Thr Asp 115120}1%%- 256 - Leu Ala Asn
Val Ala.Pro lle Leu Cys Ala Gly Val Thr Val Tyr Lys 135140 goo ttg aag
acc goo gac ttg cag cca ggt caa tgg gtc goo att too480 Ala Leu Lys Thr Ala
Asp Leu Gin Pra GlyGin T Vel Ala e Sercl4515Q155 160 gatgap-gotggt
got ttg ggt fetttg goo git ¢aa tac goo aag goo528 Gly Ala Ala Gly Gly Leu Gly
Ser LeusAlmMallGn TynAta Lys Aad6e5170:17h atg ggcAaa agalgih gic gos
atc gateggtiggt goo gac aag ggt gag576 Met Gly Tyr Arg Val Val Ala lle Asp
Gly Gly Ala Asp Lys &1y Glu 180185190 ttc gt¢&ag tot ttg ggc got gag gic/fit
gtt gat ttc ctc aag gaa624 Phe Val Lys Ser Leu Gly Ala Glu Val Phe Val Asp
Phe |G LS G182 5200205-a4g gattalt gigqtajotdjie aeradd gcadegat

l_%@%cﬁcc%cmz Ly Asp Ile Val Gly Ala Val Lys Lys Ala Thr Asp Gly Gly
Pro 35]2726 gogoeﬁtt%yd% Jt to& &¥c 155°gaA hdlf §ob He Hat c%\]aa
tot gtc y 3 Val Asn Val Ser lle Serz%u Lys Ala lle Asn Gin §%r5Val
225230235 240 gac tac gtt aga acc ttg ggt aag gtt gtc ttg gtc ggt ttg cca
22:372 RS Tyft\/c% Arg-Thrked Gly dys Yalvakiey Yal Gly LeuwPro Ala . 4

912
Val Asp Phe Phe Ala Arg Gly Leu Val Lys Cys Pro Ile Lys
Val Val
290 295 300

ggg ttg agt gaa ttg cca gag att ttc aaa ttg ttg

948

Gly Leu Ser Glu Leu Pro Glu Ile Phe Lys Leu Leu
305 310 315
<210> 58

<211> 316

<212> PRT

<213> Candida tropicalis
<400> 58

Pro Leu Gln Tyr Thr Asp Ile Pro Val Pro Val Pro Lys Pro
Asn Glu

1 5 10

15

Leu Leu Val His Val Lys Tyr Ser Gly Val Cys His Ser Asp
Ile His
20 25 30

Val Trp Lys Gly Asp Trp Phe Pro Ala Ser Lys Leu Pro Val
Val Gly
35 40 45

Gly His Glu Gly Ala Gly Val Val Val Ala Ile Gly Glu Asn



- 257 - too atc816 Gly Ser Lys Val Ser Ala Pro Val Phe Asp Ser Val Val Lys
Ser lle 260265270 caa atc aag ggt too tat gtc ggt aac aga aag gac act goo
gaa got864 GIn lle Lys Gly Ser Tyr Val Gly Asn Arg Lys Asp Thr Ala Glu Ala
275280285 gtt gac ttt ttc too aga ggc ttgfate aag tgt cca atc aag gtt gtc912
Val A§Q1Pt(1;elr§>he Ser Arg Gly Leu lle Lys Cys Pro lle Lys Val Val 290295300
ggt ttg agt gaa ttg cca gaa gtc tac aag ttg atg 948 Gly Leu Ser Glu Leu Pro
Glu Val Tyr Lys Leu Met 305310315 <210> 60 <211> 316 <212> PRT <213>
Candida tropicalis <400> 60 Lys Leu Glu Tyr Lys Asp lle Pro Val Pro Lys Pro
Lys PtoAsn6lu, 161045 ey LeiplleAsmVal bys Tyr Serfslyéal Cys Hisn
Thr AspyLewtHis 202530 Ala Trp Lys Gly Asp Trp Pro Leu Asp Thr Lys Leu
Pro Leb Val Gly 354045 Gly Hi3@Glu Gly Ala Gly Val Val Val Ala lle Gly Asp
Asn &l Lys 505560 - 258 - Gly Trp Lys Val Gly Asp Leu Ala Gly Val Lys Trp
Leu Asn Gly Ser 657075 80 Cys Met Asn Cys Glu Tyr Cys GIn GIn Gly Ala
Glu Pro Asn Cys Pro 8590 95 GIn Ala Asp Leu Ser Gly Tyr Thr His Asp Gly
Ser PhESGItT 61 T3r 1001054 15VAICFr ﬂHlAgb%lﬁj\Yal‘gém RiARE Arg e
Pro At GIyThr Asp 115120125 Leu Ala Asn Val Alg Pro lle Leu Cys Ala Gly
Val TQgVaI Tyr Lys 130135140

His Ala Asp Val Ser Gly Tyr Ser His Asp Gly Thr Phe Gln
Gln Tyr
100 105 110

Ala Thr Ala Asp Ala Val Gln Ala Ala Lys Phe Pro Ala Gly
Ser Asp
115 120 125

Leu Ala Ser Ile Ala Pro Ile Ser Cys Ala Gly Val Thr Val
Tyr Lys
130 135 140

Ala Leu Lys Thr Ala Gly Leu Gln Pro Gly Gln Trp Val Ala
Ile Ser

145 150 155

160

Gly Ala Ala Gly Gly Leu Gly Ser Leu Ala Val Gln Tyr Ala
Lys Ala

165 170
175

Met Gly Leu Arg Val Val Ala Ile Asp Gly Gly Asp Glu Arg
Gly Val
180 185 190

Phe Val Lys Ser Leu Gly Ala Glu Val Phe Val Asp Phe Thr
Lys Glu
195 200 205



Ala Leu Lys Thr Ala Asp Leu GIn Pro Gly GIn Trp Val Ala lle Ser 145150155
160 Gly Ala Ala Gly Gly Leu Gly Ser Leu Ala Val GIn Tyr Ala Lys Ala 165170
175 Met Gly Tyr Arg Val Val Ala lle Asp Gly Gly Ala Asp Lys Gly Glu
180185190 Phe Val Lys Ser Leu Gly Ald GluVal Phe Val Asp Phe Leu Lys
Glu 195200205 - 259 - 210215220 Gly Ala Val Asn Val Ser lle Ser Glu Lys
Ala lle Asn Gin Ser Val 225230235 240 Asp Tyr Val Arg Thr Leu Gly Lys Val
Val Ley Val Gly:L.au Bro Ala 245250255 Gly Serd ys VakSer Ala, Peo Val Rhe
Asp Ser-ValVal Lys Ser lle 260265270 Gin lle Lys Gly Ser Tyr Val Gly Asn
Arg Lys Asp Thr Ala Glu Ala 275280285 Val Asp Phe Phe SepApng Gly Leu lle
Lys Cys Pro lle Lys Val Val 290295300 Gly Leu Ser Glu Leu Pro Glu Val Tyr
Lys Leu Met 305 310 315 <210>61

Gly Val Ile Asn Val Ser Ile Ser Glu Lys Ala Ile Asn Gln

Ser Val

225 230 235

240

Glu Tyr Val Arg Thr Leu Gly Thr Val Val Leu Val Gly Leu
Pro Ala

245 250
255

Gly Ala Lys Leu Glu Ala Pro Ile Phe Asn Ala Val Ala Lys
Ser Ile
260 265 270

Gln Ile Lys Gly Ser Tyr Val Gly Asn Arg Arg Asp Thr Ala
Glu Ala
275 280 285

Val Asp Phe Phe Ala Arg Gly Leu Val Lys Cys Pro Ile Lys
Val Val
290 295 300

Gly Leu Ser Glu Leu Pro Glu Ile Phe Lys Leu Leu

305 310 315
<210> 59

<211> 948

<212> DNA

<213> Candida tropicalis

<220>

<221> CDS

<222> (1)..(948)
<400> 59

aaa tta gaa tac aag gac atc cca gtt cca aag cca aag cca
aac gaa 48



<211> 456
<221> CDS

Lys
Asn

15

ttg
tta
Leu
Leu

gcc
gtg
Ala
Val

ggt
gtc
Gly
Val

gga
ggt
Gly
Gly
65
80

tgt
tgt
Cys
Cys

95

cag
caa
Gln
Gln

gcc
act
Ala
Thr

tta
tac

Leu
Glu

ctc
cac
Leu
His

tgg
ggt
Trp
Gly

cac
aag
His
Lys
50

tgg
tcc

Trp
Ser

atg
cca
Met
Pro

gct
tac
Ala
Tyr

act
gat
Thr
Asp

gcc
aag

<212> DNA

Glu

atc

Ile

aag

Lys

35

gaa

Glu

aag

Lys

aac

Asn

gac

Asp

gca

Ala

115

aac

Tyr Lys

aac gtc
96
Asn Val

20

ggt gac
144
Gly Asp

ggt gct
192
Gly Ala

gtc ggt
240
Val Gly

tgt gag
288
Cys Glu

85

ttg tct
336

Leu Ser
100
gat gcc

384
Asp Ala

gtt gcc
432

<213> Candida tropicalis

Asp

aag

Lys

tgg

Trp

ggt

Gly

gat
Asp

70

tac

Tyr

ggt

Gly

gtg

Val

CcccC

- 255 -

Ile Pro Val

tac

Tyr

CCa

Pro

gtt
Val
55

ttg

Leu

tgt

Cys

tac

Tyr

caa

Gln

atc

tcc

Ser

ttg

Leu

40

gtt

Val

gcc

Ala

Caa

Gln

acc

Thr

gcc

Ala

120

ttg

ggt
Gly
25

gac

Asp

gtt

Val

ggt

Gly

cag

Gln

cac
His
105
gct

Ala

tgt

Pro

10

gtc

Val

acc

Thr

gcc

Ala

gtc

Val

ggt
Gly

90

gac

Asp

aga

Arg

gct

Lys

tgc

Cys

aag

Lys

att

Ile

aag
Lys

75

gcc

Ala

ggt

Gly

att

Ile

ggt

Pro

cac

His

ttg

Leu

ggt
Gly

60

tgg

Trp

gaa

Glu

tct

Ser

CCa

Pro

gtc

<220>

Lys

act

Thr

CCa

Pro

45

gac

Asp

ttg

Leu

CCa

Pro

ttc

Phe

gct

Ala

125

act

Pro

gat
Asp
30

ttg

Leu

aat

Asn

aac

Asn

aac

Asn

cag
Gln
110

ggt

Gly

gtt



<222> (1)..(456) <400> 61 aac tgt aga gcc gag ttt tgc caa cag 48 ggc
got gaa cot aat tgt cca Asn Cys Glu Phe Cys Gin Gin Gly Ala Glu Pro Asn
Cys

- 256 -
Leu Ala Asn Val Ala Pro Ile Leu Cys Ala Gly Val Thr Val
Tyr Lys
130 135 140

gcc ttg aag acc gcc gac ttg cag cca ggt caa tgg gtc gcc

att tcc 480

Ala Leu Lys Thr Ala Asp Leu Gln Pro Gly Gln Trp Val Ala
Ile Ser

145 150 155

160

ggt gcc gct ggt ggt ttg ggt tct ttg gcc gtt caa tac gcc

aag gcc 528
Gly Ala Ala Gly Gly Leu Gly Ser Leu Ala Val Gln Tyr Ala
Lys Ala
165 170
175

atg ggc tac aga gtt gtc gcc atc gat ggt ggt gcc gac aag

ggt gag 576
Met Gly Tyr Arg Val Val Ala Ile Asp Gly Gly Ala Asp Lys
Gly Glu

180 185 190

ttc gtc aag tct ttg ggc gct gag gtc ttt gtt gat ttc ctc

aag gaa 624
Phe Val Lys Ser Leu Gly Ala Glu Val Phe Val Asp Phe Leu
Lys Glu

195 200 205

aag gac att gtt ggt gct gtc aag aag gca acc gat ggt ggc

cca cac 672
Lys Asp Ile Val Gly Ala Val Lys Lys Ala Thr Asp Gly Gly
Pro His

210 215 220

ggt gcc gtt aac gtt tcc atc tcc gaa aag gcc atc aac caa

tct gtc 720

Gly Ala Val Asn Val Ser Ile Ser Glu Lys Ala Ile Asn Gln
Ser Val

225 230 235

240

gac tac gtt aga acc ttg ggt aag gtt gtc ttg gtc ggt ttg

cca gct 768
Asp Tyr Val Arg Thr Leu Gly Lys Val Val Leu Val Gly Leu
Pro Ala
245 250
255

ggc tcc aag gtt tct gct cca gtc ttt gac tcc gtc gtc aag



Pro Arg Ala 1510 15 - 260 - gac atg tot gga tat acc cac gat ggg act ttc
caa caa tat got acc96 Asp Met Ser Gly Tyr Thr His Asp Gly Thr Phe Gin Gin
Tyr Ala Thr 202530 goo gat goo gtc caa got goo aag atc cca gaa ggc gca gac
atg got144 Ala Asp Ala Val Gin Ala Ata £§9 Ile Pro Glu Gly Ala Asp Met Ala
354045 agt afc goo ¢ tc ttg tgt got ggt gtg acc gtg tac aag got ttg192 Ser
le Alg Frodle Ley Cys o%\ 3Gl Yol Thr Val Tyriys Alalew 50556030 aac
goo gsa&itq {tg got ggc caa tgg gtg got atc tot ggt got240 Lys Asn Ala Asp Leu
Leu Ala Gly Gin Trp YahAla lle Ser Gly Ala 65%Q%5 80 ggt ggt ggt ttg gge g0
ttg ggt gtg cag tac got aaa goo atg ggt288 Gly Gly Gly Leu Gly Ser Leu Gly
Val Giad ysAdadys AladMet Gly 8596:95 tra-aga gtgdta goo aic gakggt gat
gat gagagacgga gag tetegtc336 Tyr Arg Val Leu Ala lle Asp Gly Gly Asp Glu
Arg GiyiGlalRhé ¥al A001951 10vaag/ tca tid ggesgod gaalgtg taeatifgac itcactt
aag gakicdg gac384 Lys Ser Leu Gly Ala Glu Val Tyr lle Asp Phe Leu Lys
Glu Gin Asp 115120125 att gtt agt goo att 8§a aag gca act ggt ggt §§é cca
cac gg}:gtt432 lle Val Ser Ala lle Arg Lys Ala Thr Gly Gly Gly Pro His Gly Val

gac ttt ttc tcc aga tg atc aag tgt atc aag
gtt gtc 912
Val Asp Phe Phe Ser Arg Gly Leu Ile Lys Cys Pro Ile Lys
Val Val

290 295 300

ggt ttg agt gaa ttg cca gaa gtc tac aag ttg atg

948

Gly Leu Ser Glu Leu Pro Glu Val Tyr Lys Leu Met
305 310 315
<210> 60

<211> 316

<212> PRT

<213> Candida tropicalis
<400> 60

Lys Leu Glu Tyr Lys Asp Ile Pro Val Pro Lys Pro Lys Pro
Asn Glu

15

Leu Leu Ile Asn Val Lys Tyr Ser Gly Val Cys His Thr Asp
Leu His
20 25 30

Ala Trp Lys Gly Asp Trp Pro Leu Asp Thr Lys Leu Pro Leu
Val Gly
35 40 45

Gly His Glu Gly Ala Gly Val Val Val Ala Ile Gly Asp Asn
vVal Lys
50 55 60



130135140 - 261 - att aac gtc tcg gtg tcc gaa aag 456 lle Asn Val Ser Val
Ser Glu Lys 145150 <210> 62 <211> 152 <212> PRT <213> Candida
tropicalis <400> 62 Asn Cys Glu Phe Cys Gin Gin Gly Ala Glu Pro Asn Cys
Pro Arg Ala 1510 15 Asp Met Ser Gly TyP&hr His Asp Gly Thr Phe Gin Gin
Tyr A 202530 a, A Val Gln Al 0 L}ij Gly Ala As
Met Ala ér@p §erp}>lle Algilg %Ifé? LeuuCys? %\Ia8 &%/%ﬁl Tt;% nPerI_ys R ;
Leu 60 Lys Asn Ala Asp Ley Leu Ala Gly Gin Trp ValsAla lle Ser Gly Ala
657085 80 Gly Gly Gly Leu Gly Ser Leu Gly Val Gin Tyr Ala Lys Ala Met Gly
8590 95 Tyr Arg Val Leu Ala lle Asp Gly Gly Asp Glu Arg Gly Glu Phe Val -
262 - Lys Ser Leu Gly Ala Glu Val Tyr lle Asp Phe Leu Lys Glu Gin Asp
115129%25idte alhSerAlalle Argd ysyAlaGThr Gly Gly Gl RrocHis GhoVabn

130 llevAsiaMal Ser Val 135 Ser Glu Lys 140
85 90

95

Gln Ala Asp Leu Ser Gly Tyr Thr His Asp Gly Ser Phe Gln
Gln Tyr
100 105 110

Ala Thr Ala Asp Ala Val Gln Ala Ala Arg Ile Pro Ala Gly
Thr Asp
115 120 125

Leu Ala Asn Val Ala Pro Ile Leu Cys Ala Gly Val Thr Val
Tyr Lys
130 135 140

Ala Leu Lys Thr Ala Asp Leu Gln Pro Gly Gln Trp Val Ala
Ile Ser

145 150 155

160

Gly Ala Ala Gly Gly Leu Gly Ser Leu Ala Val Gln Tyr Ala
Lys Ala

165 170
175

Met Gly Tyr Arg Val Val Ala Ile Asp Gly Gly Ala Asp Lys
Gly Glu
180 185 190

Phe Val Lys Ser Leu Gly Ala Glu Val Phe Val Asp Phe Leu
Lys Glu
195 200 205

Lys Asp Ile Val Gly Ala Val Lys Lys Ala Thr Asp Gly Gly
Pro His



145 150

Gly
Ser
225
240

Asp
Pro
255

Gly
Ser

Gln
Glu

Val
Val

Gly
305

<210> 63

210
Ala

Val

Tyr
Ala

Ser
Ile

Ile
Ala

Asp
Val
290

Leu

<210>
<211>
<212>
<213>

<220>
<221>
<222>

<400>

aac
aga
Asn
Arg

15

tgt
gcc
Cys
Ala

Val

Val

Lys

Lys

275

Phe

Ser

61
456
DNA

Asn

Val

260

Gly

Phe

Glu

<211> 948

Val

Thr

245

Ser

Ser

Ser

Leu

Ser

230

Leu

Ala

Tyr

Arg

Pro
310

- 259

215

Ile

Gly

Pro

Val

Gly

295

Glu

Candida tropicalis

CDS

(1)..(45¢6)

61

<212> DNA

Ser

Lys

Val

Gly

280

Leu

Val

Glu

Val

Phe

265

Asn

Ile

Tyr

Lys

Val

250

Asp

Arg

Lys

Lys

Ala

235

Leu

Ser

Lys

Cys

Leu
315

<213>

220

Ile

Val

Val

Asp

Pro

300

Met

Asn

Gly

Val

Thr

285

Ile

Gln

Leu

Lys

270

Ala

Lys

gag ttt tgc caa cag ggc gct gaa cct aat tgt cca

48

Glu Phe Cys Gln Gln Gly Ala Glu Pro Asn Cys Pro

5

10



Candida tropicalis

<400> 63

gac
gct
Asp
Ala

gcc
atg
Ala
Met

agt
gct
Ser
Ala

aag
ggt
Lys
Gly
65
80

ggt
atg
Gly
Met

95

tac
ttt
Tyr
Phe

aag
cag
Lys
Gln

att
ggt
Ile
Gly

atg
acc
Met
Thr

gat
gct
Asp
Ala

atc
ttg
Ile
Leu
50

aac
gct
Asn
Ala

ggt
ggt
Gly
Gly

aga
gtc
Arg
vVal

tca
gac
Ser
Asp

gtt
gtt
Val
Val
130

tct

Ser

gcc
Ala
35

gcc

Ala

gcc

Ala

ggt

Gly

gtg

Val

ttg
Leu
115
agt

Ser

<220>

gga tat
96
Gly Tyr

20

gtc caa
144
Val Gln

ccg atc
192
Pro Ile

gac ttg
240
Asp Leu

ttg ggc
288

Leu Gly

85

tta gcc
336
Leu Ala

100

ggc gcc
384
Gly Ala

gcc att
432
Ala Tle

acc

Thr

gct

Ala

ttg

Leu

ttg
Leu

70

tcc

Ser

atc

Ile

gaa

Glu

aga

Arg

<221> CDS

- 260

cac

His

gcc

Ala

tgt
Cys
55

gct

Ala

ttg

Leu

gat

Asp

gtg

Val

aag
Lys

135

gat

Asp

aag
Lys
40

gct

Ala

ggc

Gly

ggt

Gly

ggt

Gly

tac
Tyr
120
gca

Ala

999
Gly
25

atc

Ile

ggt

Gly

caa

Gln

gtg

Val

ggt
Gly
105
att

Ile

act

Thr

<222> (1)..(948)

act

Thr

CCa

Pro

gtg

Val

tgg

Trp

cag
Gln

90

gat

Asp

gac

Asp

ggt

Gly

ttc

Phe

gaa

Glu

acc

Thr

gtg
Val

75

tac

Tyr

gag

Glu

ttc

Phe

ggt

Gly

caa

Gln

ggc

Gly

gtg
Val
60

gct

Ala

gct

Ala

aga

Arg

ctt

Leu

ggc
Gly

140

caa

Gln

gca
Ala
45

tac

Tyr

atc

Ile

aaa

Lys

gga

Gly

aag
Lys
125
cca

Pro

tat
Tyr
30

gac

Asp

aag

Lys

tct

Ser

gcc

Ala

gag
Glu
110
gaa

Glu

cac

His



aag tta aac gaa gaa tac aaa 48 gac gtg ccg gtc cct gtc cct aaa ccc Lys Leu
Glu Tyr Lys Asp Val Pro Val Pro Val Pro Lys Pro Asn Glu

- 261

att aac gtc tcg gtg tcc gaa aag

456

Ile Asn Val Ser Val Ser Glu Lys

145

<210>
<211>
<212>
<213>

<400>

Asp
Ala

Ala
Met

Ser
Ala

Lys
Gly
65
80

Gly
Met
95

Tyr
Phe

Cys
Ala

Met
Thr

Asp
Ala

Ile
Leu
50

Asn
Ala

Gly
Gly

Arg
Val

62
152
PRT

150

Candida tropicalis

62

Glu

Ser

Ala

35

Ala

Ala

Gly

Val

Phe

Gly

20

Val

Pro

Asp

Leu

Leu

100

Cys

Tyr

Gln

Ile

Leu

Gly

85

Ala

Gln

Thr

Ala

Leu

Leu

70

Ser

Ile

Gln

His

Ala

Cys

55

Ala

Leu

Asp

Gly

Asp

Lys

40

Ala

Gly

Gly

Gly

Ala

Gly

25

Ile

Gly

Gln

Val

Gly

105

Glu

10

Thr

Pro

Val

Trp

Gln

90

Asp

Pro

Phe

Glu

Thr

Val

75

Tyr

Glu

15

Asn

Gln

Gly

Val

60

Ala

Ala

Arg

Cys

Gln

Ala

45

Tyr

Ile

Lys

Gly

Pro

Tyr

30

Asp

Lys

Ser

Ala

Glu

110



10 15 ttg ctt ttg cat gtc aac gtc 96 aag tac tcg ggt gtg tgt cat tct gac Leu Leu
Val Asn Val Lys Tyr Ser Gly Val Cys His Ser Asp Leu His 20

- 262 -

Lys Ser Leu Gly Ala Glu Val Tyr Ile Asp Phe Leu Lys Glu
Gln Asp
115 120 125

Ile Val Ser Ala Ile Arg Lys Ala Thr Gly Gly Gly Pro His
Gly Val
130 135 140

Ile Asn Val Ser Val Ser Glu Lys

145 150
<210> 63

<211> 948

<212> DNA

<213> Candida tropicalis

<220>

<221> CDS

<222>  (1)..(948)

<400> 63

aag tta gaa tac aaa gac gtg ccg gtc cct gtc cct aaa ccc
aac gaa 48

Lys Leu Glu Tyr Lys Asp Val Pro Val Pro Val Pro Lys Pro
Asn Glu

1 5 10

15

ttg ctt gtc aac gtc aag tac tcg ggt gtg tgt cat tct gac

ttg cat 96
Leu Leu Val Asn Val Lys Tyr Ser Gly Val Cys His Ser Asp
Leu His

20 25 30

gtc tgg aaa ggc gac tgg ccc att cct gcc aag ttg ccc ttg

gtg gga 144
Val Trp Lys Gly Asp Trp Pro Ile Pro Ala Lys Leu Pro Leu
Val Gly

35 40 45

ggt cac gaa ggt gct ggt gtc gtt gtc ggc atg ggt gac aac

gtc aag 192
Gly His Glu Gly Ala Gly Val Val Val Gly Met Gly Asp Asn
Val Lys

50 55 60

ggc tgg aag gtg ggg gac ttg gct ggt atc aag tgg ttg aat



25 30 gtc tgg gtg gg a aaa ggc gac 144 tgg ccc att cct gcc aag ttg ccc ttg
Val Trp Lys Gly Asp Trp Pro lle Pro Ala Lys Leu Pro Leu Val Gly

ggt
Gly
Gly
65
80

tgt
tgt
Cys
Cys

95

aga
caa
Arg
Gln

gcc
gcc
Ala
Ala

atg
tac
Met
Tyr

gct
atc
Ala
Ile
145
160

ggt
aaa
Gly
Lys

175

atg
gga
Met
Gly

tcg
Trp
Ser

atg
tca
Met
Ser

gcc
tac
Ala
Tyr

act
gac
Thr
Asp

gct
aag
Ala
Lys
130

ttg
tct
Leu
Ser

gct
gcc
Ala
Ala

ggt
gag
Gly
Glu

Lys

aac

Asn

gac

Asp

gct
Ala
115
agt

Ser

aag

Lys

ggt

Gly

tac

Tyr

240
Val Gly

tgt gag
288
Cys Glu

85

atg tct
336
Met Ser

100

gat gct
384
Asp Ala

atc gcc
432
Ile Ala

aac gcc
480
Asn Ala

ggt ggt
528
Gly Gly

165
aga gtg
576

Arg Val

180

Asp

70

ttt

Phe

999

Gly

gtc

Val

ccg

Pro

gac
Asp

150

ttg

Leu

ttg

Leu

- 263 -

Leu

tgc

Cys

tat

Tyr

caa

Gln

atc
Ile
135
ttg

Leu

ggc

Gly

gct

Ala

Ala

Ccaa

Gln

acc

Thr

gct

Ala

120

ttg

Leu

ttg

Leu

tcc

Ser

atc

Ile

Gly

cag

Gln

cac
His
105
gcc

Ala

tgc

Cys

gct

Ala

ttg

Leu

gac
Asp

185

Ile

ggc
Gly

90

gat

Asp

aag

Lys

gct

Ala

ggc

Gly

ggt
Gly

170

ggt

Gly

Lys

75

gca

Ala

gga

Gly

atc

Ile

ggt

Gly

caa
Gln

155

gtg

Val

ggt

Gly

Trp

gaa

Glu

act

Thr

CCa

Pro

gtg
Val
140
tgg

Trp

cag

Gln

gac

Asp

Leu

cct

Pro

ttc

Phe

gaa

Glu

125

acc

Thr

gtg

Val

tac

Tyr

gag

Glu

35 40

Asn

aac

Asn

caa
Gln
110

ggc

Gly

gtg

Val

gct

Ala

gct

Ala

aga
Arg

190



45 ggt cac gtc aag gaa ggt gct 192 ggt gtc gtt gtc ggc atg ggt gac aac Gly
His Glu Gly Ala Gly Val Val Val Gly Met Gly Asp Asn Val Lys 50 55

ggc tgg aag gtg ggg gac ttg gct ggt atc

ttt
aag
Phe
Lys

cag
cca
Gln
Pro

ggt
tcg
Gly
Ser
225
240

gag
ccg
Glu
Pro

255

ggt
tca

Gly
Ser

cag
gaa
Gln
Glu

att
gtc
Ile
Val

ggt
948
Gly
305

gtc
gaa
Val
Glu

gac
cac
Asp
His
210

gtt
gtg
Val
Val

tac
gca
Tyr
Ala

ggt
atc

Gly
Ile

att
gct
Ile
Ala

gat
gct
Asp
Ala
290

tta

Leu

<210>

aag
Lys
195
atc

Ile

att

Ile

gtc

Val

aaa

Lys

aga
Arg
275
ttc

Phe

agt

Ser

64

tcc ttg
624
Ser Leu

gtt agt
672
Val Ser

aac gtg
720
Asn Val

aga act
768
Arg Thr

245

ctc act
816
Leu Thr

260

act acg
864
Thr Thr

ttt gtt
912
Phe Val

gaa gtg

Glu Val

ggc

Gly

gct

Ala

tca
Ser

230

ttg

Leu

gct

Ala

tgt

Cys

aga

Arg

CCa

Pro
310

- 264 -

gcc

Ala

atc
Ile
215
gtg

Val

999

Gly

cct

Pro

gtt

Val

999
Gly
295
gag

Glu

gaa
Glu
200
aga

Arg

tcc

Ser

aaa

Lys

ctt

Leu

ggc
Gly
280
ttg

Leu

att

Ile

gtg

Val

aag

Lys

gaa

Glu

gtg

Val

ttc
Phe
265
aac

Asn

atc

Ile

ttt

Phe

tac

Tyr

gca

Ala

aag

Lys

gtt
Val

250

gag

Glu

aga

Arg

gat

Asp

gac

Asp

att

Ile

act

Thr

gca
Ala

235

tta

Leu

tct

Ser

aag

Lys

tgc

Cys

ttg

Leu
315

gac

Asp

ggt
Gly
220
atc

Ile

gtt

Val

gtt

Val

gat

Asp

cca
Pro
300
atg

Met

ttc
Phe
205

ggt

Gly

aac

Asn

agc

Ser

gct

Ala

act
Thr
285
att

Ile

60

ctt

Leu

ggt

Gly

cag

Gln

ttg

Leu

aga
Arg
270
act

Thr

aaa

Lys



aag tgg ttg aat - 263 - ggt tog240 Gly Trp Lys Val Gly Asp Leu Ala Gly lle
Lys Trp Leu Asn Gly Ser 657075 80 tgt atg aac tgt gag ttt tgc caa cag ggc
gca gaa cot aac tgt tca288 Cys Met Asn Cys Glu Phe Cys Gin Gin Gly Ala
Glu Pro Asn Cys Ser 8590 95 aga gct gddPatg tot ggg tat acc cac gat gga act
tic caa %tacgif Arg Ala Asp Met Ser Gly Tyr Thr His Asp Gly Thr Phe Gin
Gin Tyg?t 0105110 gcc act got gat got gtc caa got gcc aag atc cca gaa ggc
gce gas384 Ala_thr:Ala AspAMa Val Gin Ala Ala Lys lle Pro Glu Gly Ala Asp
115120125 atg got agt atc gcc cog atc ttg tgc got ggt gtg acc gtg tac aag432
Met Ala&er llesAla Pro lle Leu Cys Ala Gly Val Thr Val Tyr Lys 130135140
got ttg aag aac gcc gac ttg ttg got ggc caa tgg gtg got atc tot480 Ala Leu Lys
Asn AlgAspLealleurita Ghy Gind rpaalbAla e Sep14515015560160 ggPgot
got ggggtttg ggc too ttg ggt gtg cag tac got aaa gcc528 Gly Ala Gly Gly Gly
Leu Gly Ser Leu Gly Val Gin Tyr Ala Lys Ala 165170075 atg ggt tac aga gtg
ttg gotatc gac ggt ggt gac gag aga gga gag576 Met Gly Tyr Arg Val Leu Ala
lle Asp Gly Gly Asp Glu Arg Gly Glu - 264 - ttt gtc aag too ttg ggc goo gaa

gtg tac att gac ttc ctt aag gaa624 Phe Val Lys Ser Leu Gly Ala Glu Val Tyr lle
Asp DI Lot Ly Gl 135000208 bag/Gac Bl o1 agt bot 416 sl wad oA do
ggt ggt ggt cca cac642 o5 30

Val Trp Lys Gly Asp Trp Pro Ile Pro Ala Lys Leu Pro Leu
Val Gly
35 40 45

Gly His Glu Gly Ala Gly Val Val Val Gly Met Gly Asp Asn
Val Lys
50 55 60

Gly Trp Lys Val Gly Asp Leu Ala Gly Ile Lys Trp Leu Asn
Gly Ser

65 70 75

80

Cys Met Asn Cys Glu Phe Cys Gln Gln Gly Ala Glu Pro Asn
Cys Ser

85 90
95

Arg Ala Asp Met Ser Gly Tyr Thr His Asp Gly Thr Phe Gln
Gln Tyr
100 105 110

Ala Thr Ala Asp Ala Val Gln Ala Ala Lys Ile Pro Glu Gly
Ala Asp
115 120 125

Met Ala Ser Ile Ala Pro Ile Leu Cys Ala Gly Val Thr Vval
Tyr Lys



Gin Asp lle Val Ser Ala lle Arg Lys Ala Thr Gly Gly Gly Pro His 210215220
ggt gtt att aac gtg tca gtg too gaa aag gca atc aac cag tog gtg720 Gly Val lle
Asn Val Ser Val Ser Glu Lys Ala lle Asn Gin Ser Val 225230235 240 gag tac
gtc aga act ttg ggg aaa gtg gtt tta gtt agétfg ccg gca768 Glu Tyr Val Arg Thr
Leu Gly LyISB\gaI Val Leu Val Ser LELi 5’580 Ala 245250 255 ggt ggkaaa ctc act
got cct ctt ttc gag tot gtt got aga tca atc816 Gly Gly Lys Leu Thr Ala Pro Leu
Phe Glu Ser Val Ala Arg Ser lle 260265270 cag att aga act acg tgt gtt ggc
aac ag:aag gat act actgaa goi8ea Gin lleAraThr dhy Cys\Val Gl AsnzArg
Lys AspeThREFhr Glu Ala 275280285 att gat ttc ttt gtt aga ggg ttg atc gat tgc
cca aftsxaa gtc got912 lle Asp Rbe Phe Val Arg Gly Leu lie Asp Cys Pro lle
Lys Vied Ala 290295300 ggt tta agt gaa gtg cca gag att ttt gac ttg atg 948 Gly
Leu Ser Glu Val Pro Glu lle Phe Asp Leu Met 305310315 - 265 - <211> 316
<212> PRT <213> Candida tropicalis <400> 64 Lys Leu Glu Tyr Lys Asp Val
Pro Val PréAzalPro G Pra ASHEGIF1516°E5 LY LetrVEPAsARValTNs Ty
Ser Gy ¥dEys His Ser Asp Leu His 202530 Val Trp Lys Gly Asp Trp Pro lle
Pro AJa Lys Leu Pro Leu \}§5G|y 354045 Gly His Glu'Gly Ala Gly Val Val Val
Gly MetGly Asp Asn Val Lys 505560 Gly Trp Lys Val Gly Asp Leu Ala Gly lle
Lys Trp Leu Asn Gly Ser 657075 80

Met Gly Tyr Arg Val Leu Ala Ile Asp Gly Gly Asp Glu Arg
Gly Glu
180 185 190

Phe Val Lys Ser Leu Gly Ala Glu Val Tyr Ile Asp Phe Leu
Lys Glu
195 200 205

Gln Asp Ile Val Ser Ala Ile Arg Lys Ala Thr Gly Gly Gly
Pro His
210 215 220

Gly Val Ile Asn Val Ser Val Ser Glu Lys Ala Ile Asn Gln
Ser Val

225 230 235

240

Glu Tyr Val Arg Thr Leu Gly Lys Val Val Leu Val Ser Leu
Pro Ala

245 250
255

Gly Gly Lys Leu Thr Ala Pro Leu Phe Glu Ser Val Ala Arg
Ser Ile
260 265 270

Gln Ile Arg Thr Thr Cys Val Gly Asn Arg Lys Asp Thr Thr
Glu Ala
275 280 285



Cys Met Asn Cys Glu Phe Cys Gin Gin Gly Ala Glu Pro Asn Cys Ser 8590 95
Arg Ala Asp Met Ser Gly Tyr Thr His Asp Gly Thr Phe Gin Gin Tyr
100105110 Ala Thr Ala Asp Ala Val Gin Ala Ala Lys lle Pro Glu Gly Ala Asp
115120125 - 266 - 130135140 Ala Leud%ys Asn Ala Asp Leu Leu Ala Gly Gin
Trp Val Ala lle Ser 145150155 160 Gly Ala Gly Gly Gly Leu Gly Ser Leu Gly
Val Gin Tyt Aladys ARIGBLTO LIS Mot Gl Tyi Arg Yol Lew Blale s Gly
Gly Asp,GltyArg Gly Glu 180185190 Phe Val Lys Ser Leu Gly Ala Glu Vart Tyr
lle Asp Phed®u Lys Glu 195200205,Gin Asp lle Val Ser Ala lleArg Lys Ala
Thr Gly Gly Gly Pro His 210215220 Gly Val lle Asn Val Ser Val Ser Glu Lys
Ala lle Asn Gin Ser Val 225230235 240 Glu Tyr Val Arg Thr Leu Gly Lys Val
Val LelwalsSerdeeu Pro Ala2452505255 Gly Glyd yssket.dinrida Pro Leu
Phe GlwbSer Val Ala Arg Ser 113260265270 Gin lle Arg ThiThr Cys Val Gly
Asn Arg Lys Asp Thr Thr Glu Ala 275280285 - 267 - lle Asp Phe Phe Val Arg
Gly Leu lle Asp Cys Pro lle Lys Val Ala 290295300 Gly Leu Ser Glu Val Pro
Glu ||§§%@§As§fl%eu Met 305310315

<212> DNA
<213> Candida tropicalis

<220>

<221> CDS

<222> (1)..(948)

<400> 65

gaa tta gaa tac aaa gat atc cca gtg cca acc cca aag gcc
aac gaa 48

Glu Leu Glu Tyr Lys Asp Ile Pro Val Pro Thr Pro Lys Ala
Asn Glu

1 5 10

15

ttg ctc atc aac gtc aaa tac tcg ggt gtc tgc cac act gat

ttg cac 96
Leu Leu Ile Asn Val Lys Tyr Ser Gly Val Cys His Thr Asp
Leu His

20 25 30

gcc tgg aag ggt gac tgg cca ttg gcc acc aag ttg cca ttg

gtt ggt 144
Ala Trp Lys Gly Asp Trp Pro Leu Ala Thr Lys Leu Pro Leu
Val Gly

35 40 45

ggt cac gaa ggt gct ggt gtc gtt gtc ggc atg ggt gaa aac

gtc aag 192
Gly His Glu Gly Ala Gly Val Val Val Gly Met Gly Glu Asn
Val Lys

50 55 60

ggc tgg aag att ggt gac ttc gcc ggt atc aaa tgg ttg aac

ggt tcc 240
Gly Trp Lys Ile Gly Asp Phe Ala Gly Ile Lys Trp Leu Asn
Gly Ser

65 70 75



<210> 65 <211> 948 <212> DNA <213> Candida tropicalis <220> <221>
CDS <222>(1)..(948) <400> 65 gaa tta gaa tac aaa gat atc cca gtg cca acc
cca aag goo aac gaa48 Glu Leu Glu Tyr Lys Asp lle Pro Val Pro Thr Pro Lys
Ala Asn Glu 1510 15 ttg ctc atc aac gtc a@@ tac tog ggt gtc tgc cac act gat ttg
cacggéreu Leu lle Asn Val Lys Tyr Ser Gly Val Cys His Thr Asp Leu His

202530 goo tgg aag ggt gac tgg cca ttg goo acc aag ttg cca ttg gtt ggt144 Ala
Trp Lys GlyAsn.Tep Pro LewAla The Lys Lew Rro Ley Val Gly 354045,9gt,
cac gag:-ggfgot ggt gte git gtc ggc atg ggt gaa aac gtc aag192 Gly His Glu
Gly Al SlyMal Mal sl GlyMebGly Gld AsmVal kys 505868 g tgg-aag ait
ggt gae #icaao ggt atc aaa tgg ttg aac ggt too240 Gly Trp Lys lle Gly Asp Phe
Ala Gly lle Lys Trp Leu AssbGly Ser 657075 - 268 -980 tgt atg too tgt gag ttc
tgt ca@Scaa ggt got gaa cca aac tgt ggt288 Cys Met Ser Cys Glu Phe Cys Gin
Gin Gly Ala Glu Pro Asn Cys Gly 8590 95 gag goo gac ttg tot ggt tac acc cac
gat g§etot e gakt eah t4c336 GlAIRAR s EeuTér GRETYEThE His Asp GRA
Ser PHEGIGin Tyr 108105110 goo act got gat got gtt caa goo goo aga atc
cea gt ol 1 GRS Al Th Al ASH AR Val Gih AR AT ATG Tl PG AL Gly
Thr Asp 11 120125 tltg oo gaa gtt goo cca atti étg tgt gcg ggt gtc acc gtfltec
aaa432

gcc act gct gat gct gtt caa gcc gcc aga atc cca gct ggt
act gat 384
Ala Thr Ala Asp Ala Val Gln Ala Ala Arg Ile Pro Ala Gly
Thr Asp

115 120 125

ttg gcc gaa gtt gcc cca atc ttg tgt gcg ggt gtc acc gtc

tac aaa 432
Leu Ala Glu Val Ala Pro Ile Leu Cys Ala Gly Val Thr Val
Tyr Lys

130 135 140

gcc ttg aag act gcc gac ttg gcc gct ggt caa tgg gtc gct

atc tcc 480

Ala Leu Lys Thr Ala Asp Leu Ala Ala Gly Gln Trp Val Ala
Ile Ser

145 150 155

160

ggt gct ggt ggt ggt ttg ggt tcc ttg gct gtc caa tac gcc

gtc gcc 528
Gly Ala Gly Gly Gly Leu Gly Ser Leu Ala Val Gln Tyr Ala
vVal Ala
165 170
175

atg ggc ttg aga gtc gtt gcc att gac ggt ggt gac gaa aag

ggt gcc 576
Met Gly Leu Arg Val Val Ala Ile Asp Gly Gly Asp Glu Lys
Gly Ala

180 185 190

ttt gtc aag tcc ttg ggt gct gaa gcc tac att gat ttc ctc
aag gaa 624

Phe Val Lys Ser Leu Gly Ala Glu Ala Tyr Ile Asp Phe Leu
Lys Glu



Leu Ala Glu Val Ala Pro lle Leu Cys Ala Gly Val Thr Val Tyr Lys 130135140
goo ttg aag act goo gac ttg goo got ggt caa tgg gtc got atc too480 Ala Leu
Lys Thr Ala Asp Leu Ala Ala Gly Gin Trp Val Ala lle Ser 145150155 160 ggt
got ggt ggt ggt ttg ggt too ttg got gtc ca&fedt goo gtc goo528 Gly Ala Gly Gly
Gly Leu Gly Serllggu Ala Val Gin Tyr Ala \53 Ala 165170 175 atg 99G ttg aga
gtc gtt goo att gac ggt ggt gac gaa aag ggt goo576 Met Gly Leu Arg Val Val

Ala llg Asp.Gly Gly AspGlu-Lys Gly Al J@Q&S;;@%E@@@@‘%&P@ﬁ%ﬁ@%%t

gaa goo-tacatt gat ticgte aag gaa624 Phe Val Lys Ser Leu Gly Al
Tyr lle AspBpeeu Lys Glur- 269 -A95200205,8ag gacratt gic totgot giey
aag aagbgaea acc gat gga ggt cca cac672 Lys Asp lle Val Ser Ala Val Lys Lys
Ala Thr AspiGly Gly Pro His 210215220 ggt got atc aat gtt too2gtd too gaa aaa
goo att gac caa too gtc720 Gly Ala lle Asn Val Ser Val Ser Glu Lys Ala lle
Asp GintSerVai225230235 R40-gag tac gtcagaéca &ty gitcaad gttagtettg it
ggt tt§ €eayst768 Glufr Val Arg Pro Leu Gly Lys Val Val Leu Val Gly Leu
Pro Ata 2452801255 958 t86 hatfgtc'act git'gdt dit tté Gaa'god 4t gtéadyHtoo
att81 va§1=}r Lys Val Thr Ala g;l Val Phe Glu Ala Val \/2 Ig_ys Ser lle
2602 § 70 gaa atc aag ggt too a}é gtc ggt aac aga aag gat acc goo gaa
goo864 Glu lle Lys Gly Ser Tyr Val Gly Asn Arg Lys Asp Thr Ala Glu Ala
2752 t tt t t tt al
Asp Phe PreSer Arg iy Lo s Lya Cye oo e Ly e val 200298300 "

Glu Tyr Val Arg Pro Leu Gly Lys Val Val Leu Val Gly Leu

Pro Ala

245 250
255

ggc tcc aag gtc act gct ggt gtt ttc gaa gcc gtt gtc aag

tcc att 816
Gly Ser Lys Val Thr Ala Gly Val Phe Glu Ala Val Val Lys
Ser Ile

260 265 270

gaa atc aag ggt tcc tat gtc ggt aac aga aag gat acc gcc

gaa gcc 864
Glu Ile Lys Gly Ser Tyr Val Gly Asn Arg Lys Asp Thr Ala
Glu Ala

275 280 285

gtt gac ttt ttc tcc aga ggc ttg atc aag tgt cca atc aag

att gtt 912
Val Asp Phe Phe Ser Arg Gly Leu Ile Lys Cys Pro Ile Lys
Ile vVal

290 295 300

ggc ttg agt gaa ttg cca cag gtc ttc aag ttg atg

948

Gly Leu Ser Glu Leu Pro Gln Val Phe Lys Leu Met
305 310 315
<210> 66

<211> 316

<212> PRT

<213> Candida tropicalis



ggc ttg agt gaa ttg cca cag gtc ttc aag ttg atg 948 Gly Leu Ser Glu Leu Pro
Gin Val Phe Lys Leu Met 305310315 <210> 66 <211> 316 <212> PRT
<213> Candida tropicalis - 270 - <400> 66 Glu Leu Glu Tyr Lys Asp lle Pro
Val Pro Thr Pro Lys Ala Asn Glu 1516 15/Ceu Leu lle Asn Val Lys Tyr Ser Gly
Val Cyg i§ Tt%r6Asp Leu His 202530 Ala Trp Lys Gly Asp Trp Pro Leu Ala
Thr Lys Leu Pro Leu Val Gly 354045 Gly His Glu Gly Ala Gly Val Val Val Gly
Met Gly GhuAsn Mal +ys 50556Q.Gly Trp bys He.GlhyAspphe Al%_GJégleALﬂés
Trp LeyAsn Gly Ser 657075 80 Cys Met Ser Cys Glu Phe Cys Gin Gin Gly
Ala Gju Pro Asn Cys Gly 8590 95 Glu Ala Asp Leu $er Gly Tyr Thr His Asp
Gly Ses Phe Glu Gin Tyr 100105110 Ala Thr Ala Asp Ala Val Gin Ala Ala Arg
lle Pro Ala Gly Thr Asp 115120125 Leu Ala Glu Val Ala Pro lle Leu Cys Ala
Gly Val Thr Val Tyr Lys 130135140 - 271 - lle Ser 145150155 160 Gly Ala
Gly Gig Glyteu Gty Ser LéaAlaVal@in $9r Afd Val Ala 1651701 78 MetGly
Leu Argvai\?al Ala geo Asp Gly Gly Asp Glu L)éSSGIy Ala 180185190

Ala Trp Lys Gly Asp Trp Pro Leu Ala Thr Lys Leu Pro Leu
Val Gly
35 40 45

Gly His Glu Gly Ala Gly Val Val Val Gly Met Gly Glu Asn
Val Lys
50 55 60

Gly Trp Lys Ile Gly Asp Phe Ala Gly Ile Lys Trp Leu Asn
Gly Ser

65 70 75

80

Cys Met Ser Cys Glu Phe Cys Gln Gln Gly Ala Glu Pro Asn
Cys Gly

85 90
95

Glu Ala Asp Leu Ser Gly Tyr Thr His Asp Gly Ser Phe Glu
Gln Tyr
100 105 110

Ala Thr Ala Asp Ala Val Gln Ala Ala Arg Ile Pro Ala Gly
Thr Asp
115 120 125

Leu Ala Glu Val Ala Pro Ile Leu Cys Ala Gly Val Thr Val
Tyr Lys
130 135 140

Ala Leu Lys Thr Ala Asp Leu Ala Ala Gly Gln Trp Val Ala



Phe Val Lys Ser Leu Gly Ala Glu Ala Tyr lle Asp Phe Leu Lys Glu 195200205
Lys Asp lle Val Ser Ala Val Lys Lys Ala Thr Asp Gly Gly Pro His 210215220
Gly Ala lle Asn Val Ser Val Ser Glu Lys Ala lle Asp Gin Ser Val 225230235
240 Glu Tyr Val Arg Pro Leu Gly Lys Val Malt.eu Val Gly Leu Pro Ala 245250
255 Gly Ser Lys Val Thr Ala Gly Val Phe Glu Ala Val Val Lys Ser lle

2602 27?%'); lle Lys Gly Ser Tyy Val Gly Asn Arg Lys Asp Thr Ala Glu Ala
27528Q285 Val Asp Phe Phe Ser Arg Gly Leu lle Lys Cys Pro lle Lys lle Val
290295300 - 272 - Gly Leu Ser Glu Leu Pro Gin Val Phe Lys Leu Met
305310315 <210> 67 <211> 1992 <212> DNA <213> Candida tropicalis
<2202 1221P=CRS <222>61),. (1992540026 7.6l atg itaviia tgligacrgggAia
atc cam@aalacc acc gtc ac caa48 Leu Met Leu Leu Cys Asp Gly lle lle His
Glu Thr Thr Val Asp Gin 1549 15 atc aaa gac gtt attlgét cct gac ttc cct got
gac aAg™ac gaa gag96 lle Lys Asp Val lle Ala Pro Asp Phe Pro Ala Asp Lys
Tyr Glu Glu 202530 tac gtc agg aca ttc acc aaa ccc too gaa acc cca ggg ttc

agg gaal44 Tyr Val Arg Thr Phe Thr Lys Pro Ser Glu Thr Pro Gly Phe Arg
Glu a64 ly" Leu Arg Val Val Ala Tle Asp Gly Gly Asp Glu Lys
ly Al

180 185 190

Phe Val Lys Ser Leu Gly Ala Glu Ala Tyr Ile Asp Phe Leu
Lys Glu
195 200 205

Lys Asp Ile Val Ser Ala Val Lys Lys Ala Thr Asp Gly Gly
Pro His
210 215 220

Gly Ala Ile Asn Val Ser Val Ser Glu Lys Ala Ile Asp Gln
Ser Val

225 230 235

240

Glu Tyr Val Arg Pro Leu Gly Lys Val Val Leu Val Gly Leu
Pro Ala

245 250
255

Gly Ser Lys Val Thr Ala Gly Val Phe Glu Ala Val Val Lys
Ser Ile
260 265 270

Glu Ile Lys Gly Ser Tyr Val Gly Asn Arg Lys Asp Thr Ala
Glu Ala
275 280 285

Val Asp Phe Phe Ser Arg Gly Leu Ile Lys Cys Pro Ile Lys
Ile Val
290 295 300



acc gtc tac aac aca gtc aac gca aac acc acg gac gca atc cac cagl92 Thr Val
Tyr Asn Thr Val Asn Ala Asn Thr Thr Asp Ala lle His Gin 505560 ttc att atc ttg
acc aat gtt ttg gca too agg gtc ttg got cca got240 Phe lle lle Leu Thr Asn Val
Leu Ala Ser Arg Val Leu Ala Pro Ala 65237580 - 273 - Leu Thr Asn Ser Leu
Thr Pro lle Lys Asp Met Ser Leu Glu Asp Arg 8590 95 gaa aaa ttg ttg goo tog
tgg cgc gac too cca atc got goo aaa agg336 Glu Lys Leu Leu Ala Ser Trp Arg
Asp SerPio.lle Ala AlaLysArg-10019511Q aagtg {ic.agg.tfgyeit too acg ctt
acc ttgegit act ttc acg aga384 Lys ¢.eu Phe Arg Leu Val Sgrdhr Leu Thr Leu
Val Thr Phe Thr Arg 115120125 ttg goo aat gag ttg cat ttg aaa goo att cac tat
cca gga aga gaa432 Leu Ala Asn Glu Leu His Leu Lys Ala lle His Tyr Pro Gly
Arg Gla1B0135140 gac cgt gaa aag got tat gaa acc cag gag att gac cct ttc
aag tae480 AspARiy Glu Lys Ala Tyr Glu Thr Gin Glu lle Asp Pro Phe Lys Tyr
145156155 160N¢ag ttt atg gaa aag cca aag ttt gac ggc got gag ttg tac ttg
cca528 Gin PheMetBIutEyPPFe 18 Phe Asp Gly Ala Glu Leu Tyr Leu Pro
165170 175 gat att gat gtt atc att att gga tot ggt goo ggt got ggt gtt gtgs576
Asp II<e ASE Val lle lle lle Gly Ser Gly Ala Gly Ala Gly Val Val 180185190 goo
cac acl g goqg.aac gat ggc ttc aag agt ttg gtt ttg gaa aag624 Ala His Thr Leu
Ala Ash Gly hga(li)@ §)er Leu Val Leu Glu Lys 195200205 - 274 - Gly Lys
Tyr Phe Ser Asn Ser Glu Leu Asn Phe Asp Asp Lys Asp Gly 210215220 gtt
caa gaadita tag 6aa agt gga ggt act ttg act aca gtc

ctt atg tta tta tgt gac ggg atc atc cac gaa acc acc gtc

gac caa 48

Leu Met Leu Leu Cys Asp Gly Ile Ile His Glu Thr Thr Val
Asp Gln

1 5 10

15

atc aaa gac gtt att gct cct gac ttc cct gct gac aag tac

gaa gag 96
Ile Lys Asp Val Ile Ala Pro Asp Phe Pro Ala Asp Lys Tyr
Glu Glu

20 25 30

tac gtc agg aca ttc acc aaa ccc tcc gaa acc cca ggg ttc

agg gaa 144
Tyr Val Arg Thr Phe Thr Lys Pro Ser Glu Thr Pro Gly Phe
Arg Glu

35 40 45

acc gtc tac aac aca gtc aac gca aac acc acg gac gca atc

cac cag 192
Thr Val Tyr Asn Thr Val Asn Ala Asn Thr Thr Asp Ala Ile
His Gln

50 55 60

ttc att atc ttg acc aat gtt ttg gca tcc agg gtc ttg gct

cca gct 240

Phe Ile Ile Leu Thr Asn Val Leu Ala Ser Arg Val Leu Ala
Pro Ala

65 70 75

80

ttg acc aac tcg ttg acg cct atc aag gac atg agc ttg gaa
gac cgt 288



aac caa720 Val Gin Glu Leu Tyr Gin Ser Gly Gly Thr Leu Thr Thr Val Asn Gin
225230235 240 cag ttg ttt gtt ctt got ggt too act ttt ggt ggc ggt acc act gtc768
Gin Leu Phe Val Leu Ala Gly Ser Thr Phe Gly Gly Gly Thr Thr Val 245250
255 aat tgg tca goo tgt ctt aag acg cca tid aag gtg cgt aag gaa tgg816 Asn
Trp Sfr Alq CrysALeu é_é/s 'Ehr P%Phg IE}/sIYaI ﬁy% LXS G(IS%-‘E‘ 260 527 tat
gat gag gtt gac tit got got gat gaa gca tac at aaas ﬁsp Iu

Gly VaI Asp he Ala Ala Asp Glu Ala Tyr Asp Lys 245280285 gcg cag gat tat
gtt tgg £ag caa atg gga got tot acc gaa ggc atc912 Ala Gin Asp Tyr Val Trp
Gin Gin Met Gly Ala Ser Thr Glu Gly lle 290295300 acc cac tot ttg got aac
gag ajtatt aftgaa ggt ggt aag aaattag60 ddu HisSerckeu Ada Ash Gl llgdle
lle Glaa@lysGtly Lys Lys 1eu 305310315 320 ggt tac aag goo aag gta tta gac
caa aatvado ggt-ggt tatucatlcadk308 Gly Ayp LsrAladiyshival Leie AspaGinl a
Asn 3ersGRrGly His Pro Gin 325330 335 - 275 - aag cag1056 His Arg Cys
Gly Phe Cys Tyr Leu!&l Cys Lys His Gly lle LY$3Gin 340345350 ggt tot gt
aat aac tgg ttt aga gac gca got goo cac ggt too cag1104 Gly Ser VaI Asn Asn

Trp PHEAT] Ash AlaAfg AlaHISGly S6r Giff °FF 2 Fy gt acttee
Lys Leu Phe Arg Leu Val Ser Thr Leu Thr Leu Val Thr Phe
Thr Arg
115 120 125

ttg gcc aat gag ttg cat ttg aaa gcc att cac tat cca gga

aga gaa 432
Leu Ala Asn Glu Leu His Leu Lys Ala Ile His Tyr Pro Gly
Arg Glu

130 135 140

gac cgt gaa aag gct tat gaa acc cag gag att gac cct ttc

aag tac 480

Asp Arg Glu Lys Ala Tyr Glu Thr Gln Glu Ile Asp Pro Phe
Lys Tyr

145 150 155

160

cag ttt atg gaa aag cca aag ttt gac ggc gct gag ttg tac

ttg cca 528
Gln Phe Met Glu Lys Pro Lys Phe Asp Gly Ala Glu Leu Tyr
Leu Pro
165 170
175

gat att gat gtt atc att att gga tct ggt gcc ggt gct ggt

gtt gtg 576
Asp Ile Asp Val Ile Ile Ile Gly Ser Gly Ala Gly Ala Gly
Val Vval

180 185 190

gcc cac act ttg gcc aac gat ggc ttc aag agt ttg gtt ttg

gaa aag 624
Ala His Thr Leu Ala Asn Asp Gly Phe Lys Ser Leu Val Leu
Glu Lys

195 200 205

ggc aaa tac ttt agc aac tcc gag ttg aac ttt gat gac aag
gac ggc 672



355360365 ttc atg caa cag gtt aga gtt ttg caa ata ctt aac aag aag ggg
atc1152 Phe Met Gin Gin Val Arg Val Leu Gin lle Leu Asn Lys Lys Gly lle
370375380 got tac ggt atc ttg tgt gag gat gtt gta acc ggc goo aag ttc acc1200
Ala Tyr Gly lle Leu Cys Glu Asp Val ValTHr Gly Ala Lys Phe Thr 385390395

400 att act ggc ccc aag ttt gtt gtt.got goo ggt gof tt c actl248 lle Thr
Sly P LAty Pho VAl VAl Alh Al Cly A3 LoU A Tof 105410 AL o4 fo
gtg ttg gtc agg too ggc ttc aag aac aag.=ac atc ggt aag1296 Pyg Ser Val Leu
Val Asn Ser Gly Phe Lys Asn Lys Asn lle Gly Lys 420425430 aac tta act ttg
cac cgagtttol gie 9tg th gghgatithggg @agd344-Asn euthr kew HisPrgoval
Ser Val¥at£he Gly AspdPhe Gly Lys 435440445 gac gtt caa gca gac cac ttc
cac aaelfoglatc @ig act gooyctt tgth392 AsplYabGin Ala AspuHishPhetis\vAsn
Ser lladvleEThr Ala Leu Cys 450455460 - 276 - Ser Glu Ala Ala Asp Leu Asp
Gly LYy38 Gly His Gly Cys Arg 11e2Gfu 465470475 480 acc atéttg aac got cca

ttc at€ ¢8g got tca ttc tta cca tgg agal488 Thr lle Leu Asn Ala Pro Phe lle Gin

Ala Ser Phe Leu Pro Trp Arg 485490 495 ggt agt aac gag got aga cga gac ttg
ttg cgt ¥4c h5¢e atatctat%t(%g%?%Ggéﬁ/ §aF AShGRIFAI AN AYG ASPLET Letlhrg

5

act, gt
Tyr Aé?rﬁ%é@%h\éal\?a OeSuSJAOla Gly Ser Thr Phe Gly Gly Gly Thr
Thr Val
245 250
255

aat tgg tca gcc tgt ctt aag acg cca ttc aag gtg cgt aag

gaa tgg 816
Asn Trp Ser Ala Cys Leu Lys Thr Pro Phe Lys Val Arg Lys
Glu Trp

260 265 270

tat gat gag ttt ggt gtt gac ttt gct gct gat gaa gca tac

gat aaa 864
Tyr Asp Glu Phe Gly Val Asp Phe Ala Ala Asp Glu Ala Tyr
Asp Lys

275 280 285

gcg cag gat tat gtt tgg cag caa atg gga gct tct acc gaa

ggc atc 912
Ala Gln Asp Tyr Val Trp Gln Gln Met Gly Ala Ser Thr Glu
Gly Ile

290 295 300

acc cac tct ttg gct aac gag att att att gaa ggt ggt aag

aaa tta 960

Thr His Ser Leu Ala Asn Glu Ile Ile Ile Glu Gly Gly Lys
Lys Leu

305 310 315

320

ggt tac aag gcc aag gta tta gac caa aac agc ggt ggt cat

cct cag 1008
Gly Tyr Lys Ala Lys Val Leu Asp Gln Asn Ser Gly Gly His
Pro Gln
325 330
335

cac aga tgc ggt ttc tgt tat ttg ggc tgt aag cac ggt atc



gcg atg ttg ctc ctt agt cgt gac acc acc agt ggt too gtt tot got1584 Ala Met Leu
Leu Leu Ser Arg Asp Thr Thr Ser Gly Ser Val Ser Ala 515520525 cat cca acc
aaa cct gaa got ttg gtt gtc gag tac gac gtg aac aag1632 His Pro Thr Lys Pro
Glu Ala Leu Val Val Glu Tyr Asp Val AsA 1ys 530535540 ttt gac aga aac tog
atc tt cag cattg tt tg act got gac ttg1680 Phe Asp Arg Asn Ser lle Leu
Gin %ae%@ Aﬂ%é %e%§45§§95é? to,tatalc caa ggt 9po
aag aga.ate Gt agt cca cag gca gg gfgl728 Leu yry le Gin Gly Ala Lys Arg
lle Leu Ser Pro Gin Alagl'rp Val 565570 575 ccayatt ttt gaa too gac aag cggp
aag gat aag aga tca atc aag gacl776 Pro lle Phe Glu Ser Asp Lys Pro Lys
Asp LystArg-Segtle LascAsp 580585500 w287 gile gaclard Gle Aspatyal
Glu TrpArgaala Lys YabAla Lys lle Pro Phe Asp 595600605 acc tac ggc tca
cct tat gyt fog gta tat caa’aty totrotRge cyttB AT hh Ty r Gly SeraProi FyGGly
Ser A} & Hi§ Gin Met Ser Ser Cys Arg 610615620 atg tca ggt aag ggt cct aaa
tac ggt got gtt gaeéacc gat ggt agal1920 M&tSer Gly Lys Gly Pro LysoPyr Gly
Ala Val Asp Thr Asp Gly A 625630635 640 ttg ttt gaa tgt tog aat gtt tat gtt
goo gfa‘i%c%t c&?tt% %881_% Phe GhPCy3%sérAsh Val T3 VA AIZHKsp
Ala S e ro 0,655 act gca.ago at cct 1992 Thr Ala
Ser ¢ et 6 %i%&gg §% %69 Z a%{% %3‘/ E
Candlda tr@p[palls <400> 68 Leu Met{eu Leu Cys Asp GIy llesligy His Glu Thr
Thr Val Asp Gin 1510

gct tac ggt atc ttg tgt gag gat gtt gta acc ggc gcc aag

ttc acc 1200

Ala Tyr Gly Ile Leu Cys Glu Asp Val Val Thr Gly Ala Lys
Phe Thr

385 390 395

400

att act ggc ccc aaa aag ttt gtt gtt gct gcc ggt gct ttg

aac act 1248
Ile Thr Gly Pro Lys Lys Phe Val Val Ala Ala Gly Ala Leu
Asn Thr
405 410
415

cca tct gtg ttg gtc aac tcc ggce ttc aag aac aag aac atc

ggt aag 1296
Pro Ser Val Leu Val Asn Ser Gly Phe Lys Asn Lys Asn Ile
Gly Lys

420 425 430

aac tta act ttg cac cca gtt tct gtc gtg ttt ggt gat ttt

ggc aaa 1344
Asn Leu Thr Leu His Pro Val Ser Val Val Phe Gly Asp Phe
Gly Lys

435 440 445

gac gtt caa gca gac cac ttc cac aac tcc atc atg act gcc

ctt tgt 1392
Asp Val Gln Ala Asp His Phe His Asn Ser Ile Met Thr Ala
Leu Cys

450 455 460

tca gaa gcc gct gat tta gac ggc aag ggc cat gga tgc aga
att gaa 1440



15 lle Lys Asp Val lle Ala Pro Asp Phe Pro Ala Asp Lys Tyr Glu Glu 202530 -
278 - 354045 Thr Val Tyr Asn Thr Val Asn Ala Asn Thr Thr Asp Ala lle His
Gin 505560 Phe lle lle Leu Thr Asn Val Leu Ala Ser Arg Val Leu Ala Pro Ala
657075 80 Leu Thr Asn Ser Leu Thr Pré Tle Lys Asp Met Ser Leu Glu Asp

Arg 8 90 GI s leu Trp Ar IIe la Ala Lys Arg
1001 ﬂ/ é% kgpLeu Val'8er % 3Leu a Kr@%% ‘yPﬁrg

Arg 1;@3,20125 Leu Ala Asn Glyhlseu His Leu Lys Ala lle His Tyr Pro Gly Arg
Glu 130435140 Asp Arg Glu Lys Ala Tyr Glu Thr Gin Glu lle Asp Pro Phe Lys
Tyr 145150155 160 Gin Phe Met Glu Lys Pro Lys Phe Asp Gly Ala Glu Leu
Tyr LedPreat65EH) 145 Asp lleAspYal He dledie; Gly Ser &Glytala GheAlacsly
Val Vaba 242- Ala Hig 3hr Leu Ala Asn Asp Gly Phe Lys Ser Leu Val Leu
Glu Lys1195200205 GhnLys TyPPheBer Asa SenGiu LebicAsiy PhelAsp AsSp
Lys ASpPGRr210215220 Val GIn Glu Leu Tyr Gin Ser Gly Gly Thr Leu Thr Thr
Val Asn GIn 225230235 248°GIn Leu Phe Val Leu Ald Gly Ser Thr Phe Gly
Gly Gly Thr Thr Val 245250

ggt agt aac gag gct aga cga gac ttg ttg cgt tac aac aac

atg gtg 1536
Gly Ser Asn Glu Ala Arg Arg Asp Leu Leu Arg Tyr Asn Asn
Met Val

500 505 510

gcg atg ttg ctc ctt agt cgt gac acc acc agt ggt tcc gtt

tct gct 1584
Ala Met Leu Leu Leu Ser Arg Asp Thr Thr Ser Gly Ser Val
Ser Ala

515 520 525

cat cca acc aaa cct gaa gct ttg gtt gtc gag tac gac gtg

aac aag 1632
His Pro Thr Lys Pro Glu Ala Leu Val Val Glu Tyr Asp Val
Asn Lys

530 535 540

ttt gac aga aac tcg atc ttg cag gca ttg ttg gtc act gct

gac ttg 1680

Phe Asp Arg Asn Ser Ile Leu Gln Ala Leu Leu Val Thr Ala
Asp Leu

545 550 555

560

ttg tat atc caa ggt gcc aag aga atc ctt agt cca cag gca

tgg gtg 1728
Leu Tyr Ile Gln Gly Ala Lys Arg Ile Leu Ser Pro Gln Ala
Trp Val
565 570
575

cca att ttt gaa tcc gac aag cca aag gat aag aga tca atc

aag gac 1776
Pro Ile Phe Glu Ser Asp Lys Pro Lys Asp Lys Arg Ser Ile
Lys Asp

580 585 590

gag gac tat gtc gaa tgg aga gcc aag gtt gcc aag att cct



255 Asn Trp Ser Ala Cys Leu Lys Thr Pro Phe Lys Val Arg Lys Glu Trp
260265270 Tyr Asp Glu Phe Gly Val Asp Phe Ala Ala Asp Glu Ala Tyr Asp
Lys 275280285 Ala GIn Asp Tyr Val Trp GIn GIn Met Gly Ala Ser Thr Glu Gly
lle 290295300 Thr His Ser Leu Ala Asn43ld Ite lle lle Glu Gly Gly Lys Lys Leu
3053%%315 320 Gly yoLys Ala Lys Val Leu Asp GIn Asn Ser Gly Gly His Pro
Gln'3 1 Ls BIn3I0345350,Cly Sepal An Asn TipPg,
Arg Asp A Ia H|s Gly Ser Gin 355360365 Phe Met Gin Gin Val Arg Val
Leu Gin lle Leu509€g1 Lys Lys Gly lle 3703¢5380 Ala Tyr Gly lle Leu &ys Glu
Asp Val Val Thr Gly Ala Lys Phe Thr 385390395 400 lle Thr Gly Pro Lys Lys
Phe \dalcValAlagAla GhsAlackeuAsnydbr 40543041 Pre Serafal ket Vakt
Asn SercGhyPhe LysiA&Sa Lys Asn lle Gly Lys 420425430 Asn Leu Thr Leu
His Prb¥al Berdlal valrPhe Gy AsPheSBly 2y1485440445sp VakGier
Ala ASpHi5™Phe His Asn Ser lle Met Thr Ala Leu Cys 450455460 Ser Glu Ala
Ala Asp LéUtAsp Gly Lys Gly His GIY Eys Arg lle Glu 46547042480 Thr lle

Leu Asn Ala Pro Phe lle Gin Ala Ser Phe Leu Pro Trp Arg 485490
tg tca ggt aag ggt cct aaa tac ggt gct gtt gac acc gat

ggt aga 1920

Met Ser Gly Lys Gly Pro Lys Tyr Gly Ala Val Asp Thr Asp
Gly Arg

625 630 635

640

ttg ttt gaa tgt tcg aat gtt tat gtt gcc gat gca agt ctt

ttg cca 1968
Leu Phe Glu Cys Ser Asn Val Tyr Val Ala Asp Ala Ser Leu
Leu Pro
645 650
655

act gca agc ggt gct aat cct atg

1992

Thr Ala Ser Gly Ala Asn Pro Met
660

<210> 68

<211> o664

<212> PRT

<213> Candida tropicalis
<400> 68

Leu Met Leu Leu Cys Asp Gly Ile Ile His Glu Thr Thr Val
Asp Gln

1 5 10

15

Ile Lys Asp Val Ile Ala Pro Asp Phe Pro Ala Asp Lys Tyr
Glu Glu
20 25 30

Tyr Val Arg Thr Phe Thr Lys Pro Ser Glu Thr Pro Gly Phe
Arg Glu



- 281 - Gly Ser Asn Glu Ala Arg Arg Asp Leu Leu Arg Tyr Asn Asn Met Val
500505510 Ala Met Leu Leu Leu Ser Arg Asp Thr Thr Ser Gly Ser Val Ser
Ala 515520525 His Pro Thr Lys Pro Glu Ala Leu Val Val Glu Tyr Asp Val Asn
Lys 530535540 Phe Asp Arg Asn Serll@ T2u-GIn Ala Leu Leu Val Thr Ala
Asp Leu 545550555 560 Leu Tyr lle GIn %Jy Ala Lys Arg lle Leu SeyPro GIn
Ala Trp Val 565570 575 Pro lle Phe Glu Ser Asp Lys Pro Lys Asp Lys Arg
Ser lle Lys Asp 580585590 Glu Asp Tyr Val Glu Trp Arg Ala Lys Val Ala Lys
lle PrerRhe; ASpr5956Q0668, Fhy Iyr Gly SerProsTyr&ly Ser AlaHig Giniviet
Ser Ser £ys Arg 610615620 Met Ser Gly Lys Gly Pro Lys Tyr Gly Ala Val Asp
Thr Asp GhoArg 625630635 640 - 282 - Leu Pro 645650 6554lthr Ala Ser Gly
Ala Asn Pro Met 660

Phe Ile Ile Leu Thr Asn Val Leu Ala Ser Arg Val Leu Ala
Pro Ala

65 70 75

80

Leu Thr Asn Ser Leu Thr Pro Ile Lys Asp Met Ser Leu Glu
Asp Arg

85 90
95

Glu Lys Leu Leu Ala Ser Trp Arg Asp Ser Pro Ile Ala Ala
Lys Arg
100 105 110

Lys Leu Phe Arg Leu Val Ser Thr Leu Thr Leu Val Thr Phe
Thr Arg
115 120 125

Leu Ala Asn Glu Leu His Leu Lys Ala Ile His Tyr Pro Gly
Arg Glu
130 135 140

Asp Arg Glu Lys Ala Tyr Glu Thr Gln Glu Ile Asp Pro Phe
Lys Tyr

145 150 155

160

Gln Phe Met Glu Lys Pro Lys Phe Asp Gly Ala Glu Leu Tyr
Leu Pro

165 170
175

Asp Ile Asp Val Ile TIle Ile Gly Ser Gly Ala Gly Ala Gly
Val Val
180 185 190



Ala
Glu

Gly
Asp

Val
Asn
225
240

Gln

Thr

255

Asn
Glu

Tyr
Asp

Ala
Gly

Thr
Lys
305
320

Gly
Pro

335

His

His
Lys

Lys
Gly
210

Gln

Gln

Leu
Val

Trp
Trp

Asp
Lys

Gln
Ile
290

His
Leu

Tyr
Gln

Arg

Thr

195

Tyr

Glu

Phe

Ser

Glu

275

Asp

Ser

Lys

Cys

Leu

Phe

Leu

Val

Ala

260

Phe

Tyr

Leu

Ala

Gly

Ala

Ser

Tyr

Leu

245

Cys

Gly

Val

Ala

Lys

325

Phe

Asn

Asn

Gln

230

Ala

Leu

Val

Trp

Asn

310

Val

Cys

- 279

Asp

Ser

215

Ser

Gly

Lys

Asp

Gln

295

Glu

Leu

Tyr

Gly

200

Glu

Gly

Ser

Thr

Phe

280

Gln

Ile

Asp

Leu

Phe

Leu

Gly

Thr

Pro

265

Ala

Met

Ile

Gln

Gly

Lys

Asn

Thr

Phe

250

Phe

Ala

Gly

Ile

Asn

330

Cys

Ser

Phe

Leu

235

Gly

Lys

Asp

Ala

Glu

315

Ser

Lys

Leu

Asp

220

Thr

Gly

Val

Glu

Ser

300

Gly

Gly

His

Val

205

Asp

Thr

Gly

Arg

Ala

285

Thr

Gly

Gly

Gly

Leu

Lys

Val

Thr

Lys

270

Tyr

Glu

Lys

His

Ile



- 280 -

Lys Gln
340 345 350

Gly Ser Val Asn Asn Trp Phe Arg Asp Ala Ala Ala His Gly
Ser Gln
355 360 365

Phe Met Gln Gln Val Arg Val Leu Gln Ile Leu Asn Lys Lys
Gly Ile
370 375 380

Ala Tyr Gly Ile Leu Cys Glu Asp Val Val Thr Gly Ala Lys
Phe Thr

385 390 395

400

Ile Thr Gly Pro Lys Lys Phe Val Val Ala Ala Gly Ala Leu
Asn Thr

405 410
415

Pro Ser Val Leu Val Asn Ser Gly Phe Lys Asn Lys Asn Ile
Gly Lys
420 425 430

Asn Leu Thr Leu His Pro Val Ser Val Val Phe Gly Asp Phe
Gly Lys
435 440 445

Asp Val Gln Ala Asp His Phe His Asn Ser Ile Met Thr Ala
Leu Cys
450 455 460

Ser Glu Ala Ala Asp Leu Asp Gly Lys Gly His Gly Cys Arg
Ile Glu

465 470 475

480

Thr Ile Leu Asn Ala Pro Phe Ile Gln Ala Ser Phe Leu Pro
Trp Arg

485 490
495



Gly
Met

Ala
Ser

His
Asn

Phe
Asp
545
560

Leu
Trp

575

Pro
Lys

Glu
Phe

Thr
Cys

Met
Gly
625
640

Leu

Ser
Val

Met
Ala

Pro
Lys
530

Asp

Leu

Tyr
Val

Ile
Asp

Asp
Asp

Tyr
Arg
610

Ser
Arg

Phe

Asn

Leu

515

Thr

Arg

Ile

Phe

Tyr

595

Gly

Gly

Glu

Glu

500

Leu

Lys

Asn

Gln

Glu

580

Val

Ser

Lys

Cys

Ala

Leu

Pro

Ser

Gly

565

Ser

Glu

Pro

Gly

Ser

Arg

Ser

Glu

Ile

550

Ala

Asp

Trp

Tyr

Pro

630

Asn

- 281

Arg

Arg

Ala

535

Leu

Lys

Lys

Arg

Gly

615

Lys

Val

Asp

Asp

520

Leu

Gln

Arg

Pro

Ala

600

Ser

Tyr

Tyr

Leu

505

Thr

Val

Ala

Ile

Lys

585

Lys

Ala

Gly

Val

Leu

Thr

Val

Leu

Leu

570

Asp

Val

His

Ala

Ala

Arg

Ser

Glu

Leu

555

Ser

Lys

Ala

Gln

Val

635

Asp

Tyr

Gly

Tyr

540

Val

Pro

Arg

Lys

Met

620

Asp

Ala

Asn

Ser

525

Asp

Thr

Gln

Ser

Ile

605

Ser

Thr

Ser

Asn

510

Val

Val

Ala

Ala

Ile

590

Pro

Ser

Asp

Leu



- 282 -

Leu Pro
645 650
655

Thr Ala Ser Gly Ala Asn Pro Met
660



