PHARMACEUTI CAL COMPCSI TI ONS Technical Field The present invention concerns
conposi tions which are therapeutically active, against sone types of
cancer. 5 Thus it provides the use of a conposition derived from Fagopyrum
di botrys (or Fagopyrum cynosum mnei sen) (gol den buckwheat; jingiaonmai)in a
met hod of rEHAHNMICIEDT IORAR COMBOSPELDRE conposition. 10 Background Art
Fagopyrum di botrys is one of the innunerable plants used in Chinese

tradi ti onalramei od 4. pilbegwhol e plant, particularly-the rhizonme, is used
as a nedi cament, allegedly having a wi de range of beneficial effects, 15

i ncl uding ant'tQHQQ ACLLYE 1Yo GDANG VEDR L BN 8t cBhposElanBolaRLEa
. Yunnani ca, 1994, é? 354- 356 separated and |dent|?|ed a nunber of phenolic

constituents e ound ta n hi 199 er med
o ocyant df 155 2 ENest neaf bhett Thet nomparfit o Yol rukdsrPy piitsirs
conpoun ha 5 asynmetr| res (asterisked in, Fi tentlally
Chere noe Hyts o Gorethirs R Fae o a1 oﬁoweoa%mgb?%féﬁs&t £%hi ch
isomer(s) is/are present in the isolated material. They are 5,7,3 ,4"-

t et r ahydr oxEaJPrRYEHE 3dbpotars €8r H@ﬁ@pgrusuéﬁmasamn@ﬁléﬁndu (8P4 IS
previously isolated fromavocado seed (T.A Geissmann et al. Phytochem, 5
1965, 4, 33ma@6d)eat D srhobaenabdfinnyvenetbadefhassufiswtiimiagt Rgat ed
material s derived from rhizones of Fagopyrum di botrys and have

denonst r at ethe ddb & etinie kedihgoadrdi ool | y unexpected | evel s of activity,

not abl y agai nst a nunber of cancers. Thus in one aspect, there is provided
the use of a conposition as prepared by a nethod conprising (a)

commi nuting rhizonmes of Fagopyrum dibotrys; (b) extracting the conm nuted
materi gy wig dous®! ¥ept conprising a C1-C4 al cohol to produce a liquid

extract; a solvent fromthe I|qU|d extract to produce a
dried or concentﬁated naterl and. tlong %¥e(d%nﬁ&%gg gnatl tthe dried
or concentrated " FETRYT A Fh ?Eﬁyﬁahﬁf eruf a_ conpositi.on # 20

treatment or prevention of a cancer selected from breas g cancer, liver

cancer and HRSGndhECDIREE o TR bhNBE BBEAFARE - f r SRPpFARL Skl érital by

extraction with a lower (C - C4) alcohol, preferably ethanol or nethanol.

Thi s extrad@axarcwearly t blee I@U$¢m¢edlﬁyu§§ﬂvéﬁtae%@ﬁa@ﬁm@ﬁtetc and by

chronatography The material can be obtained fromthe plant or a conpound
allegedly having a wide range.of beneficial effects,

15 including antitumour activity.

Zhang Wen-Jie et al., Acta Botanica Yunnanica, 1994,

16, 354-356 separated and identified a number of phenolic
constituents. The compound obtained in highest yield
(0.19%) was termed procyanidin B-2 and was assigned the
20 .formuia (i) (see Fig 1). This compound has 5 asymmetric
centres (asterisked in Fig 1), so potentially there are

32 stereoisomers. No information is available about



i sol-ated therefrommay be fornulated in various ways for use in therapy.
Condi tions which may be treated include, for exanple, neoplastic diseases,
particul arly breast cancer. The conpounds provided nay be admnistered to
i ndi vi dual Adm ni i on: | referably.in "therapeutically effective
amount ", t?\‘rihsl%qg]ellnén%ﬁésﬁ%)l cjiée/?l r%)cprs OW' behef Fﬁet 5°8 6&?5%‘?%‘%{}&' benefi t
may be at | gast aneli ion of at |east one _synptom _The actual anount
adm ni st er ed;Sarftf ¢ a% g{’g#d' tT rﬁf'ifcﬁ}?%‘gr‘éflyagilr?ﬂP§t'?’aPiloﬁﬁ a8 depend on
the nature ,and severity of what is being treated. Prescription of

treat ment, WM Geci WTh® chRIs e, AEBRL Bevakbt REAviheslyedpodsitisid ity of
general practitioners and other nedical doctors. .3 A conpound nay be

admi ni st er g&aal re@rdg reeqbntd Fat | @i ssmdnot ber allt exhgeptaenei, t her

si mul taneously or sequentially dependent upon the condition to be
treatedd 51iPleh,meewl3Tadcmionpositions prepared according to the nethod

di scl osed nmay conprise, in addition to the active ingredient, a
pharmaceutically acceptable excipient, carrier, buffer, stabiliser or
other materials 10 well known to those skilled in the art. Such materials

shoul d be pQR-t10d . &-anck shapd d;jpt interfere with the efficacy of the
active ingreg%enrf—%ﬁE“precrse—ﬁgfure of the carrier or other material may
. depend on the route of admnistration, which pay be oral, qr by injection,
e.g. 15 cutaneo%%f Qﬁﬁnﬂ%ﬂuﬁﬁﬁﬁs§ﬁg§§ﬁ?d@%ﬁ%ﬁ%?¥§h§?ﬁﬁ¥89t%EQW
conpositiogi,for oral_adm nistration may be in tablet, capsule, powder or
liquid for M1EOMEH | fRAPRIGHI ISPt 567 i @ndahaverdeponatadtedant .  Li quid
- pharmaceuti cal conpositions generally conprise a 20, liquid carrier such as
wat er , 1Pet rermagriakas rald otho Magetretreoi¢d, lavabsabfoabtdvisynt hetic oil .
Physi ol ogi cal saline solution, dextrose or other saccharide solution or

gl ycol s suchtablet hgkenetghyaohbepr ofylcanecglsy.cahuer ipolyet dmne: gl yco

may be included. A capsule may conprise a solid carrier such a gelatin.

For intraveheus, igubadeadsdothsuleUt aREOUS cAnfcBGliON & Jhu®atd P At the
site of affliction, the 5 active ingredient may be in the formof a
parenteral Ly ageept abl e . a ol 4t i-an ﬁﬁjc JyS: ff has

sui tabl e pﬁ, |sotonic§?§ gﬁgggﬁéﬁif$%y. _ o§g£6?EJ$%%%%gﬂ% éﬁ?ﬂﬁpfﬁ the art
are vel | ablg G ePE)° oA A SHLLSRR: HSEDG ol AL EXEMRL Sy, LSOtOniC

15 solvent comprising a C1—C4 alcohol to produce a liquid
extract; and (c) removing solvent from the liquid extract
to produce a dried or concentrated material; and
optionally (d} fractionating the dried or concentrated
material in the manufacture of a composition for

20, treatment or prevention of a cancer selected from breast

cancer, liver cancer and melanoma.



10 such as Sodium Chloride Injection, Ringer's Injection, Lactated
Ringer's Injection. Preservatives, stabilisers, buffers, antioxidants

and/ or other additives nmay be included, as required. 15 Brief Description
of Drawings Fig 1 shows the fornmula of procyanidin B-2. Figs 2-4 are graphs
-showi ng activity against breast cancer Figs 5 and 6 are pie charts giving
a functional breakdown of up-regul ated and down-regul at ed genes,
respectively. 5 Modes for Carrying out the Invention Production of Extract
Met hod A 10 Sanpl es of Fagopyrum di botrys were obtained from parts of
China: Yun Nan Province; Long Quan District of Sichuan Province, Liang
Shan District of Si.chuan Province, and Chong Q ng County of Sichuan
Province. The material from Liang Shan appeared to be of the best 15
quality and analysis showed it had by far the highest content of ketones
(7.65% by weight), and a significantly higher tannin content (2.90% by

wei ght). Therefore this material was used for further study. Fagopyrum

di botrys rhizowg&xﬁgkg_Qggkqnaugg@b§ggglf5§§,§?%££0+§§5r?gq £300kg of this

~particulate material was extracted wth ano I'mes<using a total

of 28,80 a6t centrat by eyaporatiaon t ive 1896
litres, 2%§%I€§&gﬁ§f$hb tmﬁzn%%gcggiraf%qwgécoxﬁﬁfh?Fqg%ﬁégkﬁated by
evapor at i r reduced 03/_105877 PCT/ GB03/ 02595 ressure, which gave
278kg of §§P§%g ﬁ§¢ﬂﬁ§§a%%it S spFayadt i ean Qﬁiéﬁrgaﬁé dry powder
(80kg). The syrup, could be converted into a dry solid by heating in an
oven. TheP¥5RitdedhiYd SHee™Me eiditRe eton Setfheapdwioler clispmayographgn dri ed)
contained 4.63% water, 35.35% ketones and 46. 62% tannins, all by wei ght.
Met hod B Thi s 11 th-§%esdl £asf beupbhetnedrkron tise pledtdevekopomnbund a
pilot plant. 1. Pre-processing (done in Sichuan Province, PPRC 1.1..

Harvest t hgolietkdofthelrieramm RRQOME i £fobhbDi#dd Sin FEMBYSuEhgagterpand
rootlet, clean and wash, dry at tenperature below 60C to a Troi sture

o 51 oz e rsasedt oot e PR S AR B
partiCU'af@rtQxaﬂﬁﬁE?V%e%%gagkﬂgﬁaf{sé)séé%“%gfggkéqg%ly
breast cancer. |
The compounds pfovided may be
édministered to individuals. Administration is
preferably in a "therapeutically effective amount"”, this
being sufficient to show benefit to a patient. Such
benefit may be at least amelioration of at least one
Symptom. The actual amount administered, and raﬁe and
time-course of administration, may depend on the nature

and severity of what is being treated. Prescription of

treatment, e.g. decisions on dosage, -can be within the
responsibility of general practitioners and other medical

v doctors.



2. Extraction of herb 20 2.1 Using four 50 litre percolators, fill each
percolator with 10kg of the raw material. 2.2 Fill in 180L 70% et hanol for
the first time at 60C and the flow rate of 300L/h. It took 12h to

nmacer ate | ess t%?“ 60C. Then ke a circulatign t 60C 7 WD 03/105877
PCT/ GB03/ 02595 ¥ P BHC 3% Pt n)admiRiFbeked52hPRG &F & di scharge the
liquid extract. 2.3 Fill in 300L 70% ethanol for the second tine at 60C
and the f| GAWPAN@EOBOULY . otiRR FreabBrRIEA, t 6ibheirs sHandd aneeuslqui d
extract. 3. Evaporation Fill the evaporator with liquid extract, condense
it 10 at 50 68Ques tifd eldeperdernsipynathé. 06nditdof5®6BE ). 14. 99kg
concentrated extract was obtai ned and- enployed for drying. 4. Vacuum
Dryi ng 15 Halkfatedd.t he concentrated extract (7.495kg), was mxed with

0. 565kg mal t odextrin and 0.055kg col | oi dal anhydrous silica, then dried at
50--60Gin the vacuum oven for Gh to the noisture content of 2.93% A
total of 2.53kg dry material was obtained of which 20%is 0.506kg 20

o1 pi e and Ui e 020l e b b, B bk paba s SELp Y] el on of
Lechnical $haANGLnoA' LSLMBLILNGLY SRGIAL 2 I Sadhienof VD 0L 105677

PCT/ GB03/ 0 ut ron was m xture was obtai ned after

renoval of the sol.vent fromthe filtrate. .The herb S cerated again
overnignt B CHE: HEATFEr S5y & BHAEEE R TS GECH DL brown T oel due

was obtained 5 fromthe second filtrate. TLC analysis of the two

extract i onsxsipwedty hgante worimifeentstapit heararce ogbsentiadlelniatllse sane.
For the purifi-cation of Procyanidin B-2 with chromatography, we found that
by usiHy EFEYL AGEWATEO. tIdsACENKI AL Din WHEREL 4505uth: md@eas aglsuent ,
nost of the non-pol ar conponents could be renoved. Three belts in the

col um ver ghebser yed ndw- gk idanesdno d the finsbrrape LIthr ¢ the
second one is red and the third one is brown. After the brown belt was

washed dowge (Peaeyaniedichely it & dam el el ol | Nrh8e,LEaqLE0Rs ol 8¢t ed.

The relatively pare fractions were und to be sui; e to view the

component. He Té'ac‘c_“r_bal_)(—:arr dc‘>r béj%herlgtmggégigforl[{gg égpend on the route of

administratipn, which may be oral, or by injection, e.g.:

15 cutanebus, subcutaneous, or intravenous.
Pharmaceutical compositions for oral administration

may be in tablet,-capsule, powder or liguid form. A

tablet may comprise a solid carrier 5r an adjuvant.

Liquid pharmaceutical compositions generally comprise a
20  liguid carrier such as water, petroleum, animal or

vegetable oils, mineral oil or synthetic oil.

Physiological saline solution, dextrose or other

saccharide solution or glycols such as ethylene glycol,



run an NVR spectrum The detailed purification of Procyanidin B-2 on a 20
colum was carried out as follows: 100g of the crude extract was dissol ved
in 1L water with strong stirring. The dark solution was extracted tw ce
W th ethylﬁq,nr; t ( O.m).,A brow-glass (10.6g) was obtained after
removal of "t he y?oéliveen l%%%‘groﬁaéﬂﬁﬁ?pgmigngt@ YEPlomg® &8/ igsdrried.

PCT/ GBO3/ 025 rification could possibly renove nost of.the salts from
the extracti onk 120g "6t FITRE Hl 2 walli dagesriarosacbokume luttim. hexane to
reach the length of 60cm The brown glass 5 (10.6g) was dissolved in 15ml
ethyl acetate an®faddddatiPrihe ewtameouTher cobbontwasowashed with ETHYL
ACETATE: ACETIC ACID: WATER = 700: 10: 10 to get a mxture. In order to
recover théldiecté@rgelor ting exofinm awmeshaeshed 9kt HrbQrL 1WAt €k f Ol | oned
by 500mL nethanol 10 and then 500m ethyl acetate. The m xturfe obtained

from the httster ingwasikagdedyi BEO ihhicheC o B0a HhAN: Slted by the
sanme sol vent system However, the fractions collected are sti not pure

enough. Thac3epgabliex bdfiR A aied e; yel | ow gl ags after. being 15
vacuum dri ed. The ni xtg_e (3. 69) wa{&?ou@??@lledlyagéﬁ”ﬁog nriﬁ@ﬁt PRE befe above

ment i oned ppoegduresyt 04 o rocyanidin . B-2. On TLC plate, its
purity seems quite goéd}gﬁkoﬁlg:%’%%%esgi%%l%‘ ot as8ph’Erve t he
resonances d 0.Zhang et al.. (op.cit.) but sone inpurities which
cannot berléggﬁ%l}]?ig ‘y%f%eléll gél%prae?erﬁr.e Iest speetpuePshews the

nol ecul ar jon aé m z 277._2 ([MH) as the highest peak. Another peak at
mz 289. 2 $UH5RRLE ERIPLERES Usdagherdion sxdmplian geresatedvéyibleaki ng t he
C4-C8" bond 25 of Procyanidin B-2. 10 WO 03/105877 PCT/ GB03/ 02595 An

al t er &t i V3UFRt ABASPB1pUr Chyoprdey dmijdion B2 RS rig el 41t Bn§&er £9h UMM Wi th

et hyl acetﬁt e/ hexane as a gradient solvent system (increasing the vol unme .
ratio fromadtdted Ribgé)y'soIngepvaomst mofedds Gompane Le o less
pol ar than Procyanidin B-2 (The washing is slow yet €f P%%?%ﬂﬁ?eﬁé

m xture cém@fearsng DrocyanidhosBard/s Ll ec .and purified further with
- the first nmethod. The detail.ed spect/rgs%g&e% %gjgi&%o v%rd?:% ®in B2 are
summar i sedi @s1 i@ d oV o Wd(i gs) : 208(4.96), 10 281(3.95); FAB-M5S m z:
577[ MH -; 1" H NWK [(CD3 7 "62.73(1H, br, J= 16.0Hz), 2.89(IH dd J=
16.0, 4.0 Hz), 3.98 (1H m), 4.32(111, m, 4.71(1H, s), 4.98(1H, br),

15 Brief Description of Drawings

Fig 1 shows the formula of procyanidin B-2.

- Figs 2-4 are graphs showing activity against breast

cancer



5.05(111, br), 5.93-6.03(311, m, 6.64-6.96(6H, m. 15 Biological Activity
We have found that material extracted from Fagopyrum dibotrys possesses
significant anti-tunmour activity. In this study, it is naned "MPCB". It
was found to inhibit the production of matrix netall oproteinases from
tumour 20 cells, particularly IV coll agenases. W have found that the

i nvasi on of B16-BL6 nel anoma cells through the basenent nenbrane was

i nhi bited by MPGB 4 q 0N N ;

i nvestigated thgag{éqhessggfe\cﬁ[&f?ye% 135elcét)srbo wﬁfﬁ%ﬁ%@%‘?‘a u%%%%{f)r ation of 25
MPCB on m i_nocul at with B16-BL6 nel apoma cells., The 11 adm nistration
of MPCB al gjgeﬁqqﬁf]q%ﬂ coﬁﬁpy e ulc'—;letae haend net ast as usfélatnem dence ‘as conpared to
untreated controls. ;)Py WO 03/105877 PCT/ GB03/02595 1In an acute toxic
test of th&SPRRF OV Shi%e, the calculated LD50 is 61g/kg; 95% confi dence
interval 48.73g/kg to 77.02g/kg. According to the standard physiol ogy
index rdati o between nouse and human bei ngs, 5 the calculated LD50 is

183. 78g/ man(60kg); 95% confidence interval 146.19 to 213. 06g/ man. Based on
thi s resul tlodashe dosaEyerwing apftddyhe sTrordnyt 5% of the LD dosage. In
‘addition, it was denonstrated that at |ow doses, as used in this study,

i ndi ces such as WBC, Platelet, RBC, RDW 10 and MCHC did not displ ay
significant changes. A sanple of the drug was submitted to the Health

Sci ences Auytdwrddisd I analyssdts and no significant toxic conpounds such
as heavy netalS Were detected. The nethod of extraction and processing of
t he herb has re% certification fromthe Sichuan Health Authorities.
Test were nade rified B-2 conpound on human breast cancer cells

grown iR tissue gulture. rked redyction in the number . of cells in the
treat eéiasarrpl es SC?m slefppoa‘ﬁaﬁ%%ﬁw#e&é%tgﬁ—sﬁe% r(?/va%bt_ratajp)ré%ﬁ1 e%‘t?f%i ng human
|iver cancer cells. Qnce again.it was visual Ig evident_that, the _nunber of
cancer cel P&k Fulbdtditi alty Yast el HFS he Ong tgian Laper Hperf ¢
Activity ‘Agai nst Breast Cancer 1x10 human NMDA-231 breast cancer cells (200l
of 5 2.5x101eans/AA9ViiGs inend ateh RikieleceS| ¢k 48 femal e SC D
mce (4-6 weeks old, weight 154g). In 8-14 days, the sizes of the tunor of
t he reci pi étowiirges,r argedChdnor@ih@-Grntgmaon i cmederP{ehomcelet €Flme ned by
vernier

material from Liang Shan appeared to be of the best
15 quality and analysis showed it had by far the highest
content of ketones (7.65% by weight), and a significantly
higher tannin content (2.90% by weight). Therefore this
material was used for further study.
Fagopyrum dibotrys rhizomes were broken into small
.20 particles, and 2400kg of this particulate material was
extracted with 70% ethanol 12 times using a total of
28,800kg. The extract was concentrated by evaporation to
give 1896 litres, 2184 kg. Half of this concentrate was

further concentrated by evaporation under reduced



15 calipers). At this time, the mce were divided into four treatnent
groups as follows: 12 SCID mce were given distilled water (control

group); SU“Jp(??%%grim ce were given 1.45g/kg (1/5 LD50) of E:E@Ug)gﬁ%gﬁ(tract

(Test groug SCID mice were given 0.84g/ kg of the M Test
group 2); 12 SCID m Ce . Were iv?c} 2{ 39?Jk of th? I\/chhextracli: 10 (Test
group 3). RPEEH&E Bal a5t §87%as '858d Ofn S kEPpr e£Bi RFPCExBEFIMERE (aqueous
suspension, 0.20g/nl). was ., admnistrated orally to the SCID mce and the
devel opmenttPTRY SFieGmoihisd P8vs: d&d. PPHldIe&wi(éBkﬂhe i AP€cEYEHPof t he
MDA- 231 human breast cancer cells till the end of the experinent, no
behavi or al cavd biesiconygirdad dber aldryy sedd dobyeheediing 1BoBR the contro
and test groups. 20 It was observed that in conparison to the control
group of woiven .t héheu ol ide weludpe dhemopree sowlelrgd .t unor growth in all the
three test groups of which the tunor- bearing SCID mce were given the MPCB
extract§ the ratihe @owdsior(sprowt brvasoilclriceduesttaihedddt. &3% e present ed
25 in Figs 2-4. Hence, it was therefore concluded that MPCB 16 has a
therapeuti g &fdectz5.0MAr At =0 11 Rfe RURBMN iReasl 1ICAAC e iighti.he SLID
m ce nodel . 17 Gene Acti Vi ty The nmechani sm of action at the gene |evel was
investigated using 'Affynmetrix gene chips. Tables 1-4 5 |ist genes
~up-regul ated at days 2 and 5, and down 'regul ated at days 2 and 5 18 Hunman
A549 | ung cancerMéﬁllg : n SCID mce were treated with the MPCB extract.
These genes are ! ntially up-regul ated or down-regul ated after
subtracting out their |evel of expression_in untreated 5 tunor cells. W
have. cl assi f i ed HHes & gdlss 18BbrtdiHg FHFhHeiHOT*e 58 (%4 f uncti ons (see
Figs 5 and 6). This information allows one to easily formulate the roles
of thé8e gwwssldapmanie ofard ausldnd@drdi-ocheni cal pat hways. For exanpl e,
when 16 of the nost highly up-regulated 10 and down-regul at ed
differentially expriessedaenssimy e{denplioyethchivrey Roontichdss fHIR LD i nto
various known pathways. In additional, when we fit sone of these genes
into one of the ¥epor tied-padthvays Hatb G @genesis Fagopyri

Dibotryis, remove the stem and rootlet, clean and wash,
dry at temperature below 60°C to a moisture content of
_15‘ between 9%~13% (for an actual example, the moisture
r'content was 11.97% prior to extraction).
1.2. Chop the dried clean herb into particulate to
achieve the diameter of less than 2mm.

2. Bxtraction of herb

20 2.1 Using four 50 litre percolators, fill each
percolator with 10kg of the raw material.

2.2 Fill in 180L 70% ethanol for the first time at
60°C and the flow'rate'of 300L/h. It took 12h to

macerate less than 60°C. Then make a circulation at 60°C



we coul d denonstrate that many of these genes 15 are down-regul ate. Al
t hese data support strongly the anti-oncolytic function of the MPCB
extract. b ¥¥A0eg/7105877 PCT/ GBO3/ 02595 Table 1: genes uppdparhAiRss at day
2 Gene Nane Cene Description 5 200000 s_at PRP8 pre-nRNA processing factor
8 honol og (y&as) )5y, 200023 s eukaryotic translation initiation factor 3,
subuni't 5 ep:ﬂ}150hn %‘f&lﬁt ?%@54 l$:alte/ ]crit M TFE@Ote sfidhargsdihae-rich
9 200047 é?at YY1 transcrlptlon factor 10 200055 _at TAF10 RNA pol ynerase
TATA b e|n (TBP)- associated factor, 30 kD 200069_at
squanDus cel | carC|nona antigen recognised by T cells 3 200071 at
si n3- associ at ed 9ol ygaptl dét 308D 703068 angdt fishi quid isecspetiifime paot ease
22 15 31874 at growth arrest-specific 2 like 1 32032_at clathrin, heavy

pol ypept i desd°ickentl EBeASTbw 33£37.at 3Jo@g,gad 2n33132 2hok! gAVage and
pol yadenyl ation specific factor 1, 160kD subunit 20 33322_i _at stratifin

34764 _at a Qgﬁg r tector 36553 at acetyl serotonin
O et hyItra(anls%‘ee%a)gcsgé%el eqq?q}i}% e?&ralgt)dcgtgl icing factor 3a, subunit 2, 66kD
37652_at ribosomal protein L13a 25 38157 at dom 3 honolog Z (C. el egans)
39248 at aquaporin 3 39729 at peroxiredoxin 2 [BLAST] 39835 at SET bi ndi ng
factor 1 40465 at fatty acid desaturase 2 30 40472 _at peroxi sonal
farnesyl ated protein 41047 _at chronpsome 9 open reading frame 16 41858 at
RAB30, nenber RAS oncogene famly [ BLAST) 44111 _at vacuol ar protein
sorting 3313 (yeasHVapoags4oar ribosomal protein S4-1ike 2 35 44696 _at
prot ocadherin beta 17 pseudogene 44783 s _at hairy/enhancer-of-split rel ated
with YRPW notif Fill468885 estapsemtodondith Jiimuinbgxaredy) demidhdd gt
transmenbrane domain (TM and short cytopl asm ¢ donain, (semaphorin) 4C
47069_20 Rae GtRaecagbi ¥ALI Pg1REOLE] aeﬁ51ég 4708308l 1P{pON Pprotein
interacting protein 50314 i at chronosone open reading frame 27
. 52164 _at cg gﬁggpge 11 open reading frane 24 53071_s_at hypotheti cal
protein FL > _ 9625 at nucl eol ar protein 3 (apoptosis repressor with
CARD 45 donaina

4.99kg concentrated extract was obtained and-

employed for drying..

4. Vacuum Drying

15 Half of the concéntrated extract (7.495kg), was
mixed with 0.565kg maltodextrin and 0.055kg colloidal
~anhydrous silica, then dried at 50~60°C in the vacuum
oven for 6h to the moisture content of 2.93%. A total of
2.53kg diy material was obtained of which 20% is 0.506kg

20  excipient and 80% (2.024kgq) being the dry herbal extract.

Purification of Procyanidin B-2

Powder (2Zkg) obtain by Method A was extracted with

technical ethanol. After warming at 65°C for 2 hrs, the



55872 at solute carrier famly 12, (potassiumchloride transporter)

menber 5 6047.4 at chronosone 20 open reading frane 42 64474 g_at RNA

bi ndi ng mad H3/0seiei n 15 50 65884 at mannosi dase, al pha, c nber

1 91703 _at integrin, beta 1 (fibronectin receptor, beta po+€§§gt:|;j§zg,9§m

-~ antigen CD29.ingcl udes NgEé VBK12) 91%&6_f af CUB and Sushi ,nmultiple
“dormmins 1 50058308 Hpsgbigbeeseal. 13 BEFoFoRbXEEFFelRS RREREBERneous

nucl ear 55 ribonucl eoprotein U (scaffold attachment factor A), clone

MGC: 1992, 2FRRE r@@ﬁﬁﬁgt efcibe pPERepRNArPRREDEhELSESEBRcOUShAUBRERY

ri bonucl eopro ... 200618 at LIMand SH3 protein 1 200619 _at splicing factor

3b, subuni waz, m24BikBted0ayein3oves81rhRCRhAGBe3LB28950x2R0B28 stat

cal nodulin 3 (phosphoryl ase ki nase, delta) 200637 _sat protein tyrosine

phosphat as&5 ‘ceaapt giltyped.F 82006%% %rawncaksnduki Ra$ Ophaspkdryl ase

ki nase, delta) 200675 at CD81 antigen (target of antiproliferative antibody

1) 5 2907@2%o% &heDeRBLHA( A3RtEA aphenkhhhg)shaX oBokyBeRlode 24 [ BLAST]
200707_at protein kinase C substrate 80K-H 200710 at acyl - Coenzyne A

dehydrogen %%T_a\é%&xsplfogao%%g gpa%OQL 3 yc%gsst%hgi)n@-fgbgg%g%&i nogi s, neuronal

2, late infantile ansky- schows I sease 7 s at nucl ear

mtotic apparatus Rprotein 1 _ 200766 at cathepsin D (lysosomal aspartyl

pr ot ease) ef@ﬁ?%éa@lgi%#gtﬁﬁm%'ne adenosyl transferase 11, al pha 200810s-at

- cold induci ble RNA binding protei,n 200811 at c¢ol.d inguchgéf RNA bi ndi ng
protein 15 200816%s the prgidicetdon Wit e raotei taBsty Fivdr ol ase, i sof orm

| b, al pha subunit (45kD) 200827 at procoll agen-1ysine, 2-oxoglutarate

5=di oxygen&h&ofaEeigrarhyydmex ioassl thate by Dadngs ESYNdr SFETAFE VI) 200864

s at RAB11A, nenber RAS oncogene famly 20 2D0867 at zinc finger protein

313 200875 ACERTIOnBCId| MATRROHei4d BA (B6KD wist lelkKBD mosdatdf thE0884 at

creatine kinase, brain 200891 sat signal sequence receptor, alpha :

(transl ocommasgediaat ebmpineireis) yitl)be2 TR0 S Tairere hielgionm expr essed
antigen 5 (hyaluronidase) 20090-s. at S-adenosyl honbcystei ne hydrol ase

200914 _xat dfdnetiivhnl Wdddeside RGe i in P A0 &asnaingsi @kl fiaeagni tion
particle receptor ('docking protein') 200950 at actin related protein 2/3

conpl ex, subinists IALAL kRe QPR  USIPLRn A% 8 ifPBrd L2 16)
mal i gnant | iposarcoma 200965 s at actin binding LIMprotein 200967 at
peptidyl pr ?:!ch!wﬂ SOoEhase ‘é%e( %&P%éi{] v@s washed down, Procyanidin
15 B-2 was detected in the fractions collected. The
| relatively pure fractions were found to be suitable to
view the component on TLC board, but not pure enough to
run an NMR spectrum.
The detaliled purification of Procyanidin B-2 on a
20 column was carried out as follows: 100g of the crude
extract was dissolved in 1 L water with strong stirring.
The dark solution was extracted twice with ethyl acetate

(2 x 500 ml). A brown-glass (10.6g) was obtained after

removal of the solvent under vacuum. This step of



200968 s at peptidyl prolyl isonerase B (cyclophilin B) 200980 _s_at
pyruvat e dehydrogenase (lipoam de) al pha 1 35 200990 at gb: NM 005762. 1

| DEF=Hono ve@p3/a3877KRAB- associ ated protein 1 (TIFIB), nRNApc4ahsiHRMA
/ GEN=TI FI B / PROD=KRAB- associ ated protein 1 /DB XREF=gi: 5032178

[/ UG=Hs. 228059 . B-associ at.e rotein 1 /FL=gh: B. 201003 x at gb: NM
003349. 2 /&Eﬁ%t&éﬂ SR GHIRAA FHYe SEFRTSE ARG L4 TehPpreagssy dFPant 1
(UBE2V1), transcript variant 2, nRNA /FEA=nRNA / CGEN=UBE2V1

/ PROD=ubi qiifs #¥&idd@-ng enzyme E2 variant 1,isoformb 201008 s at

thi oredoxin interacting protein 201011 at ribophorin | 45 201015 s_at
junction pl akogll@dich o0 Ei24 ca atelCorrseisusiedndnides golBGR6#32R / FEA=EST

/ DB XREF=gi : 12771138 / DB XREF=est : 602373079F / CLONE=| MAGE: 4484563

I UG=Hs. 158 686afieAARY 4agene iy Attt KEguofB018284 blogir AF@E8035.1 gb: NM
015904.1 50 201034 at L-3-hydroxyacyl - Coenzynme A dehydrogenase, short chain
1201037ab phasphRf)r welshdiRasa va atel 82 % e IO LHERE YRIPT 0SONE,
macropai n) inhibitor subunit 1 (P131) 201054 at het erogeneous nucl ear

ri bonucl eopr, i T] Ri.nch rotein,
.cytoplasm grﬁ;o(elﬂr?lldéjg% e for r%il% gcf()b]lig‘grg‘_?ag “%gr%?:%lf&rha%ggﬁlgti on factor
1, i [BLA )7 L d, trix. associ ated, actin dependent
regul at or %EEg%&#?raéc%T@yg{cﬂ? ﬂﬁ'ﬁl:ﬁﬁnb@'l @018@9%10 s%?(rjfaﬁt ogyrin 2 21 WO
03/ 105877 PCT/ GB03/02595 201082 sat dynactin 1 (pl50, glued hanol og,

Dr osophi | af® S T KGSKiSFadde 1SWdCRERtr3 Hi® FPItF8hs] ati on
el ongation factor, n‘itqchondrcig%é 201128 s at ATP citrate |Iyase 5 201129 at
gb: NM 0062 7652 WasgreHatd-hs £ifl wiilatoi e lfigeest by &% meddaineerich 7
(35kD) (SFRS7), nRNA. /FEA=nRNA / GEN=SFRS7 /PROD=splicing factor,

ar gi ni ABseringe-bhiegh 50 0n35 lehy DB OREFgi | G367 33 & UiG-htaineFriB0 s_at
col d shock domain protein A 10 201161 s of cold shock domain protein A
201176 sat tafeclfdbinst]l 201 183 sl ;ddahriomed amdish devdlumeaseyddNA diidndi ng protein
4 201188 s at inositol ‘1,4,5-triphosphate receptor, type 3 - 201189E at

i nosi tol 1,eAdidd iphasihald esspials s%gla%nﬁ Howask90s 188

phosphotidylinositol transfer protein 98 s at proteasone {prosone,

- macropai n) @ZE3tSWINido1 NA-AT RASE st 18 2GR0 Ale RinjhRpe deggetylage 1
201225 s at serine/arginine repetitive matrix 1 20 201244-s at v-raf-1

e AR e o, heaLag P e AL A 2 orY
15 vacuum dried.

Thg miéture (3.6g) was purified again by repeating
the above mentioned procedures to get 0.29g Procyanidin
B~2. On TLC plate, its purity seems gquite good. In its

- NMR spectrum, we could observe the resonances reported by
20 Zhang et _al. (op.cit.) but some impurities which cannot
-be identified are also present. 1Its Mass spectrum shows
the molecular ion at m/z 577.2 ([M-H]) as the highest
peak. Another peak at m/z 289.2 suggests that the
- fragment is the ion generated by breaking the C4-C8” bond

25 of Procyanidin B-2.
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201255 x at HLA-B associated transcript 3 201264 at coatoner protein
conplex, subunit epsilon 201271 s at RNA binding protein (autoantigenic,

hnRNP- ass@@h gffodsi th 25 lethal y_ellow) 201296 s at gol gpepegessabed,
gama adaptin ear containing, ARF binding protein 1 201310 sat

Kruppel -1i ke factor. 4 ut 1313 at gb: NM 001975.1 / DEF=Hanp sapi ens
enol ase 2, (ga%,a%éfg‘ﬁ%ﬁi)m %)FO rﬁk%&il\il? FERGYRNA HEEREENG

| PROD=enol ase 2, (gamm, _gi:5803010 /UG=Hs. 146580 enol ase 2, (ganma,
neuronal ) #°.elubpihe gatummtelfle by hAradeta/Aesfbradhé protein 2
(1-8D) 201331 s at signal transducer and activator of transcription 6, 35
i nt er | euki gradi enfuceel 2erB58yatens plindrepd iy dtheSaolupuiatit LXxakD
201360at cystatin C (amyl oi d angi opat hy and cerebral henorrhage) 201362 at
pol ymer asel {RNA} %1% /1 DNbo drerectedhopol ypeftie deonpdrdghkd)th0 1863 s at

pol ymerase (RNA) 111 (DNA directed) polypeptide F (39 kD) 40 201373 at

- plectirns 1,188 epsatgah | bRAOBPAN DA MM PI B &Livhs D s 29137 Hpdt

synapt osonal - associ ated protein, 91 kD honol og (nouse 201379 s at tunor

prot i n D62 keez. POL3AN, Sal.LBsbl 5aLd ke: @ Outitaplary Brgoegtor 201413

- at hydroxysterol 7-beta ydr ogenase 1440 at fatty acid

. desaturase_2.201449 at . TI Al. cyi ot 9xi ranul.e-assogi i ndi ng
protein o5AnEICEey B oRRE LM P iH G IR AR o B Y

/| DBXREF=qgi : 5920711 / DB XREF=est:w98c09, x1 / CLONE=] MAGE: 255659

Dot 293007 alifoBEPE: UASeSHRF DHYEF P LrdR TR Vet /HCGE AT O68T8. 1 50
201459 at RuvB-like 2 (E colii 201482 at qui escin %? 201489 at

pepti dyl prarg| syspaeiasd #s(Egelephi PYh Fi‘i Conedgs 2448 Ubitfliti n specific
protease 7 (herpes virus-associated) 201526 at ADP-ri bosyl ation factor 5
55 201845 281 (Ppoby{ A) FBBRAMBNY/ pr 0b &7 iM-HALC! SHr-NER2AXSD5) 20 IVCVB

-m ni chronbsonme mai ntenance deficient 3 (S. cerevisiae) 201564s_at
singed- i ks2(fastip bopolog, 16eaHd)f ch2no(Dnpdaphi+a)l6.2p156078a) , POML21
menbrane gl ycoprotein-like 1 (rat) 22 WO 03/105877 PCT/ GB03/ 02595 201585
sat splicipgsgactar R@yjpl unepghut am pearvehigpokypysipediiRg bifact binding
protein associ ated) 201598 s at inositol polyphosphate phosphatase-like 1
201612 at gl dehyde dehydsogenasgs9afiank) y. cMBAbEr 0blich, 2RI618x at GPAAIP
anchor attachnent protein 1 honolog (yeast) 201620_at nenbrane-bound
~transcription factor protease, site 1 201623 s at aspartyl-tRNA synt het ase
201624 at aspartyl -t RNA synt het ase

15 Biological Activity

We have found that material extracted from Fagopyrum
dibotrys possesses significant anti-tumour activity. In
this study, it is named “MPCB”. It was found to inhibit
the production of matrix metallo?roteinases from tumour

20 célls, particularly IV collagenases. We have found that
the invasion of B16-BL6 melanoma cells through the |
'Eésement membrane was inhibited by MPCB in a
concentratibn—dependent manner. We also investigated the
therapeutic effects 6f multiple oral administration of

25_ MPCB on mice inoculated with B16-BL6 melanoma cells. The
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201639 s_at cl eavage and pol yadenyl ati on specific factor 1, 160k9 10
subunit 201641 at bone marrow stronmal cell antigen 2 201643 x at
chronmosone 5 open reading franme 7 201645at tenascin C (hexabrachion)
201650 _at keratin 19 15 201669 s_at nyristoylated alanine-rich protein

ki nase C substrate 201670_s _at nyristoyl ated al anine-rich protein kinase
C subst r at ead@016F5rat i dn kb NageCE PRKAY gmgh@h@aﬁt@gnréda@é@@ﬁé tripartite
notif-containing 33 201689 s at tunor protein D52 20 201690 s _at tunor
protei n D52n@04607s 5s atnOMek eyt 98I Bgmga}egeﬁgyuﬁf9@§£$8a§8n#r89;704 at

ect onucl eosi de tri phosphat e di phosphohydrolase 6 (putative function)
201714 at tubulin, gamma 1 25 201719 s at erythrocyte nenbrane protein
band 4. 1-1ike 2 201726_at ELAV (enbryonic |ethal, abnormal vision,
Drosophila)-like 1 (Hu antigen R) 201746 at tunor protein p53 (Li-Frauneni
syndrone) - 201147-s at scaffold attachnent factor B 30 201790_s__at
7-dehydrochol esterol reductase 201795 at lamn B receptor 201818 at brain
and acute | eukem a, cytoplasm c 201828 x at CAAX box | 201833 at hi stone
deacetyl ase 2 35 201841 _s_at heat shock 27kD protein 1 201853s at cel

di vision cycle 25B 201885_s-_at di aphorase (NADH) (cytochrone b-5
reductase) 201889 at famly with sequence simlarity 3, nenmber C 201928
at plakophilin 4 40 201937-s at aspartyl aminopeptidase 201970s_at nucl ear
aut oanti geni ¢ sperm protein (histone-binding) 202039 _at TG-Bl-i nduced
anti-apoptotic factor 1 202043s_at sperm ne synt hase 202060 at Rho guani ne
nucl eoti de exchange factor (GEF) 10 45 202066 _at protein tyrosine
phosphat ase, receptor type, f polypeptide (PTPRF), interacting protein
(liprin), alpha 1 202097 at nucl eoporin 153kD 202104_s at spastic

parapl egia 7, paraplegin (pure and conplicated autosomal recessive) 50
202106_at gol gi autoantigen, golgin subfamly a, 3 202115 s at ATP-bi ndi ng
cassette, sub-famly A (ABCl), nmenber 12 202117 at Rho GIPase activating
protein 1 202119 s at copine Il 202127 _at nyotubularin related protein 2
55 202130_at sudD suppressor of binD6 honol og (A nidulans) 202136at

s- adenosyl honocyst ei ne hydrol ase-1ike 1




. 202139 at al do-keto reductase famly 7, menber A2 (aflatoxin al dehyde
reductase) 202151 s at CD2 antigen (cytoplasmc tail) binding protein 2 23
WO 03/ 105879 EIFEB03/ 02595 202159at phenyl al ani ne-t RNA syR{IIHeB&#BS1S ke
202161 at protein kinase Clike 1 202171 at zinc finger protein 161

202173 s at zi ncIhiagescprotednd e St 202 180 satugapormiae) ttpeot ein 202182
at GCN5 general control of am no-acid synthesis 5-like 2 (yeast) 202189x

at pol ypyri@d diieat&actnbd ngd ngn pregei 959 EBhASIInc@022d8ra41 sol ute carrier
famly 6 (neurotransmitter transporter, 10 creatine), nenber 8 202220 at_

calsyntenin4é_;$&;%%_§oa§7i@@%?%%]trg@g&g&gﬁ&ogobfﬁgkggéﬁgaQQZZZB sat

dynei n, axohena t er medi at ypeptide 17 202236 -s-at cal ci um
honeost asi s_endopl asnmi ¢_reticulumprotein 15 20 1011 Ki nase
(Brosopn: | BT Bo9BHITE: aPEhe SAGT T 1oF Ehfrdonanefagtd, ondRo0sbadEa Prpe
pre- mMRNA processing factor_4_ hopol og_(yeast 275 at, gl ucose-6-phosphat e
dehydroé%na%%e29?%%9%35?dt¥gﬁgf%$n}%%;¥§%Fﬁ%ﬁ(€gﬁgéﬂ-€%FlCEBﬁfg?HF%g
protein 2 20 202308 at sterol regulatory element binding transcription
factor 1 2boBeoval §éhetdl terah3cPPpiman- f aBasrd| PRCERHSI YBEPLFde 1 (al pha
subunit, 220kD ) 202344 at heat shock transcription factor 1 202357 s_at
B-factor, pthpeddsagfBbAST)g28a202384ndyab- FkeathbheChP| fngageancéBehetti
syndrone 1 202424 at mtogen-activated protein kinase kinase 2 202430 s
at phosphol i gi gt 86k amht ases ld203446r Sakdpbhsphati pbd dosanbl aseuse02464 s
at 6- phosphof ruct o- 2- ki nase/ fruct ose- 2, 6- bi phosphatase 3 30 202478 at

i munogl obul j, ni kBPPaLHALNT N4 1-262546nSadt whyOP1ACELEs| SREEGT ROW

al pha-induced protein 27 202534 x at di hydrofol ate reductase 202536 at

EG-- 11 -doggéngggggﬁgg'§3gk§$§§g$y§ﬁ$§?§fhxghexxhﬁﬁasghy!glghﬁ@ﬁb-coenzyne

A reductase I nteracting ankyrin-rel ated

ADP-ri bose ol yner.ase 202569, s. / mi_¢r of,ub fiLnity-regulating
ki nase 3 2@25%%?QFugoVﬁﬁeﬁﬂb%6§£ﬁg%gég§§3 a?a?hgnsgéﬁgﬁg%synthetase 40
202605at gl ucuroni dase, beta, 20268 at AXL rege tgrtt r.osi ne khgase
202715 at C%FE%ﬂﬁyprﬁ8§pﬁ8?%Y§§ﬁtﬂgaaEB 5197 éFEB e °¥%§n§8§?§any ase,
and di hydr oor ot ase

such as heavy metals were detected. The method of

extraction and processing of the herb has received
15 certiéication from the Sichuan Health Authorities.
Test were made of the purified B-2 compound on human
breast cancer cells grown in tissue culture. A m;rked

reduction in the number of cells in the treated samples

was apparent.
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202718 at insulin-like gromh factor binding protein 2 (36kD) 45 202757 at
rotatin 202804 at ATP-binding cassette, sub-famly C (CFTR/ MRP), nenber 1
202809s_at down-regulated in colon cancer 1 202812 at gl ucosi dase, al pha;
acid (Ponpe di sease, glycogen storage disease type I1) 50 202836_s at
mannosi dase, al pha, class IA nenber 2 202853 s _at RYK receptor-1like
tyrosi ne ki nase 202870 s at CDC20 cell division cycle 20 honol og (S.
cerevisiae) 202890 at Consensus includes gb: AW242297 |/ FEA=EST

/ DB_XREF=gi : 6576051 / DB XREF=est : xnmB6bl i . x| /CLONE=lI MAGE: 2692029 55

/ UG=Bs. 146388 #i,ar :2-a8s0ci a r.otein .7 [ EL=qgb: 003980. 1

202917 s_at sf%gcg}‘g’? 3%1‘3"8?%(1?’%8 Efr%g’t%tr?cié’s&% d}‘ﬁ%t}?i Y5 o29698 sat
D-dopachrggg %autgg&rage 202934at hexoki nase 2 [ BLAST), 24 WO 03/ 105877
PCT/ GBO3/ B3598° 209556 298¢ NskYy Fask v hhisieE Gt drPad thex 9
(canponeli&a%ésplgsia, aut osonal sex-reversal) 202951 at serine/threonine
ki nase 38" 8569+ af2RFAESFRILENEF Matasdanizizlsl 2 oxshuoced dvy riglse honol og

_ gene'fanil%#-nenber U 202998s at |ysyl oxidase-like 2 203021 at secretory

Ieukocyted Bt ease inhibitor (antileukoproteinase) [BLAST] 203062 _s at

heparan sul fate 2-0-sul fotransferase 1 10 203065 sat caveolin 1, caveol ae
protein, 22kD [ BLAST] 203067 at cysteine and glycine-rich protein 3
(cardiac LIMprotein) 203098 at chronodomain protein, Y chronpbsone-|ike
203102 sat mannosyl (al pha-1,6-)-glycoprotein beta-1,2-N

acetyl gl ucosam nyl transferase 15 203103 sat H V TAT specific factor 1 ‘
203108 at r-etinoic acid induced 3 203109at ubi quitin-conjugating enzyne
E2M (UBC12 honol og, yeast) 203124sat solute carrier famly 11
(proton-coupl ed divalent netal .ion transporters), nenber 2 20 203126_at

i nositol (nyo)-1(or 4)-nonophosphatase 2 203137 at M phase phosphoprotein 1
203153_at interferon-induced protein with tetratricopeptide repeats 1
203155 _at SET domai'n, bifurcated 1 25 203156 _at A ki-nase (PRKA) anchor
protein 11 203184 _at fibrillin 2 (congenital contractural arachnodactyly)
203189s at NADH dehydr ogenase  (ubi qui none) Fe-S protein 8 (23kD)

( NADH- coenzynme Q reductase) - 203195 s at nucl eoporin 98kD 30 203198at
cyclin-dependent kinase 9 (CDC2-rel ated ki nase) [BLAST] 203219 s at
adeni ne phosphori bosyl transferase '
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203224 _at chronosome 20 open reading frame 38 203234 at uridine
phosphoryl ase 203244 at peroxi sonme receptor 1 35 203252 at gb: NM 005851. 1

/| DEF=Honmo sapi ens tunor suppressor deleted in oral cancer-related 1
(DOC-1R), nRNA. / FEA=NRNA / GEN=DOC- 1R / PROD=t unor suppressor deleted in
oral cancer-rel atedl /DB XREF=gi:503166 ... 203262 s at DNA segnment on
chronobsone X (unique) 9928 expressed 40 sequence 203276 at |lamn Bl 203282
at glucan (1, 4-al pha-), branching enzyne 1 (gl ycogen branching enzyne, .
Ander sen di sease, glycogen storage disease type IV) 203286 at Rho-rel ated

BTB domai n cont arheRgpdutbc2A3839ial, RLALALR Rhasphakase.2. regulatory
subunit B (856), epsilTon 1soform pen reading

frame 108 2033917atoul; 0 0.5 ADEF= sapi ens -FK508- bi ndi ng protein
2 (13kD) (FKBP2), R%me%anE%n%ﬁk P%ﬁ:%&%?‘?%?dﬁ: 06=HiHdiHg 50
protein (43 ) =gi : 4758381 /| UG=Hs. 227729 FK506- bi ndi ng rotein 2
. 2034557 %’E g!r:])‘li(():r %%ﬁﬁﬁ@r -v?slgeocllré?cé'ﬁﬁ'%cﬂe??P%ut?‘@%ﬁ'S@l_Ysl]&Fo a8

st anni ocal cj 20 at collagen, type_ XV, alpha 1 55 203482_at zinc

fi nger prot%?%g§%4§ézéﬁ§ﬁ§% é?"gyﬂﬂéﬁénoéd(hM@?ﬁBécéﬁ¥49®3564naB“Eéncom
anem a, conplenentation group G 203612 at bystin-like [BLAST] 203683sat
vascul ar endoYfel FBE {1 89% ho¥ aklher tBnopsoNEba/ £05837cRETHEBE3LARERA
203690 at ariadne honol og 2 (Drosophila) 203701_s at chronpbsonme 20 open
readi ng frafeem30. 20B73cmtinzidtahebger (phehedot21miR0376Y_seahistker oi d
sul fatase (mcrosomal), arylsulfatase C. isozyne 5 S 203775 at solute
carrier famly 25, nmenber 13 (citrin) 203802 x at LOC7-like (S.
cerevisiae) 203818 s at splicing factor 3a, subunit 3, 60kD 203825at

br omodomai n containing 3 10 203828 s_at zinc finger protein 206 203831 at
[ BLAST] 203848 at A ki nase (PRKA) anchor protein 8 203867 s- at tol
interacting protein 203919 at transcription elongation factor A (SII), 2
15 203955 at GRB2-associ ated binding protein 2 203974 at synapsin I

203976_s_at chromatin assenbly factor 1, subunit A (pl50) 204022 at
abhydr ol ase domain containing 1 .
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204030_s_at schwannomin interacting protein 1 20 204058 at malic enzyne 1,
.NADP( +) - dependent, cytosolic 204133 at cyclin E2 204142 at SRY (sex
determ ning region Y)-box 6 204143 s at SRY (sex determ ning region Y)-box
6 204178_s_at RNA binding notif protein 14 25 204224_s_at GIP

cycl ohydr ol &3éipetgopa- Aéspbasi vémgysttori a)ice20b238 ds valesearaiAagrgim,

EF- hand cal ci um bi nding protein 204274 _at Consensus i ncludes gb: AA812215

| FEA=EST / DBr¥RER=gi: 3881826a5DBoXREkzest : 0b84901. sI / CLONE=I MAGE: 1338996,
/ UG=Hs. 9222 estrogen receptor binding site associated, antigen, 9 30

| FL=gb: BC005249. 12gbCABCnice #842375iaknsmlsk 19RLHC wLoRes |

(Drosophila) 204295 at surfeit 1 043675%5%82‘%%332%% p(:&%orﬁ%r%g‘ctor 204372
s at KHtypgrsefph¢ing regulatory protein (FUSE binding protein 35 2)
204383 _at clathrin, heavy polypeptide-like 1 204401 _at potassium

interned ate/ sm uct anc | ci.um acti.vated nnel , subfamly N,
menber Zy 204409 ggatgegﬁklg%%tl&%g?r 4Py i?oﬁ592§°9i étc[:) niPatk Gt ey

chr onosone’ 4480_s .,at chronos 9 open reading frame 16 204520 x at
bronndonainMgégtégEfﬁﬁtl 6%%2@f8?pgygavage and pol yadenyl ation specific
factor 1, 160kD _subunit 204531_s at breast cancer 1, early onset 45 204584
at L1 cell adhestonSnbPedife Yajereévpnalu§iadkenosi shef MPagueduct of
Sylvius 1, MASA (nental retardation, aphasia, shuffling gait and adducted
t hunbs) syn®¥bRect §hasti ereap adl egia 1) 204617 s at aquaporin 9 204641 at
NI MA (never in mtosis gene a)-related kinase 2 '50 204698 _at interferon
stinul ated gene 120%D)D 204Td wsrat gsobbt 8. 885V kgl oFaphbymBOp( BUchgesi de
transporters), nmenber 2 204805 s _at Hl histone famly, nenber X 204808 s
at traddnentrase qroieim 5 55 204839at nenbr ane- bound transcription factor
protease, site 2 204849 at transcription factor-like 5 (basic

hel i x-1 oop-helix): 204857 _at MAD1 nmitotic arrest deficient-like 1 (yeast)
204858sat endothelial cell growmh factor 1 (platelet-derived) 204875 s at
GDP- mannose 4, 6-gehy 26, WO 03/ 105877 PCT/ GB03/ 02595 204908 s at
B-cel | CLL/!| ynphona g{%%égoe_ﬁrmﬂ% PRRP- H Ut P EPPHRY box
polypeptid%b<Y chronDPonE 205053 _at pri nase, 8olyfeptide 1 (49kD) 5
205068 s at— parerkdlt y AU et aension, 0.20g/ml) was

adminisstrated orally to the SCID mice and the development
15  of tumor was recorded.
© Following the injection of the MDA-231 human breast
cancer cells till the end of the expériment, no
behavioral and physiological abnormality was observed in
both the control and test groups.

20 It was observed that in comparison to the control
group of which the tumor developed progressively, tumor
growth in all the three test groups of which the tumor-
bearing SCID mige were given the MPCB extract, the rate

of tumor growth was much reduced. The data are presented

25 - in Figs 2-4. Hence, it was therefore concluded that MPCB
- 16




205081 _at cysteine-rich protein 1 (intestinal) 205155 s_at spectrin, beta,
non-erythrocytic 2 205199 at carboni c anhydrase | X 205202 _at
protein-L-isoaspartate (D-aspartate) O-nethyltransferase 10 205353 s_at
prostatic binding protein 205382_s_at D conponent of conplenent (adipsin)
205412 at acetyl - Coenzyne A acetyltransferase-1 (acetoacetyl Coenzyne A
thi ol ase) 2%33% therapputhisebhectanbigrdaenher gXokbh205448mah cl eavage
and pol yadenyl ation specific factor 1, 160kD subunit 205501 at

phosphodi esbesasie ¢Oic@05516tkeasCppunosal mgygami.ne nucl eoti de exchange
factor 205527 s at gem (nuclear organelle) associated protein 4 20
205534 at BH- protocadherin (brain-heart) (BLAST] 205546s - at tyrosine

ki nase 2 205552 s at 2',5'-oligoadenyl ate synthetase 1 (40-46 kD)
205565 s _at Friedreich ataxia 205583 s at NIMA (never in nmitosis gene a)-
rel ated kinase 11 25 205640_at al dehyde dehydrogenase 3 family, nenber B
205658 s _at small nuclear RNA activating conpl ex, polypeptide 4, 190kD

- 205780 at BCL2-interacting killer (apoptosis-inducing) - 205961 s at gb: NM
004682. 1 / DEF=Honp sapi ens PC4 and SFRSI 30 interacting protein 2 (PSIP2),
MRNA. / FEA=nRNA / GEN=PSI P2 / PROD=PC4 and SFRS1 interacting protein 2 /DB
XREF=gi : 4758869 / UG=Hs. 306179 PC4 and SFRS1 ... 205967_at H4 hi stone
famly, nmenber G 206023 at neuronedin U 35 206095 s _at gb: NM 006625. 2

/| DEF=Hono sapi ens TLS-associ ated serine- arginine protein 1 (TASR1), nRNA.
/| FEA=nRNA / GEN=TASR1 / PROD=TLS- associ ated serine-arginine protein 1

/| DB_XREF=gi : 12056474 [ UG=Hs. 288038 TL ... 206102_at tripartite
notif-containing 14 40 206200-s at annexin Al 206332 s at interferon,
gamma-i nduci ble protein 16 206499 s at chronobsone condensation 1
206785s_at killer cell lectin-like receptor subfamly C, nenber 2
206809 s _at het erogeneous nucl ear ribonucl eoprotein A3 45 207002_sat

pl ei onor phi ¢ adenona gene-like 1 207076_s_at argini nosucci nate synt het ase
[ BLAST] 207122 x at sulfotransferase famly, cytosolic, |IA phenol-
preferring, nmenber 2 207140_ at al kali ne phosphatase, intestinal 50
207165at hyal uronan-nedi ated notility receptor (RHAMV) 2071697x at

di scoidin donmain receptor famly, nenber 1 207170 s at ribosonmal protein
L36 207196 s at UDP- Gal : bet ad@ cNAc beta 1, 3-gal act osyl transferase,
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pol ypeptide 5 55 207414 _s_at paired basic am no acid cl eaving system4
207564 xat O linked N-acetyl gl ucosam ne (GLcNAc) transferase (UDP-N

acetyl gl _ucosani ne: pol ypepti de- N-acet yl gl ucosam nyl transferase) 207622sat
ATP- bi ndi ng cassette, sub-famly F (GCN20), nmenber 2 27 WD 03/ 105877

PCT/ GB03/ 02595 207714 _s_at serine (or cysteine) proteinase inhibitor,

d ade H (heat shock protein 47), menber 1, (collagen binding protein 1)
207723 s_at killer cell lectin-like receptor subfamly C, nenber 3

207760 _s_at nucl @aner reepyOEyco-repressor 2 5 207761_s_at conponent of

ol igonmeric golgi conplex 4 207824_s_at MyC-associated zinc finger protein

(purine-bindi ng TheanserkRt kRNFa 2078 d ypusi ne synt hase
207842 s at zyxin [BLAST] 10 2878481[7:93’& et %e ?z%r“e ei(r%)éf’%gng’%ane 208072 s at

di acyl gl yce d 208132 X HLA- soci at ed
transcript %Bg%gEg §§ed 8%&%87%??§§%t59u ﬂF&eASEFHFs) E@%iﬁél§péptlde 11
(CHL1- Qg{ ase_honol o ereV|S|ae§ [ BLAST] 15 208156x at

gb: NM_ o 13 %3 =PoHB E%@P%ﬁ%’e pPpl 4R¥E £ eRePR1) andhARAR-/ FEA=NTRNA
/GEN=EPPK1 /PFK%;kglplakln 1 /DB _XREF=gi: 13876385 /FL=gb: NM 031308. 1
208159 x at® ARh-4r¥S AP adBAdpPH s) box pol ypeptide 11 (CHL1- |ike
hel i case honol og, S cereV|S|ae) 20 208248 x at anyloid beta (A4)
precursor-like protein 2 208270 _s _at arginyl am nopepti dase

(am nopeptidase B) 208313 s at splicing factor 1 208336_s_at gl ycoprotein,
synaptic 2 208407 s at cateni'n (cadherin-associated protein), delta 1 25
208436 s _at interferon regulatory factor 7 208617 _s _at protein tyrosine
phosphat ase type | VA, nenber 2 208621sat villin 2 (ezrin) 208625 s_at
eukaryotic translation initiation factor 4 ganmar.1 208636_at acti nin,
al pha 1 30 208647_at farnesyl-di phosphate farnesyltransferase 1 208655_at
cyclin | 208676_s_at chronosone 20 open readi ng- frane 54 208700_s_at
transket ol ase (Werni cke- Korsakoff syndrone) 208703 s_at anyloid beta (A4)
precursor-like protein 2 35 208704 x at anyloid beta (A4) precursor-|ike
protein 2 208705s_at 5'-nucleotidase, cytosolic I A 208706_s_at
5' -nucl eoti dase, cytosolic | A 208713 at protein tyrosi ne phosphat ase,
non-receptor type 21 208714 at NADH dehydr ogenase (ubi qui none)
flavoprotein 1 (51 kD) 40 208719 s at DEAD/H (Asp-d u- Al a-Asp/ Hi s) box

pol ypeptide 17 (72kD) 208729at major histoconpatibility conplex, class I,
B
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208773_x s_at baculoviral |AP repeat-containing 6 (apollon) 208774 at
casein kinase 1, delta 208788 at transgene insertion 2, Craig B Thonpson 45
208794 s at SW/SNF related, matrix associated, actin dependent regul ator
of chromatin, subfamly a, nenber 4 208798 xat F-box only protein 21
208804_sat splicing factor, arginine/serine-ri-ch 6 208809 _sat gb: AL136632.1
/| DEF=Hono sapi enBURRNAASE PDNAUDKFZp664 61821150 i0f sampcane BKEZP564GL82) ;
conpl ete cds. /FEA=nRNA / GEN=DKFZp564G1l82 /PROD=hypothetical protein /DB
XREF=gi : 12062¢88efUtHh. tE36BBChyprt bact20882@cacREK2 spEOt €i n tyrosine

ki nase 2 208858 sat WD repeat domain 7 55 208863 s_at splicing factor,
arginine/seﬁiﬁﬁeréﬁhiéligphbck@guiagggrOr2d0§htgg§§§gtgglggkg? factor)
208880 sat chronosone 20 open reading frame 14 208890_s at plexin B2
208891 at ‘duwght speei fiCi h A 1.105877_PCT/ 3/ 02595
208892 s_at dual spec?f?%ytgﬂgﬁgsgﬁgggsngé%8§§%ggg ﬁngﬂgrgﬁgg nb-protein

X 208912 s - : 362 F=Honmo sapi en 2,3-cyclic nucleotide 3
. phosphogres?%$§£eggg?%he W%{é%%%zgyﬁﬁﬁh?98§n%P8F8 885?3/?Eﬁ9ﬁ§Nﬂ95
/PROD:Z,ngyclig nucl eoti de, 3 phﬁsghodiesterase /DB_XREFzgi:12655028 [ UG

. 208923 &t cyPOpf ashFROEWRE | HERrEiPRAg pEEEeFhIE 5288928)at PRSE

(cytochrone xi dor educt ase 208930 s _at interleukin enhancer binding
factor 3, i opee33ltous one ek eBRkEAlEnfanoeiabenthagrbaesop£3, 90kD
208938_at papillary renal cell carcinoma (trans |ocation-associated)
208968 _s_atthfwp-%enes riguchasefionsy EnowenbeloBhém{ahlospatheedyet ase)
208978 at cysteine-rich protein 2 15 208984 x_at RNA binding notif protein
10 208988atFdx boxxamull ¢ £ ucilnen ri@fbfelple@tm@g@tgji?hiﬂz 208988guaktdacoupl i ng
protein 2 (mtochondrial, proton carrier) 209007_s_at solu?% carrier

fam|y107 (=oilideortdepsndented NOr 0ok &nt PROSHhaL n e menber 7
20 209029 at COP9 constitutive photonnrphoggnicﬁﬁg%% ggggﬁﬁén%%e7A

( Ar abi dopsi 200044 i §i subunit 4, 49kD 209052 s at
Vblf-Hirscﬁ%%?n sydd#§ﬁ§§6%ﬂgkgé?% ﬁfféﬁéoggtg g?rﬁﬁPF-Ff?gghhorn syndr one

candi dat e 54 . | f-H yschhorn syndrone candi date 1
209075_s_aﬁnﬁﬁgﬁgyohafﬁTg%%¥%ﬁ%ﬁ 1 126t €9k1 i APBepeRentPRPRase
inhibitor | B QPZI’ Kig%g 209118 s_at platelet-activating factor
acetyl hydr §9EE 1800rhe Bt e idaiketeed pathways for oncogenesis,

we could demonstrate that many of .these genes
15 are down-regulate. All these data support strongly the

:anti—oncolytic function of the MPCB extract.
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30 209120_at nucl ear receptor subfamly 2, group F, nenber 2 209128 s_at
squanous cell carcinoma antigen recognised by T cells 3 209153 s_at
transcri ptwowsdigmstor 3 (E2A i mmunogl obul i n enhancer  bi ndi pgriaeiesss
- E12/ E47) 209156_s_at col |l agen, type VI, alpha 2 35 209215 at gl ycoprotein
A33 (transnenbrane) 209 at, f of e 12 209236 at solute
carrier famly 23 (nucl e%ﬁﬁseltréaﬁ%%g?t e‘%s it ment‘)jtié1 209262 s at nucl ear
receptor subfamly 2, group F, nenber 6 40 209263 xat transnembrane 4
super f am | Eenentaes 762%2:64cﬁpaioﬁransrrenbr ane 4 superfamly nmenber 7
209265s5 at 2000 @Y_sgoix iPRPS mireekRi pipepsOingi Mct20 I 8OndAbgniyekeay factor |/ B
209290sat RAEPThs_Facubrryord: 4521200205 iaittiatimmfacteer dsissbmidt 6r recept or
super fami | )lePﬂaelr?Ber“i‘@b 209318 X at pl ei onor phi c adenona gene-like 1
209332_s_at? @ —6th 21%93%71 @ngeaéwenq rFEiEF'-"-Horm sapi ens | ens
Iy¢

:B: E Egill unt, ggi% ﬁ @!i%in Ac rase/%BO"Eg%Fé /EQ%EHRNQS Bg 110I I%?JZ

and SFRSL 200bes at 2(&%34&9@ G111 Bichh&Qr amlgléa%@o&m%a ROkypenti gde gene
enhancer iroBe7rCakl S ,sikd-naseciheta pAPdptise atisetef or ned epi der nal

aut or egul atzop98¥ att orbiafiProspphi fia) prdiBa202409at growt h fact or

recept bGdAd4 ptot eigmonih 20944 9spegtifth2ohdsole 6 open readi ng frane 28
209496 at r@PPaditc a(ﬁlath%éeﬁteeFle@éwéﬁe‘(lﬂﬁd{ &BF&1 i nduced) 2

3
P e e e R L

sul f ot ans%ggg@q famdiy, Gy osolic, IA phenol- preferring, rrenber 3 209623

at met hyl craagedoyl - CoRRZYA &p@aw&w&&%ﬁr@te&b@é a) [BLAST] 209630_s_at G

pr ot ei n- coupbssl dteceplcatyiFérdndnthakinyiteseptaisctype 5 B-1ike) 209675 _s

- at protein yEpsi pe phosphat fsecr Non- seeept ar, teype 21 209723at serine (or
cyst ei ne) gr7éb2iatase Hihbsdrial @rot&mda38B (oval bumin), nenber- 9 209729 at

growt h érré@ﬂmsﬁém f idem23 IhPN%lOE Z21(F-20084s)s_at t hynopoi etin 209759 .sat

a ¥
DEAD/ H (As RI a- Eél% nl %g gpﬁa"é‘gﬁptl de 37 209784 s at jagged 2

209832 sat 5@ §:+ar3'roe ated cell adhesion nolecule 1
209873 s atyoR grkanhl | 4Ry sétz DnalJ (Hsp40) honol og,- subfanmly C,

nmenber 38 [ BloAPdJar 2 %;&;ﬁ@ﬁaﬁ%yﬁ&m@a gfotfeani |y 25 (mtochondri al
carrier,; clguoat et chromosome 9 open reading frame 16

41858 at RAB30, member RAS oncogene family [BLAST]

44111 _at vacuclar protein sorting 33B (yeast)

44654_at ribosomal protein S4-like 2

35 44896 _at protocadherin beta 17 pseudogene

44783_s_at hairy/enhancer-of-split related with YRPW motif 1

46665 _at sema domain, immunoglobulin domain (Ig), transmembrane

domain (TM) and short cytoplasmic domain, (semaphorin) 4C

47069 _at =~ Rho GTPase activating protein 8

40 47083 at prion protein interacting protein
50314_i_at chromosome 20 open reading frame 27
52164 at chromosome 1l open reading frame 24

53071_s_at hypothetical protein FLJ22222

59625_at nucleolar protein 3 (apoptosis repressor w1th CARD
45 domain)

53872 _at solute carxier family 12, (potassium-chloride
transporter) member 5
650474 at chromosome 20 open reading frame 42

64474_g at BRNA binding motif protein 15
50 65884 _at mannosidase, alpha, class 1B, member 1
91703 _at integrin, beta 1 (fibronectin receptor, beta polypeptide,
antigen CD29 includes MDF2, MSK12Z)
91816_£f at CUB and Sushi multiple domains 1
_ 200593_s_at g¢gb:BC003621.1 /DEF=Homo sapiens, heterogenseous nuclear
55  ribonucleoprotein U (scaffold attachment factor B), clone MGC:1992,
-mRNA, complete cds. /FEA=mRNA /PROD=heterogeneous nuclear
ribonucleopro ...
200618_at LIM and SH3 protein 1
200619_at splicing factor 3b, subunit 2, 145kD
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transporter), menber 1 210026 s at succi nate dehydrogenase conpl ex, subunit
D, integral nenbrane protein pseudogene 1 20 210028 s at origin

recogni ti oo epmss@x, subunit 3-like (yeast) 210069 at carpéticResn2ses
pal mtoyltransferase I, nuscle 210105 s_at FYN oncogene related to SRC,

FGR, YES 210334 sSaatcaGy [ tor 150 s at |l amnin,

al pha 5 25 22b6208 st @trot&quﬁ(ggﬁhg st % 0336 xat zinc finger
protein 42 200988 Gl &t sp@eddul gn r1et(p£@pgo§§ma a 1:!1%§ ngé 210337 s at ATP
citrate_| y&9€675 2£03708% =at-iget |(ﬂatﬁaas$@mat@rlagjimap§@ 8htinha0210410 s-at
mit S hotol 0303_15._3’%@%33 /R 1B4PB1~-Kita~hepat oL Woe . podyemithaé ant eirasegul at ed
tyrosine Ki % _ASybSrektie Rimw4sC ssubst e H-Yi ¢ receptor P2X,

| i gand- gat aEh@r‘i‘ﬁéJr Cognzyreo B odehydeqaegesd, neegyr demnsbaimhi bi t or, Kazal
type 4 35 230 fﬁi@ischw:?(y ?ﬁ’r‘@csnct?ﬁén EEtieh? f Pake ipfanidegl sat general

transcnopt iz iAct 9f Lal, fubulin- slpem fic chaperone d

[ BLAST] 211069s&X a8t GRHN ﬂgqphggsﬁ iﬁ_ f%to(%l honol og (yeast)

[ BLAST] 40 201665 & @gtmspmdeasgﬁlsmmmﬁ ST] 211075_s_at

gb 725521. ROPBEFsFhis aplenadiciagr kih 8ss06hasedenr ot ei N NRNA, conpl et e
EEAiﬁP@M_ﬁPRODﬂMtJegnmmlaswcb&tﬁdgmamteim / DB_XREF=gi : 396704

'/ FL —gbl¥25%99816 313t phatelet- poliypyirontaitee dqeaythydiaiseg Progbei bl 45

211284 sat 3 e ‘f‘f’lfli s at tumor_protein p53 (Li-Fraunmeni syndrone)

211358 s af, Qg Q& ﬁg i EFﬁﬁlﬁ‘é’"gﬁ%‘rﬁﬁ & PattBwoeTpesiysinat

I nterl euki @og @cgg ;tb% oI fam 385 x at sul fotransferase

fam | y20cytkoseéi et I,gm@ H % Oc Bk e? Menber 2 211529 x at HLA-G

hi st oconpatbbsis 1 tsxaﬁﬂtmd:mﬂarq}x%s&lrl ,SAGrE%J{éﬁ@‘Eﬁ%mlf tapeersplicing

regul at ory 2ppgtideeh (EUSHEibendinagepretern 2) 211596 s_ at 1(3)nbt-1ike

(Drosophl | 8p0§BLAST s5&nad]s6hBscatregbphB]00Gnt (REFsHWBrdsatesidinal

al kal i pﬁ’éﬁ%‘?iL %tlsléla) nRNA, conpl ete cds. /FEA=nmRNA / GEN=ALPI /DB

XREF=gf~? 17 19@% SXPPESEERGntarenmit @rmahtonidreriessed 3 [ BLAST]
211929 at ec 1 k°?¥ h%ﬁ;lhé f@in A3 30 WD 03/105877
PCTI GB03/ 02

SRy LAST 211986 at . AHNAK
nucl eopr ot ebmss(oﬂﬁsnoxeil 1)t :'y ﬁtw 2 recgt% " %I;agtifll ear

contaJ3ﬁ|1920¢¥§§ at fusion, derlved from t(12 16) mallgnant 11posarcoma

200965_s_at actin binding LIM protein
200967 . at peptidylprolyl isomerase B (cyclophilin B)
200568 . _s_at peptidylprolyl iscmerase B {cyclophilin B)
200980 5 “at pyruvate dehydrogenase (lipoamide) alpha 1

35 200990 at  gb:NM 005762.1 /DEF=Homo sapiens KRAB-associated protein
1 (TIFIB), mRNA. /FEA=mRNA /GEN=TIF1B /PROD=KRAB-associated protein 1
/DB_XREF=gi:5032178 /UG=Hs.228059 KRAB-associated protein 1 /Fl—=gb:B

201003 _x_at gb:NM 003349.2 /DEF=Homo sapiens ubiquitin-conjugating
40 enzyme - E2 variant 1 (UBE2V1), transcript variant 2, mRNA. /FEA=mRNA
5GEN—UBE2V1 /PRODwublqultln-conjugatlng enzyme E2 variant 1,isoform b
201008_s_at thioredoxin interacting protein
201011 at  ribophorin I
45  201015_s_at junction plakoglobin
201024 _% at Consensus includes gb:BG261322 /FEA=EST
/DB XREF~gl 12771138 /DB_XREF=est:602373079F1 /CLONE=IMAGE:4484563
/UG=Hs .158688 KIAAQ741 gene product /FL=gb:AB018284.1 gb:AF078035.1
gb:NM 015904.1
50 201034 _at L~3—hydroxyacyl—Coenzyme A dehydrogenase, short chain
201037 . -at  phosphofructokinase, platelet
?gigi? s_at proteasome {prosome, macropain) inhibitor subunit 1
201054_at  heterogeneous nuclear ribonucleoprotein AQ [BLAST]
55 201064 _s_at poly(A) binding protein, cytoplasmic 4 (inducible form)
201065 s at general transcription factor II, i [BLAST]
201074_at  SWI/SNF related, matrix associated, actin dependent
regulator of chromatin, subfamily c, member 1
201079 _at  synaptogyrin 2
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bi nding protein 1 5 212015 xat pol ypyrimdine tract binding protein 1
[ BLAST] 212028 _at proline dehydrogenase (oxidase) 2 212030 _at proline
dehydr ogemas e3/{@yiydase) 2 212032 s _at prostate tunor over gg BaseRgs gene 1
[ BLAST] 212033 at proline dehydrogenase (oxidase) 2 10 21]5 —at pirnin,
desnosone a izage rotein _ 212056 _at MDN1, m dasin honol og (yeast)
212062 at Egﬁl%%e; oEES 1 ypE S AT ROl odont Deerpdiduls i ncl udes
gb: AL57305824FEA=EST +f LB, t%%‘;ﬁ% 93%" /| DB XREF=est : AL573058

e ase

] CLONE=CSCDE O ¥ okt Brp Low Bl B8R 21 776" TonPt BifdARCiponent 1, r
subconpdnen2o 222068 s agb ARPEGR:7 @ﬁﬁFéﬁ’omEYsi%‘ﬁié@sBs £4069 Saal ATPase, C ass
V, type | OBar@in268@rase-ranh m AbSkis 12370l whh) NOEELAGK Jaillised, 17 20
212126_at r SEfiacR¥ichly Gaprot, chryisigaal-hhdigisn 21238dh)at ATP synt hase

m t ochondr i QYP-EREESHpEEeas smbls. factor 2 212139  at GCN1 general control
of ami ngy ac ;{;?ﬂf sPQd1 sheqkedgnaipypepsein 212159xat adaptor-rel ated protein
conpl ex 2, 1&3@—2—2 ug)rC EEE?SCIWEW_O&E@ RNA bi ndi ng Im)t If protein 12
212179 at SAM+ ' onmi 1 2186 at acetyl - Coenzyne A

car boxyl asezcaﬂlﬁg%gzg&%%ﬁ%ﬂ f%ifasrzg% ﬂ?dﬁ‘?é’&t?‘?%ﬁe rane protein 3
(1-80)- 2122089 alatopsisicdy (7] ARSHSIAInIRL AR %%% s at F-box only
prot ei N3 [BUAST]s_a2 11223 phai a1 ies el yrm&:gglﬁ}o& ) 1 _at nucl ear

- aut oant i gend @ 18P @t proted sprehisiceass bindckdadgin) RBEASELn2],226Q 15pake MCVB

m ni chr onosbire mai nt enance deficient 3 (S. 35 cerevisiae) associ at ed

protein 21 St adHishor Zsecetatagorsensus i ncl udes gh: AL049795

/ DEF=Hagin o5, ejq@?nz:f{;g GREIERAL bEos bhrogorigreoll p34. 2-36. 11.
Cont ai ns t hggeser 10 I Py SPIRe¥TY) PO oBot si x novel
genes and tiﬁkggzr'%ﬁ:gt q%ﬁlfg ag:gcgiggiﬂﬁggéié%ﬁ?ﬁe’ﬂrﬂsﬁﬁjé’t‘S}P@Iﬁi‘@&%’érﬁ ne

(d fNio‘Cl) t%gﬁjﬁsgld&&;}ﬁﬁprﬁein Eom éix, subunit pﬁiloﬁsj )e %%%316 t
acetyl gl .uc 165 pol Rrpepidddag Nradeeiry [ ghiizasajinRy ] HaRapsi el ; —a
Rho-re&ét edsBEBL dehkdéwl containing 2 212319 at synapt osonal -gizagcogi ated
protei n, 9FPREPhondt cplohmrseyiatdB, 2bRBE kelaptinATRASRAtLAMhg] MAFSPOr ti Ng,
cardi ac nu I‘l‘i“n%lpﬁweﬁw%ch 2 [BLAST ] 212396 s at golgi associated, gamm
adaptin earygG pg—iigﬁtf rﬁ@,‘fpﬁlfoll?gc af réf&in 2 212403 _at solute carrier
fam | y3g85 é&;&giqnggﬂogf %éﬁ / ﬁ Vi %7(‘%33%%2?%1@??,2;@%@7?:21 [ BLAST]

: ’ . ¥ : = s amms,
2124083t gHefiomt 3 OffeAkibh-od R0 JRLAL . aLs o0 DL g AR (9

neuronal} / .

201315 x at interferon induced transmembrane protein 2 (1-8D)
201331 _s_at signal transducer and activator of transcription 6
35  interlenkin-4 induced ’
201356 at splicing factor 3a, subunit 1, 120kp
201360 _at cystatin C (amyloid angiopathy and cerebral hemorrhage}
201362 at polymerase (RNA} III (DNA directed) polypeptide F {39 kD)
a0 201363 s at polymgrase fRNA) III (DNA directed) polypeptide F (39 kD)
201373 at plectin 1, intermediate filament binding protein, 500kD
201377_at  synaptosomal-associated protein, 21 kD homolog {mouse)
201373 _s_at tumor protein D52-like 2
201393 s_at insulin-like growth factor 2 receptor
201413 _at  hydroxysteroid (17-beta) dehydrogenase 4
45 201440 at  fatty acid desaturase 2
201448 at TIAl cytotoxic granule-associated RNA binding protein
201454_s_at Consensus includes gb:AW055008 /TFEA=EST
/DB_XREF=gi:5920711 /DB_XREF=est:wy98c09.x1 /CLONE=IMAGE:2556592
/UG=Hs . 293007 aminopeptidase puromycin sensitive /FL=gb:NM 006310.1
50 201459 at  RuvB-like 2 (E. coli) - '
201482 at guiescin Q6
201489 at pePtidylprolyl isomerase F {cyclophilin F)
201498 at  ubiquitin specific protease 7 (herpes virus-associated)
201526_at  ADP~ribosylation factor 5
35 201545 s at poly(a) binding protein, nuclear 1
20155§Hat MCM3 minichromosome maintenance deficient 3 (S.
cerevisiae)
201564_s at singed-like (fascin homolog, sea urchin) (Drosophila)
201562 s _at POM121 membrane glycoprotein-like 1 ({rat)

i

]

I

]
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bi nding protein 1 212414 s at capi cua honol og (Drosophila) 212429 s _at
general transcription factor 111C, polypeptide 2 (beta 55 subunit, |ICkD)
212456 at wahepmwesaone 21 open reading frane 80 212493s_at ﬁ@f,gﬁgg&lgps 20
open reading frame 30 212498 at brai n-specific angi ogenesi s inhibitor 3

[ BLAST] 0 3 9 12499 S Ia en.type ||

al pha 1 (%ﬂf@%gﬁg% ZZlﬁqé%g {,POZ_L?L %ﬁlu am sea ‘%"yé’BFa’“s“.‘éi %:/ongenl tal)
[ BLAST] 212h20s8Ss at Sk SNFob g}paggiqmtgeigﬂdsﬁh%%gcil%eg actin dependent
regul at or ZITlG(IiZII‘zﬁ'Hatamhﬁd&gamdryg@masgem&lﬂy Smedb2®471 at Consensus

i ncl udés giNIN3484 3t/ REATESTchEB aXREFmght 568841 HdoBl1XRAR=sest): yy45d! | . sl

/ CLONE=I I\AAKEGZV_%Ol 1uBriHy 8680 HomwesapiionstactDNAroEeIR3 284« ils, cl one

CAE00645, 1'5 _§Fn‘i‘qpar-“t¥30tm§211%tﬁb‘?m 212561 at ATPase, Class VI, type
11A 10 21 atbkpglpafi FY FBWHS “"1t6 1 212566at ret fin éo rotein 2
212589 42 L e LA A AL

corepressozol Oatb&@rﬁmgxsag Qd; 3 fPde03mma honol og, Drosophil a)
15 212643 _2f16a6T} agethrohyRsel b op8 d;n3 RibpBMY Osteoarthritis,
spondyl oepiqufsyseal dyspkasi @, (KLBFLLHLE3H [ BLAST] 212644 _s_at col | agen,
type |1, at(phsaoclay prkemkyn asteoarthritis, spondyl oepi physeal dyspl asi a,
congerli%t al 20 GBEAS_Fg P64y ated alatse-RAS: protdin kimas)C onbsgare honol og
20 212685 40§70 eIPﬁS’iEt%ﬁ@Itﬁélé@aweAFB@BPS@te/lFEﬁﬁES? ¥ BBbXREr2gi : 4617956
/ DB XREF=e$1-% 12%&111?%9_((1%@‘%%@022 BYHE82 J UG=Hs. 52515 transducin
(beta)-lik 126 1,w’%fJm 13 IB‘H%F CEB* % &3 endophi 1 i n B2 [ BLAST]
212693t g"";na% hg)l[ggfa xeast) 25 212747_at chronpsone 17 open
readi ng fraggesls B ﬁ g;sgzg%_ YL opl.asel.G ki pker associated protein 1
212761_at 2¢@03T4d pt é@anﬁarero@ide?t iR sgndtl 68HosBREGIdbLaseHYG- box) [ BLAST]
212762 s(mitatIwnsandyibhpn factor 7-1ike 2 (T-cell specific, HV>box) 30
[BLAST 21200704 ettt pl wddedini alwendl ogy domai n- cont ai ni ng, fam ly A
( phospRoi n&lﬂtiﬁd%ﬁ& sidithgesrechdibeinarprbeyindbarip 2 74-Idkezd nc finger protein
238 21282524}’ 2%@ t rEASC APREVBRLCalbiivde | SRRCTBMRIRS AL e PERIPRY DI dtkin 1 35
like 21288? (é}ﬂl §l=t6§§n mol og A Agig.ggf‘ evisi ae)S %%2 9Q at integrin, beta 1

(fi bronecté‘pl rqcsep:lttog afﬁgi o tq%raum%n [ 9 includes MDF2,
VEK12)3021 20603 50t Sk ghias g i

A8 4081 3ak (y:,asgenber A (S. cerevisiae)

201795 at lamin B receptor
201818 “at brain and acute leukemia, cytoplasmic
201828“x_at CARX box 1

) 201833 at histone deacetylase 2

35 201841_s_at heat shock 27kD protein 1
201853 5 at cell division cycle 25B
201885 s at diaphorase (NADH) (cytochrome b-5 reductase}
201889 at family with sequence similarity 3, member C
201928_at plakophilin 4

40  201937_s_at aspartyl aminopeptidase
201970_s_at nuclear autoantigenic sperm protein {(histone-binding)
202039 at TGFBl-induced anti-apoptotic factor 1
202043 s_at spermine synthase
202060 at Rho guanine nucleotide exchange factor {(GEF} 10

45 202066 at  protein tyrosine phosphatase, receptor type, £
polypeptlde {PTPRF}, interacting protein (liprin)}, alpha 1
202097 _at nucleoporin 153kD
202104 . _s_at spastic paraplegia 7, paraplegin (pure and complicated
autosomal recessive)

50 202106 at golgi autoantigen, golgin subfamily a, 3
202115 s at ATP-binding cassette, sub~family A (ABCl), member 12
202117_at Rho GTPase activating protein 1
202119 s at copine III
202127 at  myotubularin related protein 2

55 202130 at sudD suppressor of bimD6 homolog (A. nidulans)
202136_at  S-adenosylhomocysteine hydrolase-like 1
.20213% at  aldo-keto reductase family 7, member A2 (aflatoxin
aldehyde reductase)}
202151 s_at CD2 antigen {cytoplasmic tail) binding protein 2
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40 212919 at FGD1 fam ly, nenber 3 [BLAST] 212929 s at fatty-aci d- Coenzyne
A ligase, long-chain 6 212936 _at neurocalcin delta [BLAST) 212955s_at
pol ymer asgyd bXss#I (DNA directed) pol ypeptide | (14.5kD) (2%%%?%%%5
Consensus i ncl udes gb: A2692341 | FEA=EST 45 / DB XREF=gi : 4965
XREF:est:m%gg%%a@(I /}g_O\I I\/AGE 2338422 |/ UG=Hs. 79886 ribose 5-phosphate
i somerase Agbidbose g 55’ ﬂ%f;s Fé“@wag ‘ePFe2tPy87 at F-box only protein 9
212993_at GopiAtret n- eI (pcci PE KJ nase 7 50 213026at APGL2 aut ophagy
12-1i ke (Sz20ger€yi=fi agie fg;g’é slqﬁ of sevenl ess honolog 1 (Drosophil a)
[ BLAST]S 2328288 afatsasyaf vgﬁ\geﬁfmnhorml og 1 (Drosophila) [BLAST]
213041_s_aR0ATR_synt beese gedbirall [ @618R6T tdeNghinbl i @chopdiikal s BLicampl ex, delta
subunit 55 {29B350 at activity-regul ated cytoskel et'on-associ ated protein
213051_at 8% &okidgeokiorr imitidte Traypeicdiei proteharmgkuadmha- 1 subuni t
(CACNA}(IJ) ﬂ la%t ATPEey PrTASE ARt BiC Ifo franirat raBkmicionp| exanasserdel y factor 2
32, '

[ BLAST ro%%“?bfrp /,GB03/ 02595 213089 at Consensus includes
gb: AUL58498, tl;% = TBERER=G 1%02 1. DB JREF=est: AULSB40 °
] CLONE=PLAGEZAQ007%7 dz = Ps30

uen%e frlom clone RPII-110H4
on chr onmosane2305s GaNk#l dismdhoRSEe %r@;aoplasﬁ pr% Q,!%&' %gporl n 133kD

[ BLAST]S 213052105att  sdconDEd REndsl QBRI opRAGN NG frarre 17213182 x at
‘Consensus PReAdides girdRE866Ea £h Rt ESTon BE’m—XIREFFgI 854949

XREF=est : yFI%04a% | PREAONE=IRINSErotde:066 fdGHa. 166170 cg;azlstn dependent
ki nase i nhf %@Latlc ‘Q%EFPSET@ pQ‘)SPI@t21®BIQr@geaaseF box only protein 21

213243g) FSbEY 6%%|Cﬁl&®-zq@@9n@anannmmgm activat ed
protein k| fasg_Ki° g’sf__é’“ t"r % ?n%tblaﬁ’dbl kEApordfiorafretPam |y 1,
menber Eéggbgﬁ denyar ogeRasy 12°26- & 5haPIPaPhits) 2hiadPBxyst er oi d

dehydrogenam)ma& 21 2saackpbpaaw£¢m§yéacgwﬁ]' gl yci nami di ne synt hase
(FGAR ami derasans fser es@)k-tad, 3304pak1 A1 10E419 ri bosomal protein S27
2133137t ARABEonELi Trb2ker 2088k -sraicekliAtB: assasi=at d transcript 3 20
2133607s a?o@ﬁﬁm*bsormatozin gpeivaeddpirgeis anreadDRi2433Z8 s at DEAD/ H
“(Asp-d u- h"ﬁ’@k@ﬁgll pegreiefese 1l (CHL1- |i ke helicase honol og, S.
cerevi si ae é%n@rﬂ}b entreading frame 7 213398 s_at
i tocrymdr 4 @? ] uf ﬁkaJZ’SS?/lSY&G’EPS? At STHBRRWIEF#°q Bet a) - | i ke

T 1i nked § @G 2 o0l e B R0CT A Ed;  gamym, adapti;n ear contai ning,
ARF 202534 _x_at dihydrofolate reductase
202536 at EGF~like-domain, multiple 6
202540 s_at 3-hydroxy-3-methylglutaryl-Coenzyme A reductase
35 202561 at tankyrase, TRFl-interacting ankyrin-related ADP~ribose
polymerase
202568 s _at MAP/microtubule affinity-regulating kinase 3
202580 . % _at forkhead box Mi
202589_at thymidylate synthetase
40 202605 at  glucuronidase, beta
202686_s_at AXI. receptor tyrosine kinase
202715 at carbamoyl-phosphate synthetase 2, aspartate
transcarbamylase, and dihydroorotase
202718_at insulin-like growth factor binding proteln 2 (36kD}
45 202757 at  rxotatin
202804 at ATP-binding cassette, sub-family C (CFTR/MRP), member 1
202809 s _at down-regulated in colon cancer 1

202812 at glucosidase, alpha; acid {Pompe disease, glycogen storage
disease type II}

50 202836_s_at mannosidase, alpha, class 1A, member 2
202853 I _at RYK receptor-like tyrosine kinase
202870 5 " at CDC20 cell divisien cycle 20 homolog (S. cerevisiae)
202890 at  Consensus includes gb:AW242297 /FEA=EST
/DB XREF—gl 6576051 /DB_XREF=est:xm96bll.x1 /CLONE=IMAGE:2692029
55  /UG=Hs.146388 microtubule-associated protein 7 /FL=ghb:NM 003980.1
202317 s_at 8100 calcium binding protein AB {calgranulin A}
202929 8 at D-dopachrome tavntomerase
202934 at hexokinase 2 [BLAST}
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binding protein 1 213428 s at collagen, type VI, alpha 1 - 213460x_at
chronosone 21 open reading frane 108 30 213505 s -at C-type (cal cium
dependent weayfesdrydr at e-recogni tion domain) lectin, super @gbgy:, fmBegper 1
(cartil age-derived) 213518 at RNA binding notif protein 15 él at
chr onosone g pen read| ng frame 67 213645 at Consensus incl udes

" gb: AF305057f PS50 43rE tFé?*sm-% ERIS) Tydie, I coappatedieds,

al t er nat | vggygsgp%@' a§ 2319 hreo;;‘;eimas =gi : 11094017 / UG=Hs. 180433 r TS
bet a prot eipxf2a5h3 §u?és1 es gb A1989477 | FEA=EST

/ DB_XREF=gi20 5836358 w%&&cge nelg &; LlegONE=1 MAGE: 2498205

| UG=Hs. 8348429RYs (®eXxydat 6% 1daabng k& e on Y) box 4 40 213670 x_at chronosone
21 open re&dBig_ét ameedRB8orP 13682 vas fConsarsumibnedtides gb: AL036344

| FEA=EST /| DErYREF«piro5927748 [BOBTXREF=est : DKFZp564AC53 ri

/ CLONEZDKF 3A®53§ heRasapissulg982 §- DM PSB4A0B3ape ok ei n 213704 at Rab
ger anyl gK f— @? ein plat aa%ﬁ%ﬁmlpffc’%nzl%?#@o [RLASE) SW / SNF r el at ed,

matrix assg mog aé‘f?d%]rﬁ,:m & BT‘eW 3 [f?r;éﬁiﬁ‘f FMAFSEEH y a,
nmenber 4 [Bb ]- a8 yomalf“ %m T ooA %g@g _binding protein 280)
[BLAST]  2134435% acﬁ.‘)tsaxle-i ztf ,ig; " cerg SFae) 213838 af - RAN bi ndi ng

protei #59 56332).’1338% K:xatmwgejcam Beadoem syndrone chronosone reg| on 22

1 213872 at @odensus keclnodesacgh: BE46R032 /| FEA=EST / DB_XREF=gi : 9510807 / DB
XREF=est : h\?VS’é’@QaR 1 HQONER-MAGRI B L83 8 R=yreUGRNHY BT 6 86mdhpgot et L al

protein FLEQ%EQSEESB@WJ% a@rrpetgﬁwﬂasél(myonﬂcwm& divdenedietpbl ypepti de
E (25k9§1 adeni ne phosphori bosyl transferase
2139234t ?S%f’l o]n‘(?B né‘O‘P%ﬂ%‘PFgﬁa‘izi%&7 s at Rho-rel ated BTB

d i l.eot | h
dorei n” contgkion 5875@%%‘553%?’ slonsu onel QanLae Dualeotide. exchange

(Asp-d u- AI2631/§$DA»¢—|| Skeb¥mPol, Y BeRlkSedl? (72kD) 214020_x_ at integrin,
beta 5221408%156 &t nACL@AE: POREAL QHBAEX phddfe@bact i Ng protein 214093 sat RNA
pol ynmer ase2p3kdsaci afBekifladt o (cdBekdalbcit408tural. addebsommkyprot ein S21
2141007x a?Oll@ézsmtkéAQdeebﬁr@vﬁrmsaepublmmx_xs) Feaf WRIAeh? ridit ARkt i f
protein BA % AL VRS %ﬁg‘é‘?’r’s’r‘ﬁg’ i ncl udes gb A1252582 /FEA—EST

/ DB XRQ; ofPf TS 25b02 ONE=! 8@8\# 10
| U+ 3433 P@saet, s ;%Em fﬁ By "‘335% S punp) 9kD
214211 at besa2Tad, BRaW¥s b0 i §
144—(|Vb|- 1893234 at uridine phosphorylase
203244 at pero¥isome receptor 1
35 203252 at  gb:NM 005851.1 /DEF=Homo sapiens tumor suppressor deleted
in eral cancer-related 1 (DOC-1R), mRNMA. /FEB=mRNA /GEN=DOC-1R
/PROD=tumor suppressor deleted in oral cancer-relatedl
/DB_XREF=gi:503166 ...
203262 s at DNA segment on chromosome X (unigque) 9928 expressed
40  sequence
203276_at  lamin Bl
203282 _at  glucan (1,4-alpha-), branching enzyme 1 (glycogen
branching enzyme, Andersen disease, glycogen storage disease type IV)
203286_at  Rho-related BTB domain containing 3
45 203338 _at pProtein phosphatase 2, Iegulatory subunit B (B56),
epsilon isoform
203386_at chromosome 21 open reading frame 108
203391 _at  gb:NM 004470.1 /DEF=Homo sapiens FK506-binding protein 2
(13kD} (FKBP2), MRNA . /FERA=mRNA /GEN=FKBP2 /PROD=FK506-binding
50 protein 2 (13kD) /DB_XREF=gi:4758381 /UG=Hs.227729 FK506-binding
protein 2
203417_at microfibrillar-associated protein 2
203439_s_at stanniocalcin 2
203477_at collagen, type XV, alpha 1
55 203482_at zinc finger protein 334
: 203495 _at  syndecan 3 (N-syndecan)
203564 _at Fanconi anemia, complementation group G
203612 _at bystin-like [BLAST]
203683_s_at vascular endothelial growth factor B

at zinc finger protein
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214246 _x_at cholinergic receptor, nicotinic, epsilon polypeptide 15 214259
s_at al do-keto reductase famly 7, nenber A2 (aflatoxin al dehyde
reduct ase)wdbdaBgrs at pumlio honDIog 2 (Drosophila) 214333y kﬁémffﬁg's
intracel lular nediator protein 214484 s at protease, serine,
20 214500 _at H2A histone family, member Y 214531 sat sorting nexin 1
214581 x a?o%‘i?ﬁp?t netFigshs Fometer 2r Qxepedilaliper fanily, menber 21 214657_s
at Consens %égeﬁ’ﬁe%%"i\%&%&g? dE§TfFT§§ XREF=gi : 10995516 /DB

mlLCcr

XREF=est : A e 137308
MRNA, partisa ds-21 nsensus |°F\n3 desyf%ﬁkﬁaf gaqig% F=Homo

sapi ens nMRMEs775CANA DKRZAR4GALLIA ethignbs) %eﬁbﬂEZp&&ﬁéﬂq%) | FEA=MRNA

| DB_XREF=gro58b741 68 Lu-sx32306ErHammasapi ens MRNA; cDNA DKFZp434J194
(from cl oneo3gls_8¢t2 ddiAx3nqtfaCons 8as ssbumicl 8de®xgb: AWD84068 / FEA=EST / DB
XREF=gi ;: 60393820_#PDB XRERdemiinK c@Be®8ingl3/ CLONE=I MAGE: 2585386 /UG=Hs. 110630
Hurman BRCAZ03 Lamt Hﬂl*%fé P@ée@}?@é 214870 x at Consensus i ncl udes

gb: A000204§P = 16 BAC C| One Cl T987SK- A- 589H1 / FEA- - mRNA

2 | DB XREF5 95 39C4§ 312 51 pore conpl ex interacting

~protein Zi -* ﬁgﬁ %c@gﬁy%sﬂi)/ DEF=NAT=CpG i sl and-
-associ ased 2l@§h% mi@RB cuj

T UGEHs - 752483W4ogpd0@wgps@@niﬁ| n| ng 2 14919 S at bacul oviral | AP

DB 'XREF= =gi : 244232

repeat - conlzalasrnsng_a& CRpeal O )assdib12 15004r S, abulgintit ARPESEMDNI a | i gase
(gl ut am ne 284¢@2hase) apRABO8Ss<s danaiRr aindrinitngr bsi ne phosphat ase, receptor

“type, EﬁSI R8#030nal afp epvateopys 2ut@rsciingdprardinly poani de

S- succt

yl ?P%ﬁ?sf‘e?*%lse EE‘? GB?ﬁﬁﬁné’nﬂ\mB‘f(HZd‘?’B@&d@ﬂtut sYeseitonpl ex) 45

215235_at § @% -erythroc t}ﬁc _{al pha-fodrin) 215245_x at
fragile X S9Nk ]reé
phosphoi nosz'bgi eéﬁa Eﬂ%gggnd&?@%@lg\g ot%l,_l%u_ﬂl "i","atﬁwo 215482 s at PRP31

pre- R\ proseaSENg: GastalledyROTRL0y (WeaSllpordl?d d8sLatidyi t ogen-acti vat ed
protei n ki naszmsksnas eedrdQg2dind Hr-sawd PAAPoanthorpmttachnent protein 1
honol og (ye&ast)4_; aﬂlS@QﬁS@sas jacihdelsyglr:@8813230 (E@epsDr nucl ear transl ocator
2 215731 s’D&LXRIw 288 PG PP Reterh: B824%i7385 @LQFET%@]FG@§&%%£I erosis 2
215807 5?%&? %fS‘S’Sf’g?TS’B"’Z’SPEPIaF”E?dﬁge?’i'stﬁsasisr?&%u‘if‘é’s YH-1e826 61

| DEF= Ha O%zﬁ%l gt eln, pro qﬁligpgeneB | FEA=MRNA
/ DB_XREF= g|20 iﬁ- 83767 pols % ng protein, cytoplasnic,
pseudogene234362;I§§843§Zagragp¢,ﬂ Hdnnfgct%;GO%sat chronosone 20 open readl ng
frame ]?;20 2843:0s 03/ k05842 cGRD FLHR258Dry protein (FUSE binding protein
2}
204383 _at clathrin, heavy polypeptide-~like 1
204401 _at potassium intermediate/small conductance calcium-
activated channel, subfamily N, member 4
204409 _s_at eukaryotic translation initiation factor 1A, Y chromosome’
40  20448B0_s_at chromosome 9 open reading frame 16
204520_x at bromodomain containing 1
204521 _at cleavage and polyadenylation specific factor 1, 160kD
subunit :
204531 _s_at breast cancer 1, early onset
45  204584_at Ll cell adhesion molecule (hydrocephalus, stenosis of
aqueduct of Sylvius 1, MASA {mental retardation, aphasia, shuffling
galt and adducted thumbs) syndrome, spastic paraplegia 1)
204617_s_at aguaporin 9
204641 _at NIMA (never in mitosis gene a)-related kinase 2
"50 204698 _at  interferon stimnlated gene (20kD)
204717 _s_at sclute carrier family 22 {(nucleoside transporters},
member 2
204805_s_at H1 histone family, member X
204808_s_ at transmembrane protein 5
55 204839 at membrane-bound transcription factor protease, site 2
204849 at transcription factor-like 5 (basic helix-loop-helix)
204857 at MAD1 mitotic arrest deficient-like 1 (yeast)
204858_s -at endothelial cell growth factor 1 (platelet-derived)
204875 s at GDP-mannose 4, 6~dehydratase
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216237sat MCMb m ni chr onbsone mai nt enance deficient 5, cell division cycle
46 (S. cerevisiae) [BLAST] 216264 s at lamnin, beta 2 (I an1 nin S) 216384

-x -at Corggasussimcl udes gb: AF257099 / DEF=Honob sapi ens BhyFRsd n
al pha (PTMA) gene, conplete cds /FEA=CDS /DB_XREF=gi: 8037944{ ?Ué—l—g 283947

Hono sapi ens rot rmsl n al pha gPTNA) gene, conplete cds 216457 _s_at
pecanex- | | a LAk % 3at gsensu i ncl g‘ es, gb: AL121994
/- DEF= Hurran uen PfSPo c?%%@sﬁﬁﬁis PEFIPEWPERTSRbsone | p34. 3-36. 11

Cont ai ns a %g gen rimak D] O] dbnterferon inducedntransnenbrane
4 m@giﬁ; o aah

proteins3 Q@,SO& )at paterd ® guani ne nucl eoti de exchange factor
(GEF) 10 23$6897a%_atysensensus proedindes :ghed448y7 / DEF=Human KI P2 gene for
15 Cdk- i nh2bs1ser pSiKbRtrennpbet, enaderfaxerlti) 2/ FEA=NRNA 4 /DB

XREF=gi : 9920#By5Us=Hs c4:0680760 aoiwixane d&pendent ki nase inhibitor 1C (p57,

Ki p2) 69%285%238t Rhpreteiintieds BFBagt R kp-@emrﬁahehg?-@et[fﬂ&mﬂsfeﬁseg525at

| ami n éo@lﬁow%ﬁoﬁéﬁi)m?%n?@lﬁi@}%t| f) recept or 4 (fusin) [BLAST]
217168 _sat zgl -sat el ne2PR &) %]c% ? ti (iul m sLygss-

i nduci bl _eg i cﬁyl%g)"c%lﬁlﬁ’fe Ry Er VES e/rfgﬁ Fondsone 14 open

readi ng frgggé Sggne%lg diehGe ot i f protein 10 25 217301 x_at
retinokps asbﬁmﬁb@dl egeawag& elnf ﬁ’ol%iNgA Pai Al s RASENFHELdNE] URED

- gb: AK021586ududiPEF=Honp sapi ens c¢ FLJ11524 fis, clone HEMBA1002547,

hi ghl y si n2has01t et Hopbosmpiimsseraagr LOR precur sor mRNA. / FEA=MRNA

'/ DB. XREF=gRO1DURIR 794 nftty@nkl RIBBBOnudierbide exchadOe 2EPYI6 s at sorting nexin
11 [BLA&T] 209927173 72t ggm (el orrarPallel | proshalicdpPERteim .42 217718s at

m t ochd dr?ﬁ?f’?ﬁ—%soﬁﬁ'rp Fﬁ‘fﬁnﬁf ibraZT7l7?F§7t’aEB Phy finger protein 12

217751 at - —Hard e1 oso s 35 217755_at

hemat ol ogi é Eé —%lﬁu ’p% Qﬁlgo de tgg%ﬁgéé at gger m associ at ed
antigen 10 2%&5787ﬁ _al N@Qﬂnh@{@nin Qﬁﬂ@&%egéne? a) 2541 Z0eAkiddsepar tite

mot i f - 2&nt abBe41JaB3 a2ddhid9_dehddrogenssd Bngeadily Dildthbalosri n contai ning 7 40
217794 at TAFF5H iske: RNALDohyher av® hdétivRAT bosplskndicAgegrtatei h

(TBP) - assoéP@k®d factor, 50 kD 217807_s_at gl i oma tunor suppressor

candi dat e |28 ?%a*@enécéz“lﬂmguﬁ kgt 1‘@%’*38 F%‘alg: tor
Ki nases %ﬂaf’— < 951%198468 / D@ % ngnddae 44 45

era
2178551 AT SUaIRy Q?ibiaggfb% @xmsgem £6bef7sL pci BLAST]
217906 at gﬁg d8ks ype I ndi'ng- prot el n“l 277911 s at BCL2- associ at ed
at hanogene 235§ﬁ|-A5T) H¢ histone family, member G
206023 at neuromedin U
35 206095 s_at gb:NM 006625.2 /DEF—Homo sapiens TLS-associated serine-
arginine proteln 1 (TASR1), mRWA. /FEB=mRNA /GEN=TASR1 /PROD=TLS-
associated serine-arginine protein 1 /DB_XREF=gi: 12056474
/UG=Hs.288038 TL ...
: 206102 _at tripartite motif-containing 14
40 206200_s_at annexin All
206332_s_at interferon, gamma-inducible protein 16
206459_s_at chromosome condensation 1
206785_s_at killer cell lectin-~like receptor subfamily C, member 2
206809 s at heterogeneous nuclear ribonucleoprotein A3
45 207002 s at pleiomorphic adenoma gene-like 1
. 207076 s_at argininosuccinate synthetase [BLAST]
207122_x_at sulfotransferase family, cytosolic, 1A, phenol-
preferring, member 2
207140 at alkaline phosphatase, intestinal
50 © 207165_at hyalurcnan-mediated motility receptor (RHAMM)
207169 x at discoidin domain receptor family, member 1
207170_ - at ribosomal protein L36
207196 s at UDP-Gal :betaGlcNAc beta 1,3-galactosyltransferase,
polypeptlde 5 :
55 207414_s_at paired basic amino acid cleaving system 4
207564_x_at O-linked N-acetylglucosamine (GlcNAc) transferase (UDP-N-
acetylglucosamine:polypeptide-N-acetylglucosaminyl transferase)
207622_s_at ATP-binding cassette, sub-family F (GCN20), member 2
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217914 at nucl eoporin 54kD 50 217918 at ORM -like 2 (S. cerevisiae) 217957
at ORML-like 2 (S. cerevisiae) 217964 at elongation of very long chain
fatty aci dgo 37fgs877E102, SUR4/Elo3, yeast)-like 2 217969 aﬁcﬁaﬁmm 11
open reading frame2 55 217970-s _at solute carrier famly 12,

(pot assi um %t)Jyo |de trans orter rrenber 5, 217973 at hy drofylgack:g oxi dase 2

(long chai SS% % gﬁf %ﬂlnﬁF'ﬁ ng%)@t‘?@e%& &onai n
cont ai ni ng 5 g@ ndri al

ri bosomal @roqt;@r@“ Q{Z%,%T ng,@g; oxreq, eg:l%? sone ;% open regdl ng frame
149 2180190376 sFKEQ8nkUnagH g Ml%ﬁéﬂcleo:(g@5c % 4218035 s at chronosone
20 open readiap Isl atreryd6assoibB05Liat £inges girateipr GivitnetGalike 1
218076_s_attrsofartiptioar faekorf am |y 38, nmenber 4 218083 _at prostaglandin E
synt hase 22918@&@ st afeogth YIMG.DE 19v7 t8a#DEF=HoND sapi ens WD40 repeat domain
11 pr Oévﬁaf 3t WIBWEA MRNA /GEN:V\DRll / PROD=WD40 repeat domain

10 11 ot%u0 8

_ repeat donmain 15 /FL=gb
... 218096 % 8 gmgs %;%8\/? 218112 at nitochondri al
ri bosonl %@ gy %:J,x%fpp gadi ng {eame 59 15

218135 at thlk Agll{gageeg&mlgﬁf . )c ngpjsorre O open reading frame

97 218349 xsate B geldo:in aasjaacat,lm_g@msépleaa&inm&kah RN&pbikndi ng not i f

protei n 15 nRE82 VFEB=rerNA e(BEa+BEFKL ¢/ HROBARGial 4lan 1 NDBI XNEFeqi. f136763852 al pha

ki nase 4 2@L2a@PR00HBeHr onbsone 12 open reading frame 10 218224 at

par aneopl asi0i8e5>hrw iy EARA (%%LﬁST']AlEIB@ZSl%) &thP&hklgﬁPééée HRE9E At er act i ng
ankyr i reI]d-tkécP‘%&EPa?q BRIl )(ﬁ%‘?eg%élaf 21 s osi n, heavy

pol ypeg'Pl dego'g e a@ o ngg "é aut oanti gen,

re%s i
gol gin subf% fgi@%?f“lmpf%@és%l RAI NG Br otel R 14 (22 kDa)

218263_s at2d3§§6 el NMdaprieEber U 218294 s at PRP31 pre- mRNA
processi ng foaebvls_; 311 QERIN0 Pe{peasi-hss2kl8dD psotdinthraeresane 20 open

r eadi n@5f r caom 43¢ 36+ 2b83dEran ateggbatgicky OSictles iTnduced

di f f er ent i 2A086h7 zssbairat it pruwgiséne phosphdtesd t2083TB, aemphy chosone 15 open
readi ng fraAR863R s 24 832Bime frﬁztréﬁhondrl al ribosomal protein S2 218366 x at
‘WD r epeat cﬁg@ﬂw—sﬂfstﬁ A SN A) ﬁ@&lﬁﬁlﬁ&ﬁﬁﬁ‘tﬁﬁ’?lfﬁcb Dt PHYR -

actinin, alpha
30 208647 at farnesyl-diphosphate farnesyltransferase 1
208655 at cyclin I
208676_s_at chromosome 20 open reading frame 54
208700_s at transketolase (Wernicke-Korsakoff syndrome)
208703_s_at amyloid beta (A4) precursor-like protein 2
35 208704 _x at amyloid beta (A4) precursor-like protein 2
208705 s at 5'-nucleotidase, cytosolic IA
208706 _S_. “at 5'-nucleotidase, cytosolic IA
208713 at protein tyrosine phosphatase, non-receptor type 21
208714 _at NADH dehydrogenase {ubiquinone} flavoprotein 1 (51kD)
40 208719 s_at DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 17 (72kD)
208722 x at major histocompatibility complex, class I, B
208773_s_at baculoviral IAP repeat-containing é {apollon)
208774 _at casein kinase 1, delta
208788_at = transgene insertion 2, Craig B Thompson
45 208794 s at SWI/SNF related, matrix associated, actin dependent
regulator of chromatin, subfamily a, member 4
20B798_x at F-box only protein 2]
208804 s_at splicing factor, arginine/serine-rich &
208809 . 5 at gb:AL136632.1 /DEF=Homo sapiens mRNA; cDNA DKFZp564G182
50 (from clone DKFZp564G182); complete cds. /FEA=nRNA /GEN=DKFZp564G182
/PROD=hypothetical protein /DB XREF=gi:1205278% /UG=Hs.173685 hypothe

208820_at PTK2 protein tyrosine kinase 2
208858 s_at WD repeat domain 7
55 208863_s at splicing Factor, arginine/serine-rich 1 (splicing factor
2, alternate splicing factor)
208880_s at chromosome 20 open reading frame 14
208890 . 5 at plexin B2
208891 at  dual specificity phosphatase 6
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218388 at 6- phosphogl uconol act onase 218391 at dual specificity phosphatase
12 218415 at vacuolar protein sorting 33B (yeast) 218422 s _at 3-oxoacid

CoA transkws asfisgy740 218437 s_at | euci ne zi pper transcri pt%@ﬂ(}ﬁ@:%z%s like, |
2184434 at DAZ assom at ed pr otein 1 218448 at chronmpsonme 20 open reading
frame 11 %Elj 519 0 t ria I‘lgl n rote| n 1 218494 s at SLC2A4 regul ator 45
218496_at Ly, Eé 'éa R °Sf a’?’fﬁS@Q at toll-like receptor 7

2185927S atossts v § 2CAI7 S@o%%g Lol 2eand el 8l Bl BLAST]
218652_s abhw@@mtemgpﬂﬁo@@%de 25 8YULRHOT ¥o, h@ bk o giat 14D
218659_%it ChREARSHRCI: BREI Ok eRMI3NEhsHRsB c36::50- %%6%:@51@2%5@6@ S-phase -
expressed Yu@18740 sat CDK5 regul atory subunit associated protein 3
218744 s atopeBt et n kitpdesiGcamiRic dseimckingagetsihstrate i n neurons 3
218755 _at RAWBL.WEer 830 rigytdehnewi) nokideeequchiied nesi n6) 218756_s_at matri x
met al | ?@r ?‘?’é’s&%“ﬁ?@&‘@?‘@?e‘d}anéﬁ?@ﬁﬁ fﬂczoép%n 9Pxding frane 5
218773"% at i e§fﬂ- asegepatiage ﬁ’lsdlnzléaf%r eAfdosone 20 gpe
~reading fr§ aZtl g ke Y&ﬁf‘ § c& ’émf“? k‘%rin%g%%da ggsoctate

hai ry/enhar;_lgggctgﬁ atea ts ot 57 105877

PCT/ GBQ3/ 02b9%3 gg_ssggsieagei\@gg ELII‘(I)T{;@:[@@U ng transcription repressor
21885615t nbtwmhands rRed vhhnsORBd i PpSREA 1035 218860_at hypot heti cal
protein, closessVEA DB2XO0n® 1886Mmeatidl Pesaant haseintitnochondrial FI conpl ex
assenbly f&208M8_at 5SupdBBIEs pacteRnbdximddchopdiegi protpBlcASTIer)18896_s_at
chr onosone 2?9‘613&&?’56 aeturg fl?fafr#er lf@mQJ.EB QOB(WMHE}‘\?@E?IH’PHE CFOTERIEC sar comm
chronmo @mePF‘ behe @5@8@3{ r BEIBEB 7 at testicu cel | dhces]éon nol ecul e

1 218983 af?’ Fa.t § %a,CPg}S'ﬁlggbﬂovﬁsgthoT@rEﬁlfgggg ?ﬂo 8P dERVEE" rBduct ase

(al dose reégg 4345 Sna 22007 at hypeiheti galh protein FLJ13287
219041_s atzo@cﬁfff@_ ﬁa GYLSoraiene rda?cgngoéﬁndédé’cte gpsin 3 219066 at
mtochondr|2ab053|“90£@naif—m9§&ihan$ dddme2dfhbidatsat FK506 binding protein 11
(19 kD2j 2103&U s _ait WgEnas atchihban sehipiveotarkiagdter 11 | E, pol ypeptide 1 (al pha
. subuni t, 288KT5) s240 beGrogipnaimachitdnate 4| | poxygenase 3 219166_at

m t ochondr i28PL¥ bs ofEflipraersindes) gAnaspointiti By dBatp2dhriiddone 20 open
reading frafe: ]Zﬁgsﬁ*gf@te&?tﬁi?&ﬁ?%ngp?a(ﬂ:ﬁ e bV ARR IR (yER5PI™ 519203 at

Chrom§9m§22§lﬁggg rgggie%g féc%ggor %ubfam:.ly 2, group F, nmember 2

209128 . _s_at squamous cell carcinoma antigen recognised by T cells 3
209153 s at transcription factor 3 (E2A immunoglobulin enhancer
binding factors E12/E47)
209156_s_at coliagen, type VI, alpha 2
35 209215 at glycoprotein A33 (transmembrane)
209228 x at zinc finger protein 212
208236 _at solute carrier family 23 (nuclecbhase transporters),
member 1 ‘ '
209262 _s_at nuclear receptor subfamily 2, group F, member 6
40 209263 x at transmembrane 4 superfamily member 7
208264 s at transmembrane 4 superfamily member 7
209265 s at thioredoxin interacting protein
_209289 at nuclear factor I/B
209290 _s_at nuclear factor I/B
45 209295_at tumor necrosis factor receptor superfamily, member 10b
209318_x at pleiomorphic adenoma gene-like 1
209332 s at MAX protein
209337_at  gb:AF063020.1 /DEF=Homo sapiens lens eplthelium—derived
growth factor mRNA, complete cds. /FEA=mRNA /PROD=lens epithelium-
30 derived growth factor /DB _XREFwgi:3283351 /UG=Hs.82110 PC4 and SFRS1
int ..
209341_s_at inhibitor of kappa light polypeptide gene enhancer in B~
cells, kinase beta
209407 s at deformed epidermal autoregulatory factor 1 (Drosophlla)
55 209409 at growth factor receptor-bound protein 10
209449 at chromosome 6 oOpen reading frame 28
209496_at  retinoic acid receptor responder (tazarotene induced) 2
209505 at  nuclear receptor subfamily 2, group F, member 1
209581 at HRAS-like suppressor 3 '
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219357 at mtochondri al

ri bosomal protein S28 219491 at gangli osi de-i nduced

differentiati on-associated protein 1- 25 |like 1 219534 xat cyclin- dependent

ki nase i ngydod/assHC (p57, Kip2)
prot ei n-coupl ed receptor,

finger prot;dgrgog‘,l?

at zinc fi
sequence 2

nmenber - 12 3@9239‘%141-_@
pecanex5l i ke-13ké)Dr osop

it

219549 s at reticulon 3 2 03702385 G
famly C, group 1, nenber B 219763 _at zinc
9764 at frizzled honol og 10 (Droso h| la) 219816 s

if 5? nieRgt Cﬂ%éﬁratlﬂc%é? ed intergenic

atme%g orenfzam tgycaZI%o Jf% nic ;%g 5 nsporter)
Ia) 2%33 99 S atgf&o NM% “114(§ g E%%sa;?tens

Cd -.59 protmems_(sLéf&]rﬁEéu)n tpidNAne /pEEéﬁEH%Née/ ENAHOEHH2 8y PROD=CA - 59

protein

| DBRREF2gi :

KERE2D Aot Ugstisire] 9ot e dse Sthpbat &, Ncl dde=gh: AF151817. 1

40 gb: NM 016y87ounigporesber 4t neuronedin U 220597s _at bridging integrator

prot i s

menber

g

sol ute carrdg®ps “%rrg,
s_at GIP bizdeng sPhOiALRosh 21

9_EGF |911eetlaeﬁa¢%t Smﬂltfilel?elék@20748 sat serine (or cysteine)
’DE

e

anti protei nase, _antitrypsin),

Z?ﬁﬁép FF@ ?Pf}!tzst PRE R YRRt igRbY 220954 s _at
o1 ylottgggq LUGOSE o[ LAYSRRILOL) Jaouber, § 221050

ypoxi a-1n uci b actor 1, al pha

subuni t15i nhidsiBb®rs aQZﬁnBMQf‘spadi) Ab@&l@b, ZSMQrQﬁ)_(ﬂ &) aRsb&F asepiaskBLAST)

221269s_

at218piR0_donnisvlbindhng eyl tHrdMy 25 G Toch6dirpE Dt @irpidd;keiGratk BLAST] _

221500 s attregmca”%mhlee@@rzmml X at nuclear pore conplex interacting

protein

03/ 105
(ALD),

at gangli
' 221712%5

famly,

30

35

40

45

50

55

2718
mat i nggg)yp

menbain;ds~
pol ypepti de213911 223680 psates
osiidest pdut a@ndhid, ea gk gt i on assom ated protein 1-
at21pre8 ocadeaip asebaiatdd peeusagenes [ BLAST]
ner%@ﬁ@x?ﬂ*lm}t}c f:,matzr chirosios 6Pe(nR8lgdespaddde nptincimeaid- 10

221746 _at Lgﬁl Og‘eq%l"ﬁl |

210371 S_ “at
210410 s at
210428 5 Tat
substrate
210448 _5_at
210802 5 at
210878 ) at
210891_s_at
211052 s at
211060 _x at
[BLAST]
211065 x at
211075 s at

mRNA, complete CDS,.
/DB_XREF=gi:

211270_x at
211284 _S T at
211300 5 " at
211358 _5_ Tat
211375 s at
211385_x_at
preferring,
211529 x at
211564_s_at
2)

211586 s at
211618 s_at

mR¥A, complete cds.

96_#t 2B SR tﬁe‘éﬁWé’E%%tﬁ@F@iﬂPﬂﬂZZl@@ﬂst &t smtretgmah S| | ent

cereV|S|ae

%75%%%5 ?%giﬁ%zm ranﬁsfzt%‘@z&%%zéﬁ% dYeashp- fam I y D

A u- Al a- Asp/ Hi s) box
region gene 5 5 221699_s
li ke 1 [BLAST]
221725 at WAS protein

WY L08R &1 61 | cal

ATP cmtrate lyase
retinoblastoma binding protein 4
mutS homolog 5 (E. coli}
hepatocyte growth factor-requlated tyrosine kinase

purinergic receptor P2X, ligand-gated ion channel, 5
serine protease inhibitor, Kazal type 4

chromosome 5 open reading frame 7

general transcription factor II, i

tubulin-specific chaperone d [BLAST]

GPAALP anchor attachment protein 1 homolog (yeast)

phosphofructokinase, liver [BLAST]

gb:225521.1 /DEF=H.sapiens integrin associated protein
/FEA=nRNA /PROD=integrin associated protein
396704 /Fi=gbh:225521.1

polypyrimidine tract binding proteln 1

granulin

tumor protein p53 (Li-Fraumeni syndrome)

neurchal guanine nucleotide exchange Ffactor
interleukin enhancer binding factor 3, 90kD
sulfotransferase family, cytosolic, 1A, phenol-
member 2

HLA~-G histocompatibility antigen, class I, G

KH-type splicing regulatory protein (FUSE binding protein

1(3)mbt-like (Drosophila) [BLAST]
gb:M31008.1 /DEF=Human intestinal alkaline phosphatase
/FEA=mRNA /GEN=ALPI /DB_XREF=gi:178443

/FL=gbh:M31008.1

211678 s _at
211929 at

maternally expressed 3 [BLAST]
heterogenecus nuclear ribonucieoprotein A3
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221759 at ribosomal protein S4-1ike 2 221766__8 at Consensus incl udes

gb: AW246673 / FEA=EST |/ DB_XREF=qgi : 6589666 / DB XREF=est : 2821951. 3prine

/ CLONE=I M\@Fo#2f3¢:951 / UG=Hs. 10784 hypot hetical protein FLg @p,@% %‘g
221786_at Consensus includes gb: BF197222 /| FEA=EST / DB XREF=gI : 906 /DB
XREF=est : 7nB8b07. x| / CLONE=I MAGE: 3561949 /UG=Hs. 12342 Honp sapl ens cl one
24538 rTRNA?]sléB Uettce 2Po780\ly ruotsbh dlelRI@FF] er family 25 (mitochondri al
oxodi car bosdHPaE.et cAPPEruclppagieim 1domogoligl6 s at ankyrin repeat and
SOCS box- it °8F+ﬁ n %91[9 L‘"‘J@g‘?fla‘?ﬁ1@2’?‘“%&“68\‘%36@“’2@”8% AR&adi ng frame
18 221419 % }§gggp rigﬁgl ﬂee%ig” gj@ﬁél EOIQ)t8£EI N Aasr?21931_s_at

chr onosone; [ nsul PRTT ke growt h factor
2, anti sen§@035‘a2;21 e deh gg@esepq&;l@hgb)ugo 222010 __at acetyl - Coenzyne
A acetyl t rzupsberase pdsased eate! Yrer CapRAEBR JAnkhi alsase)) 222011 s_at

acet yl - CoenApae s& acetoplihe aesidgsems® (@densacetyl Coenzyme A thiol ase) 30
222037A0at MAVA7 HtNi cFimdnp sreosran Evahdeddefdteiient 4 (S.  cerevi si ae)
222040 _at We'%oéﬁ NS rmpeiaearr hPF‘WuéY@@E?ot ein Al 222122 s _at retinoic

acid i nduc BL S?Qﬂ r famly 25 (mtochondri al

oxod car bo %1 aésc 5 23 HIL L o oo

stackifpyg p _Em frame 28
222206 s I{E Sac dl\égg, 5@56 ?22369 at r| bosomal prot ein

L36a 40 3821&66@&1@5@1%135’561@931’ 0255;95510ﬂ'abl e 2: genes up-regul ated at day
5 Gene NanelfBepestDesTauipt hon 5 200000s_at PRPS pre-nRNA processing factor 8
honol O:{Cb (yéh@ﬂ)l at2006&3noke @icie Ukdrywst LE translation i n| t| ation factor 3,

subuni 2gsitton, rpmpyor 2600P4okrins plareihnd dct or n| ne/ serine-rich
9  200047s L? 12% ra’h%PcFV ‘Eklaﬁsj ‘F&E’_’b?nd b Fd05BPI5E asf' of ymer ase
I, TATA b i ng®pHofetste 2ok € TR Fa 8¥’6trhesé% "00069_at
squamous cglJ; <G %ltngcs%t@ptfeg%@@z&%hss&p%,ﬁ& cetls 3 991?1 at

-Si n3- agsochadi8d 0! yRePLL e, 3naf> ubiquitin specific protease 22
15 31874_at1grovdth aSZKbBﬁbméijpﬁﬁhd D aon{allke 11 32137 _at jagged 2 33132 at
cl eavage antRiysélatadeaydtal i orengpec if tartbagtee dlphk60kD  subunit
212203 x_at interferon induced transmembrane protein 3 (1-8U)-
212206_s_at opsin 4 (melanopsin) [BLAST]
30 212218 s _at F-box only protein 9 [BLAST}
212231 at  F-box only protein 21
212251 at nuclear autoantigenic sperm protein (histone-binding)
[BLAST] _
2122689 s _at MCM3 minichromoscme maintenance deficient 3 (5.
35 cerevisiae) associated protein
212285 s at agrin
212300_at  Consensus includes gb:AL049795 /DEF=Human DNA sequence
from clone RP4-622L5 on chromosome 1p34.2-36.11. Contains the gene
for importin alpha 7 (karyopherin), up to six novel genes and the 5
40 end o ...
212307_s_at O-linked N-acetylglucosamine (GlcNAc) transferase (UDP-N-
acetylglucosamine:polypeptide~N-acetylglucosaminyl transferase)
212316_at  Rho-related BTB domain containing 2
212319 at synaptosomal-associated protein, 91 kD homolog (mouse}
45 212361 _s_at ATPase, Ca++ transporting, cardiac muscle, slow tw1tch 2
' [BLAST}
212386 s _at golgi associated, gamma adaptin ear containing, ARF
binding protein 2
212403 at solute carrier family 25 (mitochondrial oxodicarboxylate
50  carrier), member 21 [BLAST]
212408_at  golgi associated, gamma adaptin ear containing, ARF
binding protein 1
212414 s at capicua homolog (Drosophila)
212429 s at general transcription factor IIIC, polypeptide 2 (beta
55  subunit, 110kD)
212456_at  chromosome 21 open reading frame 80
212493 s at chromosome 20 open reading frame 30
212498 at brain-specific angiogenesis inhibitor 3 [BLAST]
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33322_i _at stratifin 20 34764_at activity-dependent neuroprotector
36553 _at acetyl serotonin O nethyltransferase-like 37462i at spl I ci ng

factor 3awguhuRkd; 2, 66kD _ribosomal protein L13a 38157 _abe %?&J%ggol 0og z
(C. elegans) - 25 39248_at aquaporin 3 39729_at per oxi I‘edOXI n T
39835 at SET binding factor 1 40465 at fatty acid desaturase 2 40472at

per oxi sona?lﬁtléﬂﬁesﬁll estlddopr.otwa 113G 181047 (mtime iy owbswrsh9isen readi ng
frame 16 43IBBEYIRePRABSGaheiyetaRAS wngerjdnt) fBRRIT) gBLAST) 44111 at

vacuol ar pFbt Pﬁ@ﬁr%“ﬁm’gr‘% lg s??trla@@SQCJétteﬁq BEEHEISPRr &I n S4-1 i ke 2

44696at? Obgzgiggﬁeﬁf&) Fn us %es 1@?48 ?;@L 6%1&‘@5%@“ nﬁhglfwsfi

i mmunog {ens

cytopl asmi Enﬂi‘)”ﬁiﬂezé %E@Plhz%hé‘ czaggoszz n ﬁa@?@%ﬁ“()@@ijsvﬁ&rhcng protein
8 47083 at ,prion protein Interacting pr otel n 50314 i _at chronosone 20 open
readi ng framaZZat 40atH2k64 @Absshrompgeneirll open readi ng franme 24
53071 0 at 2h34%6t dret | bEdckpoDipebhifeldRRA22 59625 at nucl eol ar protein 3
(apopt osi s2t exs or el tThn@ARBrotddned n) 55872 at solute carrier fanmily 12,
( pot assi un¥é Bér_‘?‘de r%‘ﬁ“ﬁ?a‘j{ﬁ 6¥1taér r“FFéFr’oé’PC%gE’G’G4lT‘ﬂ“°éch2r1r onosonme 20 open
readi ng fr rmtlf R o
homo oq, Drosop
”a””OSiﬁiaSéméz' ilta §]£ sﬁt eQliitzibeta 1
(fi bronect ig Qhys t yﬁep (1) nlt CD29 i ncl'udes
MDF2, - M5K1 % 2621 S,Q:@Iaggb @Q&é?laﬂph DEF(prMySﬁtleeﬂﬁthxheiﬁr ogeneous
nucl ear r|s{a@my¢b@1@59§@und}&p(13§ﬁ‘fe&mbeaittaachmmsﬂ actor A), clone
MGC: 1992, 2mRMA, aconpélitedcris. viflATRNA /RGP lrehercdgeneous nucl ear
ri bonu%Deo@ﬂZﬁBS s_8B5CoB6:$8s dnclyddsagit RSB 78R o EPAEST 39 WD 03/ 105877
PCT/ GB03/ 0ZBBSREPTH6 161 05 %6?%3%6?‘5@?«8?9%“ s/l%ai?‘ﬁ*tm%@‘ﬂ 48k©00637_s_at
protein tyr Ti7e> gg%m s at calnmodulin 1
2 nd
(phosphoryl; k? as% 33 et en Earget of
anti proki & 4 4,vac antpBAA 1175 %apgw thibAep- G u- Al a- Asp/ Hi s)
box polypepipfe™24 [ BiOpihsmiZ007 raass% g@dnp:kdbﬁ&&ﬁﬁi. C substrate 80K-H
200710 at acny'}elCaenzym&s%rdﬁ&“ﬁ;odr SgepaSElikery (T-arylchaichti@08HaDox!) at
ceroi d-|ipdBustmiinosis, neuronal 2, late infantile (Jansky-Bi-el schowsky
d|seﬁase6 212762 _s_at transcrlptlon factor 7-like 2 {T-cell specific, HMG-box)
3 [BLAST]
212770_at  pleckstrin homology domain-containing, family A
{phosphoinositide binding- specific) member 4
212774_at zinc finger protein 238
212825 _at PAX transcription activation domain interacting protein 1
35 1ike
212887 at  Sec23 homolog A (5. cerevisiae)
212880_at integrin, beta 1 (fibronectin receptor, beta polypeptide,
antigen CD29 includes MDFZ, MSK1Z)
212900 _at SEC24 related gene family, member A {S. cerevisiae}
40 212919 at  FGDl family, member 3 [BLAST]
212929 s_at fatty-acid-Coenzyme A ligase, long-chain &
212936 at neurccalcin delta [BLAST]
212955 -5_at polymerase (RNA)} II (DNA directed) polypeptide T {14.5kD}
212973 at Consensus includes gb:AI692341 /FEA=EST
45 /DB _XREF=gi:4969681 /DB_XREF=est:wd85g04.x1 /CLONE=IMAGE:2338422
/UG=Hs.79886 ribose 5~phosphate isomerase A {(ribose 5-phosphate
epimerase)
212987 at F-box only protein 9
212993 at G protein-coupled receptor kinase 7
50 213026 _at  APG12 autophagy 12-like (S. cerevisiae)
213029 _at son of sevenless homolog 1 (Drosophila) [BLAST]
213032 _at son of sevenless homolog 1 (Drosophila) [BLAST]
213041 s_at ATP synthase, H+ transporting, mitochondrial Fl complex,
delta subunit
55 213050 _at activity-regulated cytoskeleton-associated protein '
213051 _at  low voltage-activated T-type calcium channel alpha-l
subunit (CACNA1lI}
213057 _at  ATP synthase mitochondrial F1 complex assembly factor 2
{BLAST] '
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10 200747 7s-at nuclear mtotic apparatus protein 1 20Q/66at cathepsin D
(l'ysosomal aspartyl protease) 200810 sat cold inducible RNA binding

protei n 2QQBdMoss7at pl atel et-activating factor acetyl hydr op@g8godiedsor m | b,
al pha subunit (45kD) 15 200827_at procol |l agen-1ysine, 2-oxoglutarate

5-di oxygen %gin r.gx Danl 9s S ndrome type-VlI)
200864 _s a?%%,g%%u_ le(:on Srsla @fg gggé%rﬁgggg g] %tgg | n% finger
prot ei n 3131200845 esz_ﬁﬁmany@ aﬁer.%ofx%&n“ Wiy o repeat) 20

romoso

200884 at c¥ eahtaieskd paseiogehai.n. 200891 s at signal sequence receptor,

al pha (tr arglizdehrtassociaipedin pEekeijpramha) 200903 s_at

S- adenosyl h%ir%é et rdrpyehont aisie op20 00k ny &tamkiziectin 1 (ki nesin receptor)
25 200916 naif Gogeeritist 1o udrer th U17€66% ¢EPA-IST (/I BskEmgi piiaved n' )
1200950 at SFSlt'@d? gy ng?eﬂr H COPE=EVRAR: &44 968 UbiFTHE - LDAO Y EykD)n- 200959 at

f usi on wder g i Jrc%ri it F‘F%sarcorra 200965 sat actin
bi ndi ng LI V\i IE' p ?dom rprol nmerase B (cycl ophilin B)

30 200968_ 5 @hePaphi gﬁ&?“x m%@éﬂ%@éel fq% %Lé EEE 0980 s_at

pyruvat e dehpdppgenasgablidpeardsielasal pha {35162 1

/ DEF=Hono mpymemaas&eellﬂtaedsmpﬁael~ﬂydﬁox§r§&d§:l>5&1 d

| GEN=TIIF| B 71PRUD=KRABhasoe bod fonuyl ¢lye: damikbBe XRE wgie: 5163\&178

/ UG=Hs. 2280?9‘511’(%485%@6%1 ated protein 1 /FL=gb:B 35 ... 201003 x at gbh: NM
003349. 2 / BER2 Feﬁé’ne}m F’fk?oﬁp’&@ﬂ}’ﬁg‘?@tlpr'@?'] enzyne E2 variant -1

( UBE2V1), t1§§ 24 t’\zgg . / EA— /GEN:UBE2V1

| PROD=upi q@ﬂg@@g@g& ugayl xh n re 5{1@ oformb ... 40 201008
s at thior edexydTsat %ﬁﬁﬁﬂ ﬂs;l%‘i 182, L}J% qf %35&& G5l
j unction pliakeglBtis29dRA%sX Al ¢ s Inc oy 1393 FEA<EST
/ DB XREF=giz1329% 2138 c/t:DBuc}éBEEZl@preﬁzozgg a%ﬂmé GLONE=I MAGE: 4484563 45
[ UG=Hs . 1586883%_AASY 41 tgemedpradutdoshidi—gbhoABA18284. 1 gb: AF078035. 1 gb: NM
01590429 2(LG%_at i t3ahydhcox yeyd)-CoenZfnkinkedelBrdstigenase, short chain
201037 _at 8 Fr ucedwd r?&§‘e°1ai5ﬁ%vt ghene 204082 eprgropdnéems ofRE ( pr osone,
macr opai n) J |P’6‘?te§ n|t 1 5\8%( Pép 1) 201054 at het er ogeneous nucl ear
ri bonucl eerlg @d’T;F % pPla)ﬂé@ bi ndi ng protein,
cytopl 3gm 14544 RAYCI gtca%&%fd%Lté rr%@§<%ﬁt9£ﬁ on factor
11, i [BLASEhaf(10d4 at &%éﬁhﬁw eai'a ,1 adkk X RS50CIvaked,” actin dependent
55 regul at @13sf8_ehr omabiminasapharid yreseiferder 1 201079_at synaptogyrin 2
201082_s at21é fﬁa.etl n chr¢nyb6ie 23 aeeh hesmdhogrralbs cavophi | a)
_at = Consensus includes gb:AF305057 /DEF=Homo sapiens RTS
35 (RIS) gene, complete cds, alternatively spliced /FEA=mRNA 1
/DB_¥REF=gi:11094017 /UG=Hs.180433 rTS beta protein
_ 213668_s_at Consensus includes gb:RI989477 /FEA=EST '
/DB XREF—gl 5836358 /DB_XREF=est:ws25bll.x1 /CLONE=IMAGE: 2498205
/UG=Hs.83484 SRY (sex determining region Y)-box 4
40 213670_x at chromosome 21 open reading frame 108
_213682 at  Consensus includes gb:AL036344 /FREA=EST
/DB_XREF=gi.:5927743 /DR _XREF=est: DKFZp564A053 rl /CLONE=DKFZp564A053
/UG=Hs.169329 DKFZP564A043 protein
213704_at Rab geranylgeranyltransferase, beta subunit
45 213720 5_at SWI/SNF related, matrix associated, actin dependent
_regulator of chromatin, subfamily a, member 4 {BLAST]
213746_s_at filamin A, alpha (actin binding protein 280) [BLAST]
Y213773 X “at LUCT- —like (8. cerevisiae)
213838 at RAN binding protein 9
50 213842 _x at Williams Beuren syndrome chromosome region 22
: 213872 at Consensus includes gb:BE465032 /FEA=EST
/DB_XREF=gi : 9510807 /PB_XREF=est:hv76g09%.x1 /CLONE=IMAGE:3179392
" /UG=Hs.173685 hypothetical protein FLJ12619
55 %;ggg;]s at polymerase (RNA) II (DNA directed) polypeptide E (25kD)
. 213832 s at adenine phosphoribosyltransferase
213923 . at RAP2B, member of RAS oncogene family
213947 _S_at Rho-related BTB domain containing 2 [BLAST]
_213977 5 at neuronal guanine nucleotide exchange factor
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201102_s_at phosphofructoki nase, liver 201113 at Tu translation el ongation
factor, mtochondrial 40 WO 03/105877 PCT/ GB03/02595 201128 s at ATP
citrate | wieo3/238129 at gb: NM 006276. 2 / DEF=Honp sapi ens Sptygigdslodsast or,
argi ni neseri ne- ri ch 7 (35kD) (SFRS?) MRNA. /FEA-rrRNA | GEN=SFRS7

[ PROD=spl i | ct.or 35 5 [ DB XREF= 6857827
I bore " Zadfed 3E Dﬁﬂzopgf B AR H e S ot St or e shack
domai n protgt_a_lmgg{i‘(x 2@}1;; _ el GRALD ﬂﬂ:gx%%%% spnosi tol

1, 4, 5-tri phaspéEatEay amgicggmeﬂawe: 3ssobda o2, ass ikposi t ol

1, 4, 5-t bi plragpiake r etecdn) drypeind3s201198s at prot easonme (prosone,

macr opai n) 22650% gbamitiC7ridke APPaseevisia@D1209 at hi st one-deacetyl ase 1
201244 s at21€1¥3a.’{5 at R i Medimukenifapydtedt 8dncogene honol og 1 15 201247 at
st er ol reg/I At Hh %qéﬁEW“SBPﬂ@F o6r $ridE233982 off ERaBYTor 2 201255 x_at HLA-B

associ aped. €8 t‘-’éi?r%t? For/ELANETHRFERX 28 Buni t epsil on
2012716}2 a |%§Papsr‘°'0t I TR ﬁ?%"maﬁnﬁﬁﬁﬂgq’s?o&f%tt‘)@d wth

I ethal yel I 112Qt203f29§n§,nathe99} b1 9 eatled gamme adaptin ear

cont ai ni ng,21A8%s xbiknding ﬂh@éxebﬂot% %g {Mei a4y Kruppel -1ike factor 4 (gut)
201313_at gh4diM Q0419 Zholi debff=Horapt 5P neHS: 1806 apeilon pEBFEB:ideneur onal )

( EN02) I5nRIA423 FBA=RNAC/ GEN=ENOGR: s PRADEEN Ol, asenbar Xpaatietox25 neur onal )

/ DB XREF=giz188@03810edugtae. 146580 enol ase 2, (ganma, neuronal) /

l

- 201315x at 21ﬂ?%6rfe?foﬁuinh3er@cwoﬂ%r?smﬁ§p@w@a rotein 2 (1-SD) 201331 s at

si gnal tra _Zndeakts \}&Y%Fe%fﬁllf‘?éﬁ?%?‘ior?tﬁ’%eﬁn i nterl euki n-4 induced
30 201336 ﬁ"i‘ GIREREEr A % uBtinPY RISl 120kD 201360 at cystatin C
“(anyl oi aréglégwts l"‘m gl‘mr age) 201362at pol ynmerase (RNA) 111

(DNA di r ectadis ol y@%ﬂﬁbﬁgegrcégg #ddkox 204383 Seiife PR YIRS BAA) 111 (DNA
~directed) pohypeRladecksdmas kb1 u@Q13/3uadaphendsabrdy | Nternediate fil anent
‘bi'ndi ng _pr obei (REFSEKDS9BH 62 (B3 X8Ers-c at : AULBANT 7 pFCuDEEFPIROR do0kes 2 201413 at

hydroxaéter/@EﬁHs( 3726t Eymaghe hiaheOLRN3A8 enrlA, 201440, atisfatty acid desaturase 2
201448 _at ?IlAEV%_ t & &?P%efﬁﬁlamﬂcéu%s@@ﬁéﬁwzﬂm/@ﬁ pirdees PRN201454 s
at Consens o5 gbery PINRREATL4 o /F thgn 5920711 /DB
XREF=est : WS&% 7385 5™ /Rt 380 % nopept i dase
pur omygpn queﬁst QQ@%JS% 89@0%%9/% RuyB-like 2 (E coli)
201462 at WBQ&@F%%DQW?D@&R@@%& DBEH WL JchoREkases Fosbeysd ophilin F)

/UG=Hs.110630 Human BRCA2 reglon, mRNA sequence CGO06
214870_x at Consensus includes gb:AC002045 /DEF=Human Chromosome 16
BAC clone CIT987SK-A-589H1 /FEA=mRNA 2 /DB XREF=gi:2951945

35  /UG=Hs.251928 nuclear pore complex interacting protein
214511 s_at Consensus includes gb:878771.1 /DEF=NAT=CpG island-
associated gene human, mRNA, 1741 nt. /FEA=mRNA /DB _XREF=gi:244232
/UG=Hs.75243 bromodomain-containing 2
214819 s _at baculoviral IAP repeat—containing 6 {apollon)

40 215001 s at glutamate-ammonia ligase (glutamine synthase)
215089 s at Protein tyrosine phosphatase, receptor type, epsilon
polypeptlde
215210_s_at dihydrolipoamide S-succinyltransferase (E2 component of

© 2-oxo-glutarate complex)

45  215235_at  spectrin, alpha, non-erythrocytic 1 (alpha-fodrin)
215245_x at fragile X mental retardation 1 [BLAST)
215464 5 Cat phosphoinositide-3-kinase, regulatory subunit 4, pl50
215482 s at PRP3) pre-mRNA processing factoxr 31 homolog {yeast)
215498 N at mitogen-activated protein kinase kinase 3

50 215690 x at GPAALP anchor attachment protein 1 homolog {yeast)
215696 8 at aryl-hydrocarbon receptor nuclear translocator 2
215731 “s_at M-phase phosphoprotein 9
215735 s_at tuberous sclerosis 2
215807_s_at plexin Bl

55 215823 x at Consensus includes gb:U64661 /DEF=Human poly (A)-binding
protein processed pseudogene3 /FEA=mRNA /DB XREF=gi:1519214
/UG=Hs.283767 poly(A)-binding protein, cytoplasmic, pseudogene 3
215884 _s at ubiquilin 2
216033 _S_alt chromosome 20 open readlng frame 100

34



- 45 201498 at ubiquitin specific protease 7 (herpes virus-associ ated)

201526 _at ADP-ri bosylation factor 5 201545 s at pol y(A) binding protein,
nucl ear 1woOiéHiEsat MCMB m ni chronpsone mai ntenance defi cigifgRodio2ses
cerevisiae) 50 201564 sat singed-like (fascin honolog, sea urchin)
(Drosophi | a 201578 at podocal yxi n-1ike 201585 _s_at splicing factor
prol i ne/ gl ui ‘i‘]‘}engamctle%‘tceb?ﬁ’rﬁicﬁﬁ‘tplsotc'@ﬂ associ at ed)
201586_8 at, bk} _(;}1; c efﬁev qﬁ]e rich (pol ypyrinidine 55

- ShkNe %

rrac o it s it ngﬁgéﬂ'&iﬂ%giqs%%%??ﬂip?,?éfe.n ,

phosphatsas epi dik§mds in 2840 leﬂm lgaher c%ﬁq_?lr&tb
(9-27) 201632 xpEr-aficedsyrdes ded;%@r 298NS D §aiehy provitaesia1 gkl 620at
menbr ane- bo(rm#al rgemscriqpbiar &&ctor protease, site 1 41 WD 03/ 105877

PCT/ GB03/ 02598 57 2¢) B 2B=cangt-1akp ar { tosbRNAagynt het ase 201624 at

asparty) - t RNOSEy.ot 196t GrreeDiyFoiTrladen obkdlavadRd ARBFjorymaihyiearerit specific
factor 1 16 Cl%ft?bﬁ?\ﬁ?%mzeiﬂgowsgmedﬂ%n%ééwél @%‘i:?e‘ﬁsr%é’d?\‘@"gfeflﬁne 7

201645 at tﬁ;ﬁ‘é BF Foct FHER abPAeHicoR} 201e%e ot REFUPPH Pr 201876 at A ki nase

PRKA h 33 10
201689 gngt%@%ﬁ%ﬁig?& %grgﬁ%@g"dﬁfﬁ%’? Eﬁﬁﬁglﬂ%§g£8w7 s at DNA

- (cytosire- Seak@i{mfdtbf%smrzasg;migla@elzaé @kofrta9nuahepsiade triphosphate
di phosphohydrmkase=da : 9§73ab atvicwies .iuacto epd1ihbaRhddd atndsebidnipitgamra 1

201719 s at (At Kimwdyt e nmenbrane protein band 4.1-1ike 2 201726_at ELAV
(enbryoni c $E4RELs_&bRermalabed SITndonrio seypti i dng- $|[I$é?-‘15‘11 (Hu antigen R
201746, thp?_&tt ?'-’H“%S@(L Fraumeni syndro % 01747-s at scaffold
at t achrfent atB 2 'X‘/'Co‘é‘}ﬁé?oé}z{i‘f’%ts"lre o9 ’e’é ucPEPe! 201795_at
lanin B rec%pc;u qgc em BUKent & "ty opl asmc 201828 x

at CAAX boXgpilqy § esi,prg,ge %ggl §§§m‘321 201841 s at heat shock

27kD protei @17]221“2,9]3& ﬁmsb@ﬁdlqag notiflipHesbof 16ycl e 25B 2018G5 7s at
di aphorZse ¢NADH) x (aytochor®ténd v edungt Bsepin 4201889 at fam |y with
sequence siBhil144api £ \at3Comenier i6:130e 2 GbIRBI2A68 @ laKDEHsHbne s4pi@B1OBVA s at
aspartyl anfkﬁﬁ§é§1|ﬁ;ageplone HEMBA1002547, highly similar to Homo sapiens
agrin precursor mRNA. /FEA=mRNA /DB_XREF=gi:10432794 /UG=Hs. 273330
Homo s ...
30 217716_s_at sorting nexin 11 [BLAST]
'217717 s _at mitochondrial ribosomal protein L42
217718 s at mitochondrial ribosomal protein 142
217749_at ring finger protein 12
217751 _at spastic paraplegia 3A (autoscmal dominant)
35 217755 at  hematological and neurological expressed 1
217759 _at sperm associated antigen 10
217767 at complement component 3
2171770_at  tripartite motif-containing 33
217779_s at zinc fingexr, DHHC domain containing 7
40 217794 _at  TAF7-like RNA polymerase II, TATA box binding protein
(TBP) —associated factor, 50 kD
217807 _s_at glioma tumor suppressor candidate region gene 2
217809 at G protein-coupled receptor kinase~interactor 1
217836_s_at chromosome 20 open reading frame 44
45 217853 _at ATP synthase mitochondrial F1 complex assembly factor 1
[BLAST]
'217906_at  cyclin D-type binding-protein 1
217911 5 at BCb2-associated athanogene 3 [BLAST]
217914 | at nucleoporin 54kD
50 217918 at  ORMi-like 2 (S. cerevisiae)
217957 at ORM1-like 2 (S. cerevisiae)
217964 _at elongation of very long chain fatty acids (FEN1/EloZ2,
SUR4/Elo3, yeast)~like 2
217969 _at chromosome 11 open reading frame2
55 217970 s at solute carrier family 12, (pota531um—chlor1de
transporter) member 5
217973 at hydroxyacid oxidase 2 {long chain)
217983_s_at RTC domain containing 1
217984 at RTC domain containing 1
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201970s_at nucl ear autoantigenic sperm protein (histone-binding) 202039 at
TGFB1-i nduced anti-apoptotic factor 1 202043 s at sperm ne synt hase 35
2020607at wehos/gegnri ne nucl eoti de exchange factor (GEF) 10 p2P@B5obs
protein tyrosine phosphatase, receptor type, f polypeptide (PTPRF),

I nteracti ng rotein (liprin aI pha 1 202097_at nucl eoporin 153kD 202104_s
at spastic? g a’é% &‘1170"1"6& bﬁ‘sg é-*f%itr?ﬂnc‘%? 83l ed 40 aut osonal

- recessi ve) g amly A (ABCl), nenber
c L Z%tp Si i
sudD suppr 35649 RE BT 000 A B 54 5 202133 at centaurin,

202119 s ablggﬁ—ge at ed protein 2 202130 at
beta 2 20236074 ssaadsemyhmgy@&n@w%hyﬁn@@&e like 1 202139 at

al do- ket 0 reedugt ase fratidagiahdirembehthde(afl atoxi n al dehyde reduct ase)
202151 s a2lemgo_antt gbrNy 6§ 10p|. asitEe-E@io yadiiens iungo preptet moRaib01202159 at
phenyl ?éan |Pﬁet%1RNAW’§1—M h & e/ FEA@RRED 2/LER=BRR1pr AFREP-HTDE D nesp@a€- didmiagn 1
202171 Alnerqheh rDBp?F%tFegﬂn 13824687 0UBHs sL 647 (1R ppephudiamappot®i n 202182
at N> ge ag C?l]:O

x at pol yp&&bgﬁgﬁage tm@ E}é i ’é?aéj

carrier faghpy,#atneuned n(o%&%énzl %en 5gcreat| ne), menber 8
20222085 cahsyimapi n 11424 VW0 Q3 194958 7 P /GB03/ 02595 202228 s_at dynein,

" axonenal , iznbessredi atrp@lsypeRbi dend $2082308smatorcal ci um honeost asi s
endopl asrri @149 _cubturB-pedt erans1203340 @nepol o-11 ke ki nase (Drosophil a)

12

0- aci nt hie5| s b- I|ke 2 55 (yeast) 202189

202219 at solute

202241 _at @A8W8% sdp¥ fRVAEnEnd ontfacroreinlls 202251 at PRP4 pre- nRNA
procesz ng fléé‘%fms_ﬂt IFIRBTYS L€ yéaml)atl%zzigaétm%aé‘m%a%ﬂ#@sbﬁa&% 4
dehydr G %89 °§‘r%FE°SP 1<f SRS Repagi #o®e i | ed- coil contai ni ng
protein 2 3 -Eg'tg f_é’P é;g 'g %A ﬂg tlon fact or
ase CCAI rln e
scrl Pt on Fact G f 1T & Bol Sept i al pha 10

1 202320 %Q g
subunit, 2 ggﬁ s262 % %gpglrugnsgrlcgﬁlgg Iﬁ@g&gr bgta202357 s at
B-factdf, pneper dltn [dBIL&SE]; 3&4. Sgalqgihl eacherCal |9 ns- Franceschet ti
syndrome 1212024Q9 atFkbnG ilihdidg jeotghowish (Paaiey 2 (somatonedin A) 15
202411_at 248263 er an,rasdiquhbed wdue ifohelpr obwier R7 202424 _at

m t ogen- act4i§aded_p¥ FBEPh PRPTIESE MQ‘?&S%’-HE f%?llﬁ Borgloghbeytedt i pi d

t £h m 4
sScr aﬂbgél S€ 2%82??-& 4§L—%:a§£gllo §ﬁggﬁ?1d dlfferentﬁlon!'—assoc:tated protein 1-
like 1
218323_at  chromosome 15 open reading frame 12
218328_at  mitochondrial ribosomal protein S2
218366_x at WD repeat domain 13
35 218379 at RNA binding motif protein 7
218388 at 6~-phosphogluconolactonase
2183981 at dual specificity phosphatase 12
218415 at vacuclar protein sorting 33B (yeast)
' 218422 s_at 3-oxoacid CoA transferase 2
40 218437 _s_; “at leucine zipper transcription factor-like 1
218443 S at DAZ associated protein 1
218448 . at chromosome 20 open reading frame 11
218450_at heme binding protein 1
218494 s _at SLC2A4 regulator
45 218496 at - ribonuclease Hl pseudogene 1
218529 at  toll-like receptor 7
218592 _s at cat eye syndrome chromosome region, candidate 5 {BLAST]
218652_s_at protein phosphatase 1, regulatory (inhibitor) subunit 14D
218659 at  chromosome 20 open reading frame 36
30 218697_at G-2 and S-phase expressed 1
218740_s_at CDK5 regulatory subunit associated protein 3
218744 s_at protein kinase C and casein kinase substrate in neurons 3
218755 at RAB& interacting, kinesin-like {(rabkinesing}
_ 218756_s_at matrix metalloproteinase 28
55 218767 _at  chromosome 12 open reading frame 5
- 218773_s at kinesin-associated protein 3
218796_at chromosome 20 Open reading frame 42
218821 at aminopeptidase—like 1
218839 at

hairy/enhancer-of-split related with YRPW motif 2
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202464 _s_at 6-phosphofruct o- 2- ki nase/ fruct ose- 2, 6- bi phosphatase 3 20
202478 at i mmunogl obulin kappa joining 1 202510 s _at tunor necrosis factor,

al pha-i ndygeehfaspbei n 2 202534x_at di hydrof ol at e reduct asgg8BBaRswt
EGF-1i ke-domain, nmultiple 6 202540s_at 3- hydr oxy- 3- net hyl gl ut aryl - Coenzyne
A reductase 25 202569 s at MAP/nicrotubule affinity-regulating kinase 3
202589 _at Ztlﬁ |a¥%l*‘ PRt rechi zeml%ﬁmglwmwmse beta 202686 _s_at
AXL recept% % %% lal 744 ? 53121 b ﬁ'g hosphat e synt het ase 2,
aspartate sca h %O t lin-1ike
growt h 5act291§8 ddtné_ % ﬁt &Z ﬁg T ot al&ﬁ éz&%g !

ATP- bi ndi ngzlea%gfgteghmst,@ny Ypda Rhe 1@ENbDEer 1 202809 s at

down- r egul ategbd Bt cohwtaoaaﬂc:swtlpéiﬁ 2&%&2 _cAkor@lsueoHiednss, cahdiliate aci d
(Ponpe di s@aswlwgtyccgmcslm agel ghseiasendlpgpeled i) 202836 s_at nannosi dase,
al pha, _cl a$d8pi8 apentharedat@GR8EBgeaborR¥KS r ecept or- 1 i ke tyrosi ne ki nase
2028707 é tzlm%ﬁld@yvﬁsﬁe@lﬁcml é22yshorgrggses.likerevi siae) 40

202890 a_t?180Ns&hsudYRid é?zB/VFEA-EST / DB XREF=gi : 6576051 / DB
XREF=est : xiJ8gnl -3+ P&é\g&bﬁg 2685929 / UG=Hs. 146388

m cr ot ubul nggmgattﬁ cRIh% FARRAT N o] e} 0398Q.1 202917 s_at 5100
cal ci ursbi pdbiigy Rr &t ekso B k&R %ﬁﬁ@fh niAkig x84929 s at D-dopachrone

t aut omer as 1455120203 4ed rall EXHIs BATR 1 8n [ﬁbé&Thxﬁoggﬁﬁ@@ta&e SRYais@ex

det er m ni ngubegitonsexpi box 9 (canponelic dysplasia, autosonmal sex-reversal)
- 202951 at <@Pi¢fest hr eomihidokdtiralpB8ge®2B32962at ki nesin fam |y nmenber 13B 50
202979 sat?-l%:eﬁﬁ'érmFﬂé?@en@ﬂfaémﬂHPSOMG?tew $PFR098 s at |ysyl

oxi das 0) 9263@2@’&?1“%@‘&? @loo? n éﬁﬂéﬁégt%ﬁ €I"étoease i nhi bitor

(anti | euko g? Abse )E ;Bm%@g 8 652”:5 ng me
sul f at e2- 0- angterds olin 1, caveol ae protein,
22kD [BLAS gb% n&m%gmél%n&néidg ¥ ep.&ltﬁb oPESS R BE S peafddinag- LI M

protei p§} 203098 at chrom) omain protein, Y chronosone-like 203102 sat
mannosyl (&ipha %, &= ryelipcapsaiient Hiaks inRidikor 1C (p57, Kip2)

acetyl gl uc@@éﬁ#ﬁlyj_w ansieriased 43 WO 03/105877 PCT/ GB03/ 02595 203103 s at
H V TAT spééPPilsiscfoprobepu3roBlied rretiteosi capétyl Cr neitrvedl 3 meB Bs at

| ut r2|1 G%éllﬁ% P &R PEU dival ent netal t t
A R R T a7

219880 at conserved intergenic sequence 2
219911 5 at solute carrier family 21 (organic anion transporter),
member 12
35 219914 at endothelin converting enzyme-like 1
220079_s_at pecanex-like 3 {Dxoscphila)
220092 s at gb:NM 016007.1 /DEF=Homo sapiens CGI-~59 protein
(LOC51625), mRNA., /FEA=mRNA /GEN=LOC51625 /PROD=CGI-59 protein
/DB_XREF=gi:7706297 /UG—HS 278867 CGI~HY protein /Fl=gb:AF151817.1
40 gb:NM 016007.1
220212 _5_at neuromedin U
220597 . 5 T at bridging integrator 3
220690 s at EGF-like~domain, multiple 6
220748 s at gerine (or cysteine) proteinase inhibitor, clade A
45 (alpha-1 antiproteinase, antitrypsin), member 10
220925 at transgene insertion A2, Pierre Coulombe
220954_s_at solute carrier family 2, (facilitated glucose
transporter) member 8
221050 _s_at GTP binding protein 2
50 221203_s at hypoxia-inducible factor 1, alpha subunit inhibitor
221264 s at Alphal,2-fucosyltransferase a [BLAST]
221269 s_at SH3 domain binding glutamic acid-rich protein like 3
[BLAST]
221500_s_at syntaxin 16
55 221501 _x at nuclear pore complex interacting protein
- 221509 at density-regulated protein
221562_s _at sirtuin silent mating type information regulation 2
homoleg 3 (S. cerevisiae)
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203137 at M phase phosphoprotein 1 203153 __at interferon-induced protein
with tetratricopeptide repeats 1 203155 at SET dommin, bifurcated 1 10
203184 _at wig dyipkd7rn 2 (congenital contractural ar achnodact];dwa;mgz@gg]g% s_at
NADH dehydr ogenase (ubi quinone) Fe-S protein 8 (23kD) (NADH coenzynme Q
reduct ase) 203198 at cyclin-dependent kinase 9 (CDC2-rel ated ki nase)

[ BLAST] 283%18_s 3t ABRidantiegp hrsshibe bé%yﬁamrbmﬂ éple8e NELEEH3D24 at

chr onosone? %%}‘Fll adl ng frarre 3 at uridin phoryl ase

203244 _at é%?dq 3 fgﬂgme @%15”?2 18 bb‘fﬁf\/lp6§ %g Q‘%EF Hormo sapi ens

tUNDr SHIPPLERAGT r%i B Al s iat L e el e, L { Ocs 4B xS 1-

I FEA="RNA n GENT Dz 7) ROD=t unor suppressor deleted in oral

cancer -rel atedk s/a@BQﬁRE:EagﬂaerEQ&:J&@ 17 ps@&iddbre SipahsBNA segnent on

chr onpsone 2X1128ndqueyad 328t exprasagyd nebguence 203276 at lamin Bl 25 203282

at glucan @21%41a$ ptrachronosame B0 ngpeanesadind frghydgen branchi ng enzyne,

Ander st dir3EHSeat g| yebdhintidkage di sease type I\/) 203286 at Rho-rel ated

BTB donai n athi ngl@%%%’c’ ?lr’p%T My %%0 2, regul atory subunit
rﬂ?sé

B (BS6) - %%g@*’f‘ %@@% RS dEagi g, { r are

108 203391 ggg& ng protein 2
(13kD) 14 FKBESJne

4_- 82

c@’aﬁg 37:!28%65@6 binding protein 2
(13kD) '/ DB/ ¥iRiREsH §:4 1063be/ ME-kieeR 24298 fk062 bicndiperunpe odseipe® ... 35
203417 _at nue+mi idm42l haie aapngisatRehepzaiBei RN s2PRB438 s at stanniocalcin 2
203477 at cellsagemt typeeXVarmlephterily 203482 oghorrimel fanegbranspuyisits 334
203495_at syrdechn =Pk Atndecan) 40 203552_at mitogen-activated protein

ki naseZRi n&géﬂll&ﬁaﬁs’:eam(ﬁf&é’er@eal?&W‘S?ZCSQBS‘SG@HE?’LMHC%rﬁ LA%E a,

conpl ement ¢ ¥ oufRESMOSeRS 22 SRS TSI 9] %8S BlLAST), 203683 s at vascul ar
endot hel i al; R i 0 e Y0 open reading frame

13 203739%§1§é2"§_3€ Q§£119J-9i1~?é O Lsaﬁ£l§n§50| d sulfatase

(m crogenabpioedl ¥t suktslasg: GrokspzyA® S 203775_at solute carrier famly
25, nenber 233010Cht I i BletAOCIERYN2)XA abet i€ atdteeadS 2 casavhsétad) 203818 _s_at
splicing faocemnyn3a taubluet 3, 60kD 203825 at bronpdomain containing 3

203828 s at?2z¢iicsfdtn gpt}ﬁ;—@p@z}zrymg% acetyltransferase 2 (acetoacetyl
- Coenzyme A tglolase)

30 222037 _at  MCM4 minichromosome maintenance deficient 4 (S.

cerevisiae) :

222040 at heterogeneous nuclear ribonucleoprotein Al

222122 s at retineoic acid induced 17 [BLAST]

222131:#_at solute caxrier family 25 (mitochondrial oxodicarboxylate
35 carrier), member 21

222154 s_at golgi reassembly stacking protein 2, 55 kDa

222155 s _at chromosome 1 open reading frame 28

222206 S at P21 {CDKN1A)—~activated kinase 6

222369 at ribosomal protein L36a

D
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203831 _at [BLAST] 55 203848 at A kinase (PRKA) anchor protein 8 203867 s
at toll interacting protein 203919 at transcription elongation factor A
(SI), 2 weliddasszat GRB2- associ ated binding protein 2 203/HcBiz/Ry9%apsi n
11 44 WO 03/105877 PCT/ GB03/02595 203976 s at chromatin assenbly factor
1, subunit A (pl50) 204022 at abhydrol ase domain containing 1 2040307's at
schwannom n interacting protein 1 204058 at malic enzyne 1,
NADP( +) - dependent, cytosolic 5 204133 at cyclin E2 204136 at col | agen,
type VI1, alpha 1 (epiderndlapse 2:badriegsap-redykttedphii day dom nant and
recessive) 204142 at SRY (sex determ ning region Y)-box 6 204143 s_at SRY
(sex determining region Y)-box 6 10 204178 sat RNA-binding notif protein
14 204224 s at GIP cycl ohydrol ase 1-(dopa-responsive dystonia) 204238_s_at
secreta ogﬁﬁmﬂEﬁmﬁanGeeaﬂéﬁaﬁuﬁFﬁ@|ng proteln 204274 at Consensus i ncl udes
gb: AA812215094Eas T FREHBTR REWE 8?%0 s%

J CLONE=I MA 01_2.{%8959*6”{ aﬂ%& % ﬁz"té%‘t ﬁag;%’ﬁtﬁg%ef&%?rﬁ’ nAREs
aSSOCIated %%h 0Q2 ﬁ%né Eanh 3204275 at small optic
| obes hormlzggw(ﬁgoa%op} ﬂ@i}a gﬁg { 204372sat KH-type splicing
regul agory 2ps@isEbd ( bk bzm%digmwa@taem Tzaﬁh 2hx 204383 ab-oediat hrim~ heavy
pOlypeptldeskmﬁﬁtédzﬁéﬂ&i ab pot assi um i ntermedi ate/ smal | conduct ance

- cal cium acpPeest ed chagnwelus selldf amdiyoN, aneideer relcR0443D by Rtceblk dr yot i €
transl ati oROPHilt pht | GAnPasOrigtAd PplaPﬁH&ﬁé%oﬁ@kDZS 204475at matri x

netall ro?@?%ﬁ%ﬂtl ﬁﬁ%ﬁ%@lﬁﬁﬁFﬁﬁbPFﬁgﬁ 2044807s at chromosone 9
open r 8 f‘[—ége 1@:”3 5 atPHT- o dolifh *cont ai ni ng 1 204521 at
cleavage a ade Kk ni 204531 s
at breast 1, ggr onsé?%8¥%ﬁ%i§é&&9£E%huap%r?#ﬂggg%4§ggﬁgt
|nterferongggmﬂglgge@tggmngZOkE» 204717 s_at solute carrier famly 29
(nUC|eQQIdeét&@ﬁﬁporh@tﬁ%ﬁw“&ﬁﬁheﬁﬂzn&ﬁx@géﬁﬂ&oﬁ at transnenbrane protein 5
204839at nerbiREe- bowedt fysensciHipt t-onthdcransfereoteddks site 2 204849 at
transcri pt i33h6% dcebr Spilkeins oo c3hebibuniibop- REKP x) 204857 at MADL
mtotic arPé8¥2_@é&f i cFéHPSquaRePTtg %é’é?% 204858 s_at endot helial cell
gromﬂh £ &—tplat et - @Pfﬁb ) {40 R9A8T5 s at  GDP- mannose

, 6- de%yd - at pe:_:ox:l_redox:_n 2 [BLAST]
39835 at SET binding factor 1
40465 _at fatty acid desaturase 2

{

40472 _at peroxisomal farnesylated protein
30 41047 _at chromosome 2 open reading frame 16
41858 at RAB30, member RAS oncogene family [BLAST]
44111 at vacuolar protein sorting 33B (yeast)
" 44654 at ribosomal protein S4-like 2
44696:at protocadherin beta 17 pseudogene
35 46665 at sema domain, immunoglcobulin domain (Ig), transmembrane

domain (TM} and short cytoplasmic domain, {semaphorin) 4C
4’7062 at Rho GTPase activating protein 8
47083 _at prion protein interacting protein
50314_1 at chromosome 20 open reading frame 27
40 52164 at chromosome 11 open reading frame 24
' 53071 _s_at hypothetical protein FLJ22222
59625_at nucleolar protein 3 {apoptosis repressor with CARD

domain)
: 55872 at solute carrier family 12, (potassium-chloride
45 transporter) member 5
' 60474_at chromosome 20 open reading frame 42
64474 g at RNA binding motif protein 15
65884 at mannosidase, alpha, class 1B, member 1

91703_at integrin, beta 1 (fibronectin receptor, beta polypeptide,
50 antigen CD29 includes MDFZ,' MSK12)
200593_s_at gb:BCC03621.1 /DEF=Homo sapiens, heterogeneous nuclear
ribonucleoprotein U (scaffold attachment factor A), clone MGC:1992,
mRH¥A, complete cds. /FEA=mRNA /PROD=heterogeneous nuclear
ribonucleopro ...
55 200618_at LIM and SH3 protein 1
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204908 s at B-cell CLL/lynphoma 3 204990 s at integrin, beta 4 205000 at
DEAD' H (Asp-d u- Al a- Asp/ Hi s) box pol ypeptide, Y chronosone 45 205053at
primase, wo ypapsizde 1 (49kD) 205068_sat paternal |y expr egSedpddo28p155 s
at spectrin, beta, non-erythrocytic 2 205199 at carboni c anhydrase | X
205202 at prote| n-L-isoaspartate (D-aspartate) O-nethyltransferase 50
205353 s_at 2H16381att i comfiimdnapicat 8,0 s@OB3822,s 1a5kD conponent of conpl enent
(adi psin) 2 —%ﬂat t?im Gdé?@?ﬁﬁ’msalﬁtayﬂ ransftrasewel [ acet oacet yl
Coenzyme A Pfﬂ?hﬁﬂéltaéﬁekﬂfnaﬁ?rl yelrnber X 55 205449 at

cl eavages an vaden t ﬁ %F‘ 9%¢ 5 rpLifgmgpre sabihcy Po5501 at
phosphodi esfb@(}?gseiqug €§ CSI Kl AS E;été’ﬁllﬁ YRERTESt Tt B ¥ Hange
factor 20552)7?3&Tatgen&c£ﬁug &S é)rAg@gh en§§§0%@} ad,protein 4 45 WO

03/ 105877 PONTEB03/402E4513205584kcat0s8EE Rat-acad Berla@jﬁ{fahm@eart) [ BLAST]

205546 s at (iapebsiBielkdhoasky 2125662 s at 2', 5 ol goadenyl ate synthetase 1

(40- 46 Kb) 202305513“5_61@ mclpef edteiichambaxiw pra®i688 s at N MA (never in
mtosis gen &_ate| atdeRsimaBellysosopabeBRast dt psvimiabenucl ear RNA

~activating 3% ge%eatp %ﬁ%@mm PyokipI2eBTebnat BCL2-interacting kil ler

(apopt osi _s-g.% il s agtiyptHig KM@@'@@HW%E#%WBS%@W% PC4 and
UL PR M S o
| UOoF. 306100000 sandbEr s BRSSO o Snestepedin U 206095_sat gb: NM

' 006625. 2 / DERsbime: SapinensinbeS-@s66iGi ated serine- 15 arginine protein 1

(TASRL), nFAST73 BEALTRNAH GENSTASRL SAPRAPSTLSGh AEBACkas«ad) seri ne- ar gi ni ne
pr ot ei o] /%9@89(12@#— | cTEROEBY RinaskG=HEn 288038 TL ... 206102 at tripartite
not i f - cont & h% ?@sz@eg“%ﬁcea#ﬁ?@mcrr ARIPI2Q (DB 3OcasgessastiaFédr on,
ganma- i.ndudj raéf “ad 6 206499 s at chronmpsome condensation 1

206785_s atzd@g ool Learih (gﬁ%ﬁe%a%@ga?}a@ﬁbf amily C, menber 2 206809s

at het @sogenmous JHel Sah Il EAPLOTEIH . A% 20700 n |
adenonma gemmobskatl 2&5:t237&16t @LO@EQIﬁsng&ﬁ%kn%éugﬁcigé?agg% rl}AST]

207122 xat XGPsptatansfisiase dteﬂinehyfroﬁyta&ehspmahﬁgna}alaen@bsawoagerr| ng,

~ menber 2 200965_s at actin binding LIM protein

200967 at peptidylprolyl isomerase B {cyclophilin B)
30 200968_s_at peptidylprolyl isomerase B (cyclophilin B)
200980 s at Pyruvate dehydrogenase {lipoamide) alpha 1
200990 at gb:NM 005762.1 /DEF=Homo sapiens KRAB-associated protein
1 (TIF1B), mRNA. /FEA=mRNA /GEN=TIF1B /PROD=KRAB-associated protein 1
35 /DB_XREF=gi:5032178 /UG=Hs.228059 KRAB-associated protein 1 /Fh=gb:B
201003 x_at gb:NM 003349.2 /DEF=Homo sapiens ubiquitin-conjugating
enzyme "E2 variant 1 {UBE2V1), transcript variant 2, mRNA. /FEA=mRNA
iGENmUBE2V1 /PROD=ubiquitin-conjugating enzyme E2 variant 1,isoform b
40 201008 s at thioredoxin interacting proteln
201011 at ribophorin I
201015_s_at Junction plakoglobin
201024 _x_at Consensus includes gb:BG261322 /FEA=EST
: . /DB _XREF=gi:12771138 /DB_XREF=est:602373079F1 /CLONE=IMAGE:4484563
45 /UG=Hs.158688 KIAAO741 gene product /Flr-gb:AB018284.1 gb:AF078035.1
gb:NM _D15504.1
201034 _at L-3~hydroxyacyl—-Coenzyme A dehydrogenase, short chain
201037_at Phosphofructokinase, platelet
201052_s_at proteasome (prosome, macropain) inhibitor subunit 1
30 (p131)

- 201054_at heterogeneous nuclear ribonucleoprotein A0 [BLAST] _
201064 s_at poly(A) binding protein, cytoplasmic 4 (inducible form)
201065 . _s_at general transcription factor II, i [BLAST]

201074 at SWI/SNF related, matrix associated, actin dependent
55 zegulator of chromatin, subfamily c, member 1

1201079 at synaptogyrin 2
201082 . _S_at dynactin 1 {pl50, glued homolog, Drosophila)

201102 s at phosphofructokinase, liver
201113 at Tu transiation elongation factor, mitochondrial
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207140 at al kal i ne phosphat ase, intestinal - 207165 at hyal uronan-nedi at ed
notility receptor (RHAMM 30 207196-sat UDP- Gal : bet ad cNAc beta

1, 3- gal acwapddriossrst erase, pol ypeptide 5 207414_s at pai rgeRagdgseym no
acid cleaving system4 207564 _x at O linked N—acetyl gl ucosam ne (GLcNAc)
transferase (UDP-N acetyl gl ucosam ne: pol ypepti de- N-acet yl gl ucosam nyl
transferasé 1198 90F6RPP sinratATR=sendi ng cassette, sub-famly F (GCN20),
renber 2 ]71?_‘94%‘: at, 9%@?%_%62(7&2 d?@ﬁﬁoﬁ%)s EonseFRHsany MaFkTor, Q ade H

heat sho@ g[;g‘ P b R Iy BEESHRE] 207723 s
¥ Ki | lgr EE <Rl Aol E‘Igé‘j g 6?"" ’f‘%rﬁ F 7 C(ﬁ%ﬁber 3 2077-230_5 at
14 8578d7 [tk . :
nucl ear” r eeePtad s G- EERT SRS agnadf RQTL6 zf at conponent of ol i gomeric

gol gi conpbexisd 0482416 sBbciMNbnA8S0 et £G zi nc finger protein
(puri ne- bi pding_st4raaseH-ipti on factor) 207831 x at deoxyhypusi ne synt hase

207842 s aRO¥AB8 n 4tBLASEod S, 20784 Tpleabhiic irecebtot f apssmabr ane 208072s_at
di acyl Y yc@pbl8sks s énosdébl a. ( 130k DYha2pB4wO raadpt DEADY b 3
(Asp-d u- APal#%‘?pﬁHtsprwsm ympm@le ma¢rp@HR 26| Rbuidl i ters@Thavml og, S.

cerevisiae {BLAST] 208152 s at NM 004728. 1 / DEF=Hono sapl ens DEADH
(Asp- G u- ﬁ%ﬁ?ﬁ mur ’]‘]}&%e)ﬁrz% ( DDX2 %ﬁgn;%gg

| GEN=DpX21 'E gi

XREF= gD‘P?(lS%g S/ L\ B ass B b R?%éig % eﬁ(‘)z‘m) sapi ens
epi pl aki n 20{ZPKL) , cotiIMA 1/e Bl pBHREP=epi pl akin 1

/ DB_XREF=gi018876385 RN,EEmﬂnggbrd‘dwhﬁ&ha&&x{hla&&w%ma{as@@ﬂﬂdd with
(Asp- d u- Aketbapyédls)y) box pol ypeptide 11 (CHL1- |ike helicase homol og, S.
cerevid? ae Omwtxgaigzaﬁﬁqwelte@et ganina4adaptde (ges oranftpieingr GEREI n 2 '
208270 _s_aP* J@i@ nBA°ts f*ﬁlr?op dase (am nopeptldase B) 46 ..-- WD 03/105877
PCT/ GB03/ 0 A sa 083§6 s, at gg coprote| n,
Cynat e S25Eza0r f“ég %g%gggeagg ey
20843625 aaelafnngﬁe/rognxmg -%Te@idi A sl ne
phosphat asaetygai) VA. rrerrber 2 208621 sat villin 2 (ezrl n) 208625 s at
eukaryoti c20T sk adt dmten’:ﬂeicmaﬁhmﬂ:eﬁaﬂidhﬁmék\bgamr@xoﬁeanQ8(6.36DB.t actinin,

al pha 1 20864B1as_Ftash tehinghosphate afbiveeey | dfr armfseragdol 6,10 208655 at
cycli n% 268‘“‘%‘%}351‘ Acp ome 20 open readi n frarre 54 208700 s at

transk Z@’Aéz ni ERFCI%BFS‘C?@E;?X anglgg?thy and cere%rglt. herqgrr%agepet a (A4)

precursor- b]§%2p£9tebol erase (RNA) III (DNA directed) polypeptide F (39 kD)
201363 _s_at polymerase (RNA) III (DNA directed) polypeptide F (39 kD)
201373*at plectin 1, intermediate filament binding protein, 500kD

35 201379 s_at tumor protein D52-like 2
201413 at hydroxysteroid (17-beta) dehydrogenase 4
201440_at fatty acid desaturase 2
201448 _at TIAl cytotozic granule-associated RNA binding protein
201454 _5_at Consensus includes gb:AW055008 /FEA=EST '

40  /DB_XREF=gi:5920711 /DB XREF=est:wy98c09.xl /CLONE=IMAGE:2556592
/UG=Hs.283007 aminopeptidase puromycin sensitive /Fl=gb:NM 006310.1
201459 at  RuvB-like 2 (E. coli)

201482 at quiescin Q6 t

. 201482 at  peptidylprolyl isomerase F {cyclophilin F)

45  201498_at ubiquitin specific protease 7 (herpes virus-associated)
201526 _at  ADP-ribosylation factor 5
201545_s_at poly(B) binding protein, nuclear 1
201555 _at  MCM3 minichromosome maintenance deficient 3 (S.
cerevisiae)

30  201564_s_at singed-like (fascin homolog, sea urchin) (Drosophila)
201578 at podocalyxin-like
201585 . _s_at splicing factor proline/glutamine rich {polypyrimidine
tract binding protein associated)

201586 s at splicing factor proline/glutamine rich (polypyrimidine

35 tract binding protein associated) .
201598_s_ at inositol ‘polyphosphate phosphatase-like 1
201601 . X _at interferon induced transmembrane protein 1 (9-27}
201612 at aldehyde dehydrogenase 9 family, member Al
201620_at membrane-bound transcription factor protease, site 1

!

41



208713 at protein tyrosine phosphatase, non-receptor type 21 15 20B714at
NADH dehydr ogenase (ubi qui none) flavoprotein 1 (51kD) 2087197 s at DEAD/ H
(Asp- G u- Wewsgd#Hi s) box pol ypeptide 17 (72kD) 208729_x pEr/ambb2s0s

hi st oconpati bility conplex, class |I,B 208774 at casein kinase 1, delta
208794 s at OS [ SNF reI at ed matrix associ at ed, actin dependent 20

regul at or og P Tedtti #EP2E A gyathatapber 4 208804 _sat splicing factor,

orfrlsetatty B F U Ay, 1 Bt g gl T

| CEN-DKIZ008a182. 4k PRI ok eafl 0 84ild BB XFEF=1 12052789
/ UG=Hs. 17368&Ld2gpai hetendBcin C K2 protein tyrosine kinase 2

208858 s at 28MB5pepeat kekambn N97 208863 sat splicing factor,

ar gi ni ne/ sef¥¥@5ratth A Kispis dPRIg) f awsdtor pidredd tier nate splicing factor) 30
208880 g%at”&ﬁ?énﬁs onErizeriggermatédd¢angairiage3d4 208890 s at plexin B2
20BB91 Gngéﬁth‘E‘PFyPrﬁﬁ%plﬁ’é?ase 6 208892 s at dual specificity

phosphat ase Gﬁiggt rote X 35 208912 s at
gb: BQD013625 ?f’%@' Dﬁtoé gh‘é ¢ ‘ig@n@ﬁf\ﬁé tide 3
phosphodi eshg{tgggve ¢LA8 P T e R T I PER=FrRNA

.-/ PROD=2133- cygd7ie¢ &ucl eoih e mo&phodl esterase /DB XREF=gi : 12655028 /UG
... 208923 za17ayloplasiiter nebesi@C bk iprsdral 1. 111140 2208928 at P450
(cyt ochr one301g%e dor edeiRvasenbryf8e30siatal| niapbek irhsienhaneebpi Iad+-Digkef act or
3, 9D 20893®0a¥ntpapnlﬂ)ary renal cell carcinoma (translocation-associ at ed)

208968 zgft %ﬁ 644@*{0 F‘@@Hd’a@é‘r%ﬂf &8RP | (pitFraveanersyBlOoneal dose reductase) 45

208978 é chrenih g8 Bt RNA binding notif protein 10
208998 _at u Ag’lg rﬁ’c ﬁt?ﬁ%lhﬁﬁﬁtéfe proton carrier) 209007 s at
sol ute car ri@ral af | yb &E‘&Eﬂ@:ﬂi& phosphat e

cot ranspor t es)s2sTre il e@AAZ( 155;: 209029 at 9 Constitutive phot onor phogenic

honol o@5subzoiiss37#  (Wisabhdl@psiar)1209053 s at Wbl f - Hi rschhorn syndrone
candi dat e 12012@90%HAtshert Malck- Hupsphdiesin syndrone candidate 1 209075 s at
“br onpdomai 2USREatitnee 4 S7isden £8sle 258 pl atel et-activating factor

acetyl hydro gﬁ —“1‘—§Gf PIse BEPHY offefrechiropg FrI0reWCL AR ear —r ecept or
subf arri4 it ) 209122 Sé‘f‘llzi‘af”b’bée THiPPErent i ati on-rel at ed

oot el 2REGY tatréz%h i's

ﬁﬂ&%@@ﬂa@' lity conplex, class |, B 47

201970 s_at nuclear autoantigenic sperm protein (hlstone—blndlng)
202039 . at TGFBl-induced anti-apoptotic factor 1
202043 s at spermine synthase
'35  202060_at Rho guanine nucleotide exchange factor (GEF) 10
202066 at protein tyrosine phosphatase, receptor type, £
polypeptide (PTPRF), interacting protein (liprin}, alpha 1
202097_at  nuclecporin 153kD
202104_s_at spastic paraplegia 7, paraplegin (pure and complicated
40 autosomal recessive)
202115_s_at ATP-binding cassette, sub-family A (ABCl), member 12
202119 s at copine III
202127 at myotubularin related protein 2
202130_at sudD suppressor of bimD6 homolog (A. nidulans)
45 202133 at centaurin, beta 2
© . 202136_at S—adenosylhomocysteine hydrolase-like 1
202139 _at aldo~keto reductase family 7, member A2 {aflatoxin
aldehyde reductase}
202151 s at CD2 antigen (cytoplasmic tail) binding protein 2
50 202159 _at phenylalanine-tRNA synthetase-like
202161 at  protein kinase C-like 1
202171 at zinc finger protein 161
202180_s_at major vault protein
202182_at  6©CN5 general cohtrol of amino-acid synthesis 5-like 2
35 {yeast)
202189 x at polypyrimidine tract binding protein 1 [BLAST]
- 202219 at solute carrier family 6 (neurotransmitter transporter,
creatine), member 8
202220 at calsyntenin 1
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WO 03/ 105877 PCT/ GB03/ 02595 209153s at transcription factor 3 (E2A

I mmunogl obul i n enhancer binding factors E12/E47) 209156 s at coll agen,
type VI, spbonods209173 at anterior gradient 2 honol og (Xep@pgmod/@8yd S) 5
209215 at gl ycoprotein A33 (transnenbrane) 209228x_at zinc finger protein
212 2092367 at solute carrier famly 23 (nucl eobase transporters) menber
1 209262 s l_%*:a e ?%Crne%bf afﬁf eéla prigPERtidenber 6 10 209263 x

at transne aElf ‘Flfuﬁ 5 “%etai:“]t"}‘ﬁ BF¥$dRi n i nteracting
protein *att n ﬁe || @ at nuclear factor 1/B
209332 §at Mé(g,pTaQtEIp‘ﬁPéL p ce 2)4 Jno(n% %&. rs; |ens | ens
epi t hel i umgepyyed @1@&1\6 %o@ﬁh n@g@ cds. PRCD=| ens
epi t hel i umz2odesd wedt g:l%@m!ﬁ&riﬂﬁjﬁ OhedddB EE&QﬂoaS%&%Béﬂm&H@:}-&e&Z]ﬂO PC4 and
SFRS1 - | nt 2023020934 btsralt réqlliabbtprelafertanpaihg gltngoeliypapt fdecgene
enhancer i r20B32Q@tceldeserali hemwchittd oR0Q40Fr 15¢, delynembidepi duimial

aut ore QI ats&Pgmftact?&kol) (Drosophl I a) 209409 at growt h factor

receptor-b t eifF2q R 9“%1 Fﬂ‘%"nﬁ % open reading frane 28
209496 at rz% B'?:aa é(‘% Qachége n ?

209505at nqu)lzgé@—atgecqjg1 LOf; Sk i Vet " 209581 _at

HRAS- | i1ke sipppi£ssor 1%1:3&%@&? >g1 Ea-%‘rlﬁi&tbrlérlﬁigéﬁzsg’! y, cytosolic, IA
phenol - pr efoerzd kg, mﬁbﬁnmsctlva %%ateﬂmkmélssrmnelew Coenzyne A

car boxyl asaozwtbet a} fhBepdST)pB0 s208638ss 1_at G protei n-coupl ed receptor 37
(endot hel i rP0Rétept oF rhypmholBeid key a®)87923 at serine (or cysteine

pr ot ei agse %Oﬁﬁﬁbst_BF G"Q%Wéoefu%av%rﬂmﬁ#q{)?m%ﬁﬁ& GQbM?E@t&Feg% owt h

arrest ‘in°§§° ai’o ‘é G u-Al - Asp/ H s) box
pol ypeptld 5 ne°§ éd uc %a%f‘d Pk BPHi TP 3 209899 s_at
DnaJ (Hsp4 ¢l0g, EG§ § [ BLAST] 210010 s at solute

carrier fanzolzm(z@ LHid-aenoR 9L3alet§ﬁgrluegnylcdz&erna§r£e adBedd-apsporter), member
1 210026 s _zbssWGChNate/ Mekytiagenasencefpb SX.atSupuithdsdD3 i ntegral
menbrane pragLR&EN apsevdiggaiydatie 2300R&aseat origin recognition conplex,
subunit 3- Iaolzéog_;ﬁéast wex PR at bekar niti ne pal mitoyltransferase |, nuscle
45 210095 <20208¢ 1 ¥sati LIW{’@PE‘P%MﬁO?%tWaB?ndl ng protein 3 210105 s at
FYN ongegerﬁansc-é’i d FPEPBRELERphaiessYRib§ase & ASPE 1S ei n- coupl ed

amylase, and dihydroorotase
receptor 6]202718 _at insulin-like growth factor binding protein 2 (36kD)
202757_at rotatin
202804_at  ATP-binding cassette, sub-family C (CFTR/MRP), member 1
_ 202809 s _at down-regulated in colon cancer 1

35 202812 at glucosidase, alpha; acid (Pompe disease, glycogen storage
disease type II)
202836 _s_at mannosidase, alpha, class 1A, member 2
202853 5 _ —at RYK receptor-like tyrosine kinase
202870 . s at CDC20 cell division cycle 20 homolog {5. cerevisiae)

40 - 202890_at Consensus includes gb:AW242297 /FEA=EST

' /DB_XREF=gi: 6576051 /DB_XREF=est:xm%6bll.xl /CLONE=IMAGE:2692029
/UG=Hs.146388 microtubule-associated protein 7 /FL=gb:NM 003%80.1
202917 _s_at 5100 calcium binding protein A8 (calgranulin A}
202929 s at D-dopachrome tautomerase

45  202934_at  hexokinase 2 [BLAST]
202536_s_at SRY (sex determining region Y}-box ¢ (campomelic
dysplasia, autosomal sex-reversal)
202951 at  serine/threonine kinase 38
202862 at kinesin family member 13B

50 202979 s_at ras homolog gene family, member U
202998_s at lysyl oxidase-like 2
203021 at secretory leukocyte protease inhibitor

' (antlleukoprotelnase) [BLAST]

203062_s_at heparan sulfate 2~0O-sulfotransferase 1

35 203065 s at caveolin 1, caveolae protein, 22kD [BLAST]
203067 at cysteine and glycine-rich protein 3 (cardiac LIM protein)
203098 at chromodomain protein, Y chromosome-like
203102 s_at mannosyl (alpha-1,6-) glycoproteln beta-1,2-N-
acetylglucosaminyltransferase

inidﬁie ,Cllaéf;}l{dotene‘L [ nduced) 2 25
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210150 s at lam nin, alpha 5 210208 x7-at HLA-B associ ated transcript 3 50
21033C x at zinc finger protein 42 (myel oid-specific retinoic acid-
responsi vayoB¥08877 s at ATP citrate |yase 210371 s at reti gpeplciuseisns

bi nding protein 4 210410 sat mutS honolog 5 (E. coli) 55 210448 s_at

puri nergi Czro‘§ tor Ei i andg- gat ed ion channel, 5 210802 s_at serine
]E)rot eaie |2 EZLL lHOlE c:.; i;?c g81 d ?t chr omosome 5 open readi ng
rame S i-gn, factor

t ubul i n- spag,h ht‘én gfgnem %E % iy V@fo 37 f@gglﬁl Bt‘ﬁ]l gi?%??
211060 % at206PAAk ma@&rtom@qhm 4 PRh Sy spnd1@ERl 09 (yeast) [BLAST]
211065 x atzophwsphof Mughaki pieS@hopdorein [IBLAST] 211075-s--at gb: Z25521. 1
| DEF=H. sapi28R%33_pt eghntecfesariiatieckdpodtein widh idlatcieoplptiae Gabeats

/ FEA=nRNA /APROD=i nt egrl n associ ated protein /DB XREF=gi: 396704

| FL= gb1§25§§§1i5_2112 @T@E“aﬁbl VE)’;’/‘MQ?F%I@ de tract bi ndi n% pr otein 1
211284'% 20 S atN 3860 2 oI FRdFalnFeR fé@ﬁig g 8 H7) syndrone)
10 211358 § o ﬁ%z % ﬁ?é‘exifcel é%l?’lq&én"é’fé e ‘F°§E€f‘6r (33937575 at

i nt er | euki RpabABEEr BhdL e TG Ot sFe K Roct LIHRN 9hasulf bty o7 2o
famly, cyt0seld s, adl AdeRenohospRsSiBE )] tiens B A0E 5 S A

hi st ocdfipatioBeid by arhi@eBom&|28Sspdn r&adibg2ddihé%kesat KH-type spli ci ng

regul at ory 20823%eikh (EUSER peisphoprietei n 2) 211596 s at 1(3)nbt-1ike

(Dr osophi | é’f’3§‘BLAST) pPRUdEE8ms ratepipxMB1008. 1 / DEF=Hunman i ntesti nal al kal i ne
phosphat as&?3 t cohpter8seyst WWH@WW PR HREF =4 1e178443 20
/ FL=gb: NBldggogt AR TN ’ée]éﬁte i ?f;ﬁlﬁg esé@ﬁf‘*:@R IBL/&@}TTD%‘H 11 x at

" maj or AV MRAkL I5E§§F SR BOFBIAST 11929 at

het erogene%zwgl Bk | ﬂy&é SAPLALEDL a3y 2hAPRE) %sﬁz b e%QLa( protein 32
[ BLAST] 25 241868 at heat shock 90kD proteirn 1, " al 986 at AHNAK

nucl eopr ot eoaz{easnoyakimnk1212015xat pol ypyri m di ne tract bi ndi ng protein 1
- [ BLASTRS 222028 _at podhiare (Hetrrdpiegenasantodigdasane?l -(g2§2a20 at proline
dehydr ogenﬁén?t}%ﬁd%@ gye.2 A30epR(@Begsat gpyyratEoragpdiovers bypr d¥ked gene

1 (BLAST) TIslaeet SR dHHBgeh asatyigirdase) 2 212037 at pinin,
desnosone &8 %’L&Fe% ti.')atl(]-i’l ROOSPROERSS 4t THONEIOR FESPH thEnb? g (yeast )

21 2 062 3@t §‘§6e mt %?i?onlosbm& yﬁeogéah reading frame 108

203391_at gb:NM 004470.1 /DEF=Homo sapiens FK506-binding protein 2
(13kD) (FKBP2), mRNA. /FEA=mRNA /GEN=FKBP2 /PROD=FK506-~binding
protein 2 (13kD) /DB XREF=gi:4758381 /UG=Hs.22772% FK506-binding
.- protein 2
35 203417 _at microfibrillar-associated protein 2
203439 s_at stanniocalcin 2
203477 at collagen, type XV, alpha 1
203482 _at zinc finger protein 334
-203495_at syndecan 3 (N-syndecan)
40  203552_at mitogen-activated protein kinase kinase kinase kinase 5
[BLAST] :
203564_at  Fanconi anemia, complementation group G
203612 at  bystin-like. [BLAST]
203683 _s_at vascular endothelial growth factor B
45  203701_s_at chromosome 20 open reading frame 13
203739 at zinc finger protein 217
203767 . _s_at sterold sulfatase (microsomal), arylsulfatase C, isozyme
S
203775_at solute carrier family 25, member 13 {(citrin)
50 203802 x_at LUC7-like (S. cerevisiae)
203818_s_at splicing factor 3a, subunit 3, 60kD
203825 _at  bromodomain containing 3
203828 _s at zinc finger protein 206
203831_at [BLAST] :
35 203848_at A kinase {PRKA) anchor protein 8
- 203867_s_at toll interacting protein
203919 _at  transcription elongation factor A (SIX), 2
203955_at  GRBZ-associated binding protein 2
203974_at  synmapsin ITX
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35 212067-sat Consensus includes gb: AL573058 / FEA=EST /DB _XREF=gi : 12931931
/ DB XREF=est : AL573058 / CLONE=CSOD1014YCO5 (3 prinme) /UGHs. 1279 conpl enent
conmponent WQ 03/1688t7conponent 212068 s at ATPase, Cass V, typopcR6d258512069 S
at ATPase, Class V, type |OB 40 212124 at retinoic acid induced 17
212137_at ATIP s_ynt hase m tochondrial FI conplex assenbly factor 2 212139
at GCNL geneg)df * @? 6 r%atamwe%%ydfthbSﬁsb\&ultlIke(pl50)(yeast) 212143 s

at insulin-Ij Hﬁﬁﬁ E’%&P@W 3 45 212159x at
en

V@ SC wan
adapt or - r el Te ’3( %t&g 212170 at RNA bi nding
moti f pret e%%f%‘%gzlg BELEY @B el’& 8‘%0%‘?%@&1% pha 212203x_at
7853 {8155

interferon izdwssEd:t r@a,sr@@m F-box only
protein 9 [ ByASTphbd Abaddhtadn ‘nucl ear

aut oant i geni2@454ferin pﬁﬁfeis&x(dutﬁhmﬂnblﬂ&@h&g):{)—lﬁcﬂ_é\ST] 212269 sat MCMB

m ni chr s@ﬁél%ﬁmfeﬁahc@edecnqt@rmmna HeGion O@rigas si ae) associated protein
55 2122 %ﬂ”zi’gﬁ-ﬁ: 24> 3goding @eriseRseisinndd udes 4b: AL049795 / DEF=Hunan
DNA sequenc% Gnhe ‘R’PE"WEE]?S(% CWPBWGR@S}B@@YEI%EM Cont ai ns t he
gene for i Cal%é@“ﬂlﬁgﬁﬁ\%?“genes and the 5

4eﬁ+
end o ... 4913)!\5 z}lﬂgﬁ%zegﬁiﬁgg %3%%38 &&eﬁg 2abt NKG G o6

N-acet yl1§l ugogan. ez GheNie) Ldoa t
acet yl gl ucogarsgreBpaisgpent iqd ensly- 1g?:éet yl gl ucosam nsfloc%? aer?éfaénrtégerj 312316 at

Rho-r el at ed 2BIB >devai smednbatit ighdd B39 a@brosyprapipsonal - associ at ed

protein, 912RE%RaA®l oguffrdyst) 5 212361sat ATPase, Ca++ transporting,
cardi ac Qusc;géf"'zsﬁdw Wroes @llpsmswulat«[vmp@memm% siralingqirgtein
associ a

agdag ear cont a| n| ng ARF b| ndi ng protein 2 212403 at
sol ute carrigj, @T dERBhAS

| E: "r
nmenber 21 [ggﬁg{ﬁ]; medlﬁpriﬁ

general tramnsggooptiHn eﬁ%tyg{:lcl ltkgslﬁgl*pg ﬂlqg:u%m Dela ﬁUQUQﬁf lsgm%( D)
212456_2at chiampsoOMEn2iriapeetal eashiorgifasane (8o ke Likd4 é rOWDSOWE
20 open readPFof s aare cBOm2EAH08 aterbraiding Rehéils angi ogeneS| S i nh| bitor 3

10 carrier),

ate
S G100 & ol

[ BLAST] 2122@5?0_.55_%% bresddanysim corypdénidg 1al pha | (primary osteoarthritis,
spondy| oep| g?t_dy§b?a§§ﬁa anéoPFde’ﬁiiﬂeIafll)it{OBLﬁﬁﬁ]lfzqzﬂé@@satl SWOk8NF
rel at ed Orra 543& ss%ckate actin degendent 20 regul ator of chromatin,
subf ani a 2 reast cancer 1, early onset
y 20{@1 atTaquaporin 9
204698 . at interferon stimulated gene (20kD)
204717 _s_at solute carrier family 29 {nucleoside transporters),
member 2 )
35 204808_s_at transmembrane protein 5
204839 _at membrane-bound transcription factor protease, site 2
204849 at transcription factor-like 5 (basic helix—loop-helix)
204857 . _at MADY mitotic arrest deficlent-like 1 {yeast)
_ 204858 _sS_at endothelial cell growth factor 1 (platelet derived)
- 40 204875 _s_at GDP-mannose 4, 6- dehydratase
204908 _S at B~cell CLL/lymphoma 3
20499Q_s_at integrin, beta 4
205000_at DEAD/H (Asp-Glu-Ala~Asp/His) box polypeptide, Y
chromosome )
45 205053 _at primase, polypeptide 1 (49kD)
205068_s_at paternally expressed 10
205155 s_at spectrin, beta, non-erythrocytic 2
205199 at carbonic anhydrase IX
205202_at  protein-L-isoaspartate (D-aspartate) O-methyltransferase
30 205353 s at prostatic binding protein
205382 . _s_at D component of complement (adipsin)
205412 at acetyl-Coenzyme A acetyltransferase 1 (acetoacetyl
Coenzyme A thiolase)
_ 205436_s_at HZA histone family, member X
35 205449 _at  cleavage and polyadenylation specific factor 1, 160kD
: subunit
205501 _at phosphodiesterase 10a
205516_x_at neuronal guanine nucleotide exchange factor
205527 s at

gem {nuclear organelle) associated protein 4
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212547 _at Consensus i ncl udes gb: N34842 /FEA=EST / DB_XREF=gi : 1155984
/ DB_XREF=est : yy45dl | . s| / CLONE=I MAGE: 276501 / UG=Hs. 6580 Honp sapi ens CcDNA:

FLJ23227 fwe 03maéssme CAE00645, highly simlar to AF052138 HpgPgrédokdz561 at
ATPase, Cass VI, type 11A 212563_at bl ock of proliferation 1 212566 at

ret finger SIAY 2 212589 at related RAS viral (r-ras) oncogene honol og

2 - 212612 % 1'* co té‘ P%St'gﬁ?dh%ll?l(%@@‘é?a@hrmmk honol og 3 (HP1 gamm

honol og, Dr ¥ ‘?é‘ £ Zol | agen, type | ha 1 (primary
3298

ost eoart hri t2|0§555‘§p9_nci¥£9&@ Eﬁad§ 23§ s 5&?"&56&0&@%% 58) [ BLAST]
212647_ab 1 @batel sSRAS nluk Ynelhs a5k :aDEOgENe Honpl 09 . 12691 at SH3-domai n
GRB2- | i ke endopdd i 4t BRalBuASTdar R 2dif @%% ggn%ﬂ og (yeast)
212747 at cHeékbsone 17 open reading frane 31 [ AST]

cytopl asmi ¢ 20PHkept aS§§bzﬁif18drqmtd)ﬁﬁlklﬂlﬂer2laﬂ@ioﬁ.{s-&ﬁﬁﬂﬁﬁé] ption factor

7-11 ke (Tzeé?qls |9PFWMOHWbéx/)DEFfBLnAS?ap]mAQ ®H 2B SERSIE r anscri ption

factor 791 1%8 gg i’égePFO ?fﬁPéIP%wm@@x% Y CENPBLSTPRALPEZ0 at
pl eckst r| n 1&5%‘?‘ 1pg Rl A g, /5 Farah: 4158R0%s pRGTHTeSPE17dePB ndi ng
specific) m@ t21%ZZf‘b @[_hglunc finger protein 238 45 212825_at PAX

transcri pthoe@sf“gvaact nadeRaEdy bn I,n e 212887 at Sec23
honol ogl& (Srg:ﬁﬁlh@\/px%gaﬁ) “21-&@@?_5&3%933 geﬂl’ ﬂ::% Jpﬁgg% *Tecept or,
bet a pol ypepssadatedinbetachAne nebushes d}% 0 a SEC24
related geneU‘F%ﬁﬂ E8BO03fehhber - A (S. cerevi SI ae) 212919 at FGD1 famly,
nmenber 3 [B 2%\ a"— 2Ypbpgtitamott-tyniadhtndoenzyme A i ase long-chain g 6
212936 ﬁmé%‘llflam[lBLAST] 212955s at polynerase (RNA) |1 (DNA

direct e g BI+ e 3r‘§kD am@slmg’?%e Paetadsnsensus i ncl udes
gb: A2692341 %%2

(P REF est wd85g04. x1
] CLONE=I MAGE) 2338424 h gg,,lz; rgg B r@ fart ocheF‘%t‘%keerAz(rl bose
5- phosphat ezomlznera&sgiel%ﬂa a&deéo G160 receptor ki nase 7 50
VO 03/ 12)%87201@@?/&38@3&%9503&&&%@6&“% Qaa?ﬁealgﬁmb gy 12-like (S.
cerevi si ae) 2913029 Atasukionrafs feeaen ke yhommbeen ik, (Dx,0peptyil-a) ( BLAST)
213032 at igg‘zfﬁf:rl‘s@veﬁ%§ honol og 1 (Drosophila) [BLAST] 213041_s_at ATP

synt hase, inephgeplFiard -ainistd | ex, 5 delta subunit
G s R

c beta 1, 3-galactosyltransferase,
polypeptlde 5

207414 s at paired basic amino acid cleav1ng system 4
207564 . _X at O-linked N-acetylglucosamine (GlcNAc) transferase (UDP-N-
acetylglucosamlne polypeptide~-N-acetylglucosaminyl transferase)

35 207622_s_at ATP-binding cassette, sub- family ¥ (GCN20), member 2
207714 - T at serine (or cysteine) proteinase inhibitor, clade H (heat
shock proteln 47), member 1, (collagen binding protein 1}

207723 _s_at killer cell lectin-like receptor subfamily C, member 3
207760 s at nuclear receptor co-repressor 2

40 207761 s at component of oligomeric golgi complex 4

207824 . 8 . " at MYC-~associated zinc finger protein {purine-binding
transcrlptlon factor)

207831 _x at deoxyhypusine synthase
207842 _s_at zyxin [BLAST}
45 207847 s at mucin 1, transmembrane
208072 s at dlacylglycerol kinase, delta (130kD)
208149 X " at DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 11 (CHL1-
like helicase homolog, S. cerevisiae) [BLAST]
5 20B152 s_at gb:NM 004728.1 /DEF=Homo sapiens DEADH (Asp-Glu-Ala-

0 AspHis) box polypeptide 21 {DDX21), mRNA. /FEA=mRNA /GEN=DDX21
/PROD=DEADH (Asp—-Glu-Ala-AspHis) box polypeptide 21
/DB_XREF=gi:13787208 /FL=gb ...
208156_x_at gb:NM 031308.1 /DEF=Homo sapiens epiplakin 1 (EPPKL),

. WRNA. /FEA=mRNA /GEN=EPPK] '/PROD=epiplakin 1 /DB XREF=gi:13876385
S5  /FL=gb:NM 031308.1
208159 _x at DEAD/H (Asp- Glu-Ala-Asp/His) box polypeptide 11 (CHL1-
like helicase homolog, S. cersvisiae)
_208248 ¥ at amyloid beta (a4) precursor—like protein 2
208270 _s_ “at arginyl aminopeptidase {aminopeptidase B)

46



-/ UG=Hs. 169

213051 at | ow vol tage-activated T-type cal cium channel al pha-i subunit
(CACNAI | ) 213057 at ATP synthase mitochondrial Fl conplex assembly factor 2
10 [ BLASTWo 2486889 at Consensus incl udes gb: AU158490 / FEA=ESY; 2505
XREF=gi : 11020011 / DB_XREF=est : AU158490 / CLONE=PLACE3000042 /UG=Hs. 303632
Human DNA sgquence fro .clone RP11-110H4 on chronosome 5 Contains a
pseudogene 203332 5213 Cé‘f‘g r’FFF‘i:CIIXE) 0r| n,133kD (BLAST) 213182 x_at

Consensus |f@d4@d19§‘ be XREF=
/ DB_XREF= eS:l’O'EMBZ'ZBTQ?‘% 1 t éj}lgr E ﬁ'ggﬁ@ﬁ qﬁén)l' gﬁlﬁ‘i‘ tyclin- dependent
ki nase inhi bigear_s Gt (foteikitResidd pﬁa@:tseFEﬁgxI\g{\I Yot £in 21 20 213263
sat nitogen@elvakedviinabel nekiimase ki nase kihase 12 213294 at al do-keto
reduct ase f#ASEY sl atnerberot@le {tinkyalried Diitidelndragenas gakma, 2@- al pha
~ (3-al pha) - 5| ergttdréiohydpogdnase) 213313_at nucl eoporin 62kD

213318 ?_ 6 7—B‘ ssfft‘inaﬁfé]d‘dﬂPWEE?‘iepﬁfa@%?"ét@l@S@@Sat1 zinc finger protein
363 21?‘,1 readl n frarre 108 213378 s -at DEAD/ H

(Asp- G u- Alg; a% N romosorﬁ 1Z’:Iée ke heI i case homol og, S.
1 g@ orsa

cerevi si ae)20873333% ylglfﬁ otel 7 30 213398-s at

m t ochondr |2d87mnh&sonﬂot§£@tt9k5b1§2 h%g, 4 s Ig,tn Lg&gg Gi.h. (heta)-1ike

CAX-1inKéd [BEAST]at 2184BBAehyakodhkb@URBi qliBEe VL adtighhgeil, 21335, S at

C type (calZ980i? depermiddrl @apbiysranes/BeOgRid bolypegoitRi 1) (7egbj N,

super f ani | yz%é?r%éta!{ Hegar thishgenngeriniddyy 35mpUa5 181t RNA bi ndi ng mot i f

protein 15 Z%ié atcas f‘%r?ﬂ%?ﬁalZldﬁiﬁén reading frame 67 213645 at

Consen 'stchmm P%Fﬁi @&BP%CIR‘FSH’Q REByndgate, conpl ete

cds, alter w@ FI‘—‘;A? : 11094017 /UG—Hs 180433

rTS beta prg@;tg@b@‘s 49 §261 i m“%efe G_/L@EA—EST
| DBXREF=gi : &83638né mﬂtﬁ@i) Wé szg 54@132
/ UG=Hs. 8348/4>R35%hy@>semtdehlarpfbtlélmlg/m@m&g{) 1@@27&9 2/1;@5 %¥3@ds ebsonRsone 21
open r@ading-frame 108 213682 at Consensus includes gb: AL036344 | FEA=EST
45 | DB XREE2§P2Eg277 LIKE DB oXREFtests iDKFEPBG4/063 r| /| CLONE=DKFZp564A0653

8 ZP"S@WAB%EE rétein 213704 at Rab geranyl geranyl transferase,
bet a subunlzt ZE Sé’ ?‘§NF' r%ﬂgé?w/sﬁﬁ%qerﬁl‘ﬁséolﬁ fetng dectar

- dependspt  g@hd at of é?ﬁ I mber 4 [BLAST] 50
213746_s_atoobbboTial at@,legﬂ s (act° o 6?%&“# rmotgfn 280) [BLAST] 213773 x

at LUCT7-1i kees¢SR_acer eiﬁbslﬁg);lfl?glag?iﬁlg%hﬁ%leb@ nding protein 9 213842 x_at
WIlians ngggw §1ﬂ'drdma® ghedHims efhceghadasd2 213887_s_at pol ynerase (RNA)
1 di drtpol icdenEmb(@&KBin X
([]VQS 208912 s at g B 001362.1 ?DEF—H%mo sapiens, 2,3-cyclic nucleotide 3
. phosphodlesterase, clone MGC:2262, mRNA, complete cds. /FEA=mRNA
5520D~2 3-cyclic nucleotide 3 phosphodiesterase /DB _XREF=gi:12655028
208823 at cytoplasmic FMR1 interacting protein 1
40 208928_at  P450 (cytochrome) oxidoreductase
208930_s_at interleukin enhancer binding factor 3, 90kD
208938 _at Papillary renal cell carcinoma {translocatiocn-associated)
208968 _5_at aldo-keto reductase family 1, member B10 (aldose.
reductase)
45 208978_at  cysteine-rich protein 2
208984 _x_at RNA binding motif protein 10
208998 at uncoupling protein 2 (mitochondrial, proton carrier)
209007_s_at solute carrier family 17 {sodium-dependent 1norgan1c
phosphate cotransporter), member 7
50 209029 at  COPY constitutive photomorphogenic homolog subunit 724
(Arabmdopsms)
209053_s_at Wolf-Hirschhorn syndrome candidate 1
209054 s at Wolf-Hirschhorn syndrome candidate 1
209075_s_at bromodomain containing 4
55 209118 s at platelet-activating factor acetylhydrolase, isoform Ib,
pseudogene 1
2038120_at nuclear receptor subfamily 2, group F, member 2
209122 _at adipose differentiation-related protein
209140 _%_at major histocompatibility complex, class I, B
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55 [ BLAST] 213892 s at adeni ne phosphori bosyltransferase 213923 at RAP2B,
menber of RAS oncogene famly 213947 s at Rho-rel ated BTB domai n

cont ai ni nv@od/WeHFT] 213977 s at neuronal guani ne nucl eoti,évp,mgmgge
factor 51 WO 03/105877 PCT/ GBO3/ 02595 213998 s_at DEAD H

(Asp-Q u- Al s Asp/ Hi E) box _olypeptl de 17 %72kD) 214022 _s_at interferon

i nduced tr Ez PRSP (92'7) 3 2P4B3TmrnegloRtive aPPaISEE conpl ex

i nteracti Nngyd¥:8k 8 nerase | associated factor, 53 kD
5 214097 atzdgle-saCErm arREPL & é%igb; d hK l(s§ cer evi si ae)
214113 $ at2diMAshignd |gygrc8§htolt 1P RS et kafdh eﬁ zié nsensus i ncl udes
gb: A1252582209EASEST 4B ¥REE=giro8849314 / DB XREF= est gv25b02. xI

[ CLONE=I MAGKR92G825871 sclQté J&rtier2 4822 y AP a6 eblfade apappbltai), | ysosonal
(vacuol ar preRbeE 1 purrp) OkD 214246 x_at cholinergic receptor, nicotinic,
epsi | on ol §HEatiuer @T&Eﬁ@§a?epéPﬂoiqb§§@h¥e@u@Fa§e 7 amamibpr 76 menber A2

(af I at oXi n supsr Samidg Ge¥ReT Yuni | i 0 honol og 2

(Dr osophi | &gas Eackpy REOLAE (thynus) 214500_at H2A

—th1o eco g
hi st one fangdgygngegpe,gu§ fg&é iftﬁt sorting nexin 1 214581 x at tunor
“necrosis fasdwB2TLeepier ,w;@g,r;famly, menber 21 20 214657_s_at Consensus

i ncl udd$ gleod3s34E77 dH:EPG:d‘ESﬂ-O 1/ DBREETYisap 0995546 PR SRERTasL: A4 34977

/| CLONE=PLAQEL®E0 926tor w@UsHso@dR21id Lddunp/Feakmme A0808:1ERMA theat tn-al  cds
214679 x atdegdms@soeth fethedeLBYBRIE=b102282391 //DEFEHOADLG &PE ensl SRMA;,  cDNA
DKFZp434J19‘iPt from cI one DKFZp434J194) . | FEA=nRNA 25 / DB_XREF=gi : 5817165

/ UG=Hs 2%23 mkaewlgwlpzbw&nya% JeRe GRhRRTein B

1 a
214753 “at o F %l 8 /F =EST_/ R 220 / DB
XREF=est : x%{? t}a{g V§%Q zE% gB é I%Eﬁgﬁ'? gﬁ%&z region,
MRNA sequenag o536 34 _§Q Btn y an{eng udes gb: S78771. 1

| DEF=NAT=Cre® %486 aitd- :x’bS:Sﬁ)ﬁlca&ﬁ@ 968t ym@poma&wtalzz&clte% 1hddelaNA / DB
XREF= gl2524428205/dﬁG—H31075ﬂ43e&ﬂpﬁﬂﬁckﬁmmﬁ]rl@OmI Frebn F, 2nadikAQ10 sat

bacul ovi r al299ApL ragpe diRAoHitkai firpgessorapol | on) 215001 _s_at

gl ut amat e- Pﬂd‘_F'F gsa’%é;;grﬂ'{’ea‘ﬁﬁﬁef@yh!rh&mSOQSszﬁ.?ioagle{fif)ht Protein

t yrosi ne p or t silon eptide 215210 s at

di hydr gji p%l% f’F%{’r‘?é’ 3)‘??‘@ (be ahcx[c?’*g arate
conpl exg) 25034 he X a§ aglﬁl e arr°f ar‘gc'iatlg%o f"ﬁtﬁﬁﬁp %3
maj or |1IStCZU9ﬂDEﬁdtb||ddiYnéxquld%&tefﬂé@sﬁrdtelﬁﬁse inhibitor, clade B
(ovalbumin}, member 9
209729 at growth arrest-specific 2 like 1
35 209759 s_at DEAD/H (Bsp-Glu—Ala-Asp/His) box polypeptide 37
209784 . 5 . - at jagged 2
209873 5 at plakophilin 3
209899 S at Dnag (Hspd0} homolog, subfamily C, member 8 [BLAST?
210010 5 at solute carrier family 25 {mitochondrial carrier; citrate
40  transporter), member 1
210026_s_at succinate dehydrogenase complex, subunit D, integral
menmbrane protein pseudogene 1
210028_s_ at origin recognition complex, subunit 3-like (yeast)
210069_at  carnitine palmitoyltransferase I, muscle
45 210095 s at insulin-like growth factor binding protein 3
210105 _ 5 at FYN oncogene related to SRC, FGR, YES
210111 S at G protein-coupled receptor 61.
210150 . _s_at laminin, alpha 5
210208_x at HLA-B associated transcript 3
50 210336 : _X_at zinc finger protein 42 (myeloid-specific retinoic acid-
respon51ve)
210337_s _at ATP citrate lyase
210371 . _5 at retinoblastoma binding protein 4
210410 s at mutS homolog 5 (E. coli) _ .
55 210448 s_at purinergic receptor P2X, ligand-gated ion channel, 5
' 210802 . s at serine protease inhibitor, Kazal type 4
210878 8 at chromosome 5 open reading frame 7
210891 . _S_ at general transcription factor II, i
211052 s " at tubulin-specific chaperone d [BLAST]

13 xat
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215464 _s_at phosphoi nositi de- 3-ki nase, regulatory subunit 4, pl50 215482 5
at PRP31 pre-nRNA processing factor 31 honol og (yeast) 215498 s at

m t ogen- asv® yaiwer7pr ot ei n ki nase ki nase 3 215690 x at GPAA h cﬁ%bf%
attachnment protein 1 honolog (yeast) 45 215696 5 at aryl - roc on
recept or nugl ear translocator 2 215731 5 at M phase phosphoprot ein 9
215807 _s_at bﬁe@i{ ﬁ-%l%“fé@?gwka% aE5ATERI L Prrheinud demoliby U46682 / DEF=Human
pol y(A) - bi néiﬂﬂs sed seudoegreneS /FEA- nRNA/DB XREF=qgi : 1519214

50 / UG=Hs. 25517@,2 Ee g ‘?'eu ene 3
215884s_ft whumUthigic ”‘éns ‘%%m Ny C‘ra%ﬁg Qt%t?’r%rre 100
216237 s at /MOMBERqI: sﬂsmnom ms@iﬁﬁance rcient o, “Bi vi si on
Cycl o 46 (S21CR0en i pelvoh Al Son o 626dh pockarini n ot 2 (Ianinin s)
216384 x_at 2CoAMenstisgranalirdes gb: AF257099 /DEF=Honp sapi ens prot hynosin
al pha (PTMAF H¥Res_aokptost ratdsn /PSEAHGDE4ubBn XRERegine 8037944 / UG=Hs. 283947
" Hormo sapi eng* Lﬁﬁ%ﬁ?%oa?lpﬁaa%;gg TV Legkitle, exdapyetfecods 52 WO 03/ 105877
PCT/ GL103/ 0 S PSEeT ekl 8%y PRE‘hM(%Qmﬂm P%D 216565 Xx at
Consensus i Bg féciggggb eV"‘lﬁEF— n BREEFdGuerte PPerPdm cl one

RP4-781L3 oglm@omom_@ 4.3 Ins 8 Psgudoge simlar to
| FI TMB 18 nt erfssn0s) atngkus tsbﬁé%él %Eﬁn@% % %&% g proteih0620
s_at Rho guani ne nucl eotlde exchange actof Glj:;FjL f X at, nsensus
i ncl udes gh2DEAE3Y sk DERThbirraa kK| PRogene 1410 A3 - | nh| bi tor p57KI P2

conpl et e cd3l{@Ronlatiyb MBESTRNAES-HibB_MREFETial 99084 bnd lﬂﬁaﬂﬂzaﬂ:@ﬁ@?O
cyclin-gep tc‘PﬁR% CﬁﬂhlfmﬂRN&O’GEﬂeAl(PQSIDB KREE)i 208313 s at

Rho-r el d/ _b ‘cont.ai ni ng BLAST 216952 s _at lamn B2 217221 x

at RNA bi ndéﬂgb i—ra mjtﬁgg’éhlsto P FT]r eti nobl ast oma_bhi nd| ng protein
4 15 21741959 b0 @g 0 n onuc 5 1° PPEFHOMEP R0 ens  cDNA
FLJ11524 f|§119@bqﬁe ot ok rp? Pbm) sapiens agrin
precur SBr nﬂ\WGQTEFtEA:HiHEMAs pgdtel 41322 o/ UG=Hs. 273330 Hono s ...
217718sat mMYIGEACHr | BHNAKI hedesmlot pIOt (@bsokdin}20 217749  a t ring finger
protein 12 2LPI51x at ryjasyiigiparcapreyi aiBAngaubesonal [sigwirpant) 217755 at
henat ol ogi ca}2° tneLﬁ”%ﬂlé) dahvdseprewsefoxida®d)77259 at sperm associ at ed

anti gengl0 ’Fult'dr@@ eftxigags 817770 at tripartite

mot i f - cont & HgRg A3 ﬁg PIfgerS SOBFC dBMMI™ containing 7
T -

217794 _at TAEngTAge e?ﬁ ndi ng protein

212056 . _at MDN31, mlda51n homolog (yeast)
212062 _at ATPase, Class II, type 9A

35 212067 s at Consensus includes gb:AL573058 /FEA=EST
/DB XREF—gl 125831931 /DB  XREF=est:A1L573058 /CLONE=CSODIO14¥C05 (3
prime} /UG=Hs.1279 complement component 1, r subcomponent
212068_s at ATPase, Class V, type 10B
212069 s at ATPase, Class V, type 10B

40 212124 at  retinoic acid induced 17
212137 at  ATP synthase mitochondrial F1 complex assembly factor 2
212139 _at  GCN1 general control of amino-acid synthesis l-like 1
{yeast)

: 212143 s_at insulin-like growth factor binding protein 3

45 212159 x at adaptor-related protein complex 2, alpha 2 subunit
212170_at  RMNA binding motif protein 12
212186 . _at acetyl-Coenzyme A carboxylase alpha
212203 % _at interferon induced transmembrane protein 3 (1-8U)
212218_s_at F~box only protein 9 [BLAST]

50 212231 _at  F-box only protein 21
212251 at nuclear autoantigenic sperm protein (histone-binding)
[BLAST]
21226%_s_at MCM3 minichromosome maintenance deficient 3 (S.
cerevisiae) associated protein

55 212285 s_at agrin
212300_at Consensus includes gb:AL049795 /DEF=Human DNA sequence
from clone RP4- -622L5 on chromosome 1p34.2-36.11. Contains the gene

f°§ importin alpha 7 (karyopherin), up to six novel ‘genes and the 5
end o ...
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(TBP) -associ ated factor, 50 kD - 217807_s_at glioma tunor suppressor
candi date region gene 2 30 217809 at G protein-coupled receptor

Ki nase-i nsfy @3??1 1 217836 s at chronmosome 20 open readi N6 RIR244
217906_at cyclin E}type bi ndi ng-protein 1 217914 _at nucl eoporin 54kD
217918 at ORM -like 2 (S. cerevisiae) 35 217957 at ORML-like 2 (S.

cer evi si.ae)212307969t - 1éhresnistrty lal vegrenire dbi il r rmp2f o237 9 (UPEaH-
hydr oxyaci CP%FV%%%’@O?B“GP%W%WH‘)E"NZ1‘755}’8‘@%1‘-53?5%?8o‘iﬁflﬁfe’c?@ﬁ?)al ning 1

217984 at ?%gg%%{ n TYRt S %a%gaéﬁ? ’%‘1%:%50 %%B'LO”C’EE mbipgsomal
prot ei n S2 2;@( | 149
218035s 5at F&LAG'FP 6" open rétga 3 899‘52‘%% : JI osgngl
protein LZGzizsbe slazlg%ﬁgﬁj%sa&n%ehutéﬁmﬁaaraahﬁmfa,—m |c¥n1§a&n1ﬂ§3ﬂhﬁf 4 45
218083_at psosiagipaseiin E synt hase 2 218090_s_at gb: NM 018117. 8 / DEF=Honp
sapi ens \\Wifizepeat demmia chiriq oimilp {IADRIG)chomRNAL dxBEATRMAY-EGEN=VDR1 1
/ PROD=\4.0 q:aecpeat),dmﬁmtam 2 iBpa¥iei n / DB XREF=gi : 13324687 / UG=Hs. 16677 WD
repeat domei¥E4ls s_pF| epicua hoBglog1 g@scriti lehr gnosone 20 open reading frane
46 218112 %‘tz‘*ﬁ?ﬁb@ﬁo‘i’ﬁi‘ﬂ’%ﬂ FFW&WM&&C@PH Tééﬁ prigaspside THPSbsome 21
open readin at  LUCTS N ggerevisiae) 218145 at

4 ch om05134 El— E
chr onospyre gg%rteg@ ea@aaog o r§§ g §o at RNA bi ndi ng notif
protein 15 ragug%esés?ﬂccasgla,eéiéstlsomlmdxagl piakactor 2 al pha
kinase 4 21(3439_ati:chs0aBsoneypk2 1openprLadipgubiprmtdéhr2h8228, s _at
t ankyrase, JRhiylsHpepagdebdHyapkasibn-doabatiedl ADBirstiose pol ynerase 2 53 WO
03/ 105877 PERS@BO3/02305 sNR k824ikdat nagol giasautioarti genin gisbgidensubf ami |y a
5 218244 atrﬁﬁg@@rbpﬁcnh@gmmt_ e‘mbfilm 2@: ex 2182635 at _ras honpl og ge
famly, n%3e"f54 @rZPS§n%HS ‘g g FoF: é155'r1908r’%o| og
(veast) "5 Pt et L sff@‘éﬁi?é TSRS
gangl i osi de® duce &Ferit PAT iCOR- As3bC 718323 at
chronosgyre 1b-@pen reg@a@g frane vi2 248348 at mtochondrl a) ribosonal
protein S2 213631836 bmtoﬁ/\@raﬁ&ea&tl amai n 13 218379 at RNA bi nding notif
protein 7 218888 wnt Sephosphogtatedmal act onase 218391 at dual specificity
phosphat ase212589 248418 lat: e¥ FAGOT izl plotes n osepdsnsgh@BBog Peast?)
212612 at REST corepressor
-30 212630 at chromobox homolog 3 (HP1 gamma homolog, Drosophila)
- 212644 _s_at collagen, type II, alpha 1 (primary osteoarthritis,
spondyloepzphyseal dysplasia, congenital) [BLAST]
212647 _at related RAS viral (r-ras) oncogene homolog
212691 at SH3-domain GRB2Z-like endophilin B2 [BLAST]
35 212693 _at MDN1, midasin homolog (yeast)
212747 at chromosome 17 open reading frame 31 [BLAST]
212752 at cytoplasmic linker associated protein 1
212761:§t transcription factor 7-like 2 (T-cell specific, HMG-box})
[BLAST?
40 212762_s_at transcription factor 7-like 2 (T-cell specific, HMG~box).
[BLAST] '
212770 _at pleckstrin homology domain-containing, family A
{phosphoinositide binding specific) member 4
212774 at zinc finger protein 238
45 212825:ﬁt PAX transcription activation domain interacting protein 1
iike
212887 _at Sec23 homolog & {3. cerevisiae)
212830 _at integrin, beta 1 (fibronectin receptoxr, beta polypeptide,
antigen CD29 includes MDFZ, MSK12)
50 212900 _at  SEC24 related gene family, member A (S. cerevisiae)
212919 at FGD1 family, member 3 [BLAST]
212929 s_at fatty-acid-Coenzyme A ligase, long-chain 6
212936 at neurccalcin delta [BLAST]
212955 s_at polymerase (RNA) II (DNA directed) polypeptide I (14. 5kD}
55 212973 _at Consensus includes gb:AT692341 /FEA=EST
/DB XREF—gl 4969681 /DB_XREF=est:wd85g04.x1 /CLONE=IMAGE:2338422
/UG=Hs.79886 ribose 5—phosphate isomerase A {(ribose 5-phosphate
epimerase) .
212993 at G protein-coupled receptor kinase 7
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15 218437 s at |eucine zipper transcription factor-like 1 218443s at DAZ
associ at ed protei n 1 218448 at chronosone 20 open reading frame 11 218450
~at hene biypghHhsprrtein 1 218494 sat SLC2A4 regul ator 20 2]8p¢ gﬁé/{)ztsﬁ | -11ike
receptor 7 21859 s at cat eye syndrone chronosone region, candi date

[ BLAST] - 218652s at protein phosphatase 1, regulatory (i nhi bitor) subunit
14D 21865%1a026htonUsehE 2200aen Jrzead}'tengsf remevidfal 8697 at G2 and

S- phase exptigfs@cht] 2Hn2dBF4derdeat hpmolw h WKirnaseibrlandLazdei n ki nase
substrate i4}3R8%adns n f §PBHlass RABGLINE efBxrosniglakilRBRIM- | i ke

(r abki nesi Oéigzshs”at SYRERPTS¢ ﬁ*ettgﬁvmyﬁé%@rnﬁ*st@cwdrziﬂaféwampleﬁr onpbsone

12 open°reaffi i3 AR 5. 216773 s taé ,|c ssom at I’%tel n 3 30 218796
at chr onDsGii, g)-qperiorweg%{g zca i Os%\%g NNl E% 1@% e-like 1
218839at hadfiih ENNeRGRH TP g?l rol ated m)tl 848 at

MEF2- i nt er axiisiopy il anser gﬁ{tth@ae &@M&%ﬁ@haalﬁﬁéém@exnags@ﬁbm%wdr ki bosonal
pr ot ei 10L35{@AsP18860at hypot hetical protein, clone MA D02. 090 218865 at

- ATP synt has&E. 3989 cthonhnsetsus| lma@ée)gbavsﬂemoy/fmm‘ 1 218872 at

chr onosone /ZB_8ReETol BAQRPRYL Y /oBERAM-21 FO088430 ACRANBHBLACESPA00BArt sar conm
chr onosone /r RO O3edh dieri VA segu8TR] fram chayei RR1at Wl pr s8R ol ecul e
1 40 2]1§98 ?ﬁﬁédﬁ"é}’t‘s udngen 'r'es[gons 216986 s at al dehyde reduct ase

(al dos€”r edjig ggj Lg{§ §°P°§ tsggt/ng 132875219041
sat pre-B |5 hmt b SRRE s 2 95@3 e o Rl o a1
. ri bosonal pfég,ggaghtsghasg %gl‘@ra icH Mgé |ng protein 11 (19 kDa) 219151
s_at gener ai3znansetiPhbRonflgciReedd B pol ypeptlde 1 (al pha subunit, 56kD)
21916528t ariackB dorate thijgoxygenase probn2 1966 winart idehendei al i bosonal
protei n Sl 832243488 =ldatkatier oevpsbre Z@nidpyeh, mewehmgl f ahedep@ioP19192 at
vacuol ar prQﬂhéfﬁFP%eéF%q ﬁg A0alpiea 4 By21rRa DY Iy EPHG AOEBIETZBR8HRN readi ng
frame 45 _%?R?ﬁél?lséfmrl bosonal |<1}orotel n S28 55 219534 x_at
cyclin-gep ﬁg‘aﬁe{%’%jgﬁ?sﬁﬂaﬁf 1t(’fa§§§’>r7lp p2) 219571 _s_at G
pro
pr ot ei N- coupl=8 OTseggpihq mogoi E‘: Qélﬁglfral}ﬁrrgfg B 219763 at zinc
finger protaian7@ly a2 1%k a{hsﬁldléziﬁdagﬁm P BokOpdiPpesapRi 18)ca2l9816_s_at
zi nc fi ngeryixeHE idasminBmexyy), as Nicbgevdsidh WO 03/ 105877 PCT/ GB03/ 02595
219880 _ at @dserared ¢hmbBogsri I° speuereding frame 7
30 213398 s at mitochondrial ribosomal protein $22
213400_s_at transducin (beta)-like 1X-linked [BLAST]
213428 s at cellagen, type VI, alpha 1
213505_s at C-type (calcium dependent, carbohydrate-recognition
domain) lectin, superfamily member 1 {(ecartilage-~derived)
35 213518 at RNA binding motif protein 15
213581 at chromosome 21 open reading frame 67
213645 at Consensus includes gh:AF305057 /DEF=Homo sapiens RTS
(RTS} gene, complete cds, alternatively spliced /FEA=mRNA 1
/DB_XREF=gi:11094017 /UG=Hs.180433 rTS beta protein
40 213668 s at Consensus includes gb:BAI989477 /FEA=EST
/DB XREF—91:5836358 /DB_XREF=est:ws25bll.x1 /CLONE=IMAGE:2498205
/UG=Hs.83484 SRY (sex determining region ¥Y)-box 4
213670 _x at chromosome 21 open reading frame 108
213682 _at  Consensus includes gb:AL036344 /FEA=EST
45 /DB_XREF=gi:5927743 /DB_XREF=est:DKFZp564A053_rl /CLONE=DKFZp564A053
/UG=Hs.169329 DRFZP564A043 protein
213704_at Rab geranylgeranyltransferase, beta subunit
213720_s_at SWI/SNF related, matrix associated, attin dependent
regulator of chromatin, subfamily a, member 4 [BLAST]
50 213746 s at filamin A, alpha (actin binding protein 280) [BLAST]
213773_x_at LUC7-like (S. cerevisiae)
213838 _at  RAN binding protein 9
213842 x at Williams Beuren syndrome chromosome region 22
213887_s_at polymerase (RNA) II (DNA directed) polypeptide E (25kD)}
35  [BLAST]
213892 s _at adenine phosphoribosyltransferase
213923, at RAP2B, member of RAS oncogene family
213947 . _8_at Rho-related BTB domain containing 2 [BLAST]
213977 s at neuronal guanine nucleotide exchange factor
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219911 s_at solute carrier famly 21 (organic anion transporter), nenber
12 219914 at endothelin converting enzyne-like 1 5 220079 _s_at

pecanex- | | osophila) 220M sat neuronedi n U 220597 ng
i nt egr at or“@oﬁ]’?é 90 s at EG--Ilike-domain, nultiple 6 220?%‘3}/(;96 gdésri ne

(or cysteine) proteinase inhibitor, Gade A 10 (al pha-1 antiproteinase,

antitrypsi nissperbes pkln/u ZBQ&%%%J—A%QW%& R ibdRRaéd27 Pramje Coul onbs
221050__s_at14GTP sbindinBgr fireh Ginduded 2120Refodhe Brp0XIA 11 nag)bl e factor 1,
al pha suburii40BRhd bt trarle? p@6Asonledl phakadihgqaeybin ansf erase a [ BLAST]
15 2212%9752141093al£|33’€1é‘|%|9p1bmm5n gt issbeimited dgictiow,i 6B rotein |ike 3

[ BLAST] 221@@9&7ﬁ nlféP@%ma opretedm2éx interacting protein 221509  at
densi ty- re ? ?nll 215‘62°§r9a7t15§5}9r’t§u n silent nmating type

i nf or matlorbléI E 220 mgcggf g 5 Z Siae) 221647 s at DEAD/H
(Asp-G u- Al Aol 5)s 55 0GL Prag: E@ %L?N WO Spagyome
criticglp re/ngqﬁs%@ g. s;gﬁ':@ 0§§ Sohdxdy olar roton

di fferenti add@n-m®soci at ed prote| n-1- e 1 BLAST] 25 22 712 s at

pr ot ocadherzmzbe_b@aﬁkhpsmui@gert@c{alalo%STﬂlco%ﬁZZSej&til&%ASopy@stpeuﬂe fam |y,
menber 2 227123089 &t aCorideristis ravvktaes fgbllBGN3588%r FEARESIJ=DB

XREF=gi_: 12433688y pBluxkEF=lest : 602326096F1 / CLONE=I MAGE: 4414319

| UG=Hs 1979134 5 FoRpmBLlifeh But & Pﬁ%’é&ﬁﬁyne A synthase 1 30 (sol uble)

221766_s at} H’é‘h gﬁg:ﬁide BT\?@@? 'FEA=EST "/ DB_XREF=gi : 6589666

| DBXREF=est >y 821951 /UG=Hs. 10784 hypot heti c_al
protein FLJ:&Q@@?‘ XZZQ %nwécoknfécu gho BEL722 20l FEA=RST 35 / DB

. XREF=0i2011085866 s BB(%RE&:&%terdI%MEbXAUlé ONEAREE: 3561949  / UG=Hs. 12342
Honmo sapi eniDec kEBFeg 245385 5HRNADS aqueRce : A BT8Y Xcwinesplagreoewnzei er family 25

(m t ochondr{U=Ho:3881 Loy lchtre 1823081 R, ‘preThel @& 221816 s _at ankyrin
r epeat and %(%@mtc?@nﬁ%nwm pd ot ASTALLIQPR 722 1 EF-Bem KRRTAFSOME™20 open
readin F5p4 S(fF’E'!‘F o 43479 Na SEE@‘AW% 9 at heterogeneous
nucl ea gﬁg AI/UGQL? BFroctFsRBE SFEP2G0Pen reading frane
150 2219325 altnSlHtheIrj:é SrnABED £a6iRtod /RBlpgENSe 45 221989 at
ribosomal pregt grdk-ki004324bl O o Alru@Cllt) ke ddR00 2 MPcn@cBlAGEL b S9B3ker ase 2
(acet oacet yluc=Goanzyie nhndhisat@s epq 282 Odiins s@dueacetogbeoenzyne A
acet yl Blanstiamvage_dt (@ostoaceiydludSoapzyTes7A 1t HDBH-088)CpG island-
associated gene human, mRNA, 1741 nt. /FEA=mRNA /DB XREF=gi:244232
/U6=Hs.75243 bromodomain-containing 2
2143919 s at baculoviral IAP repeat-containing & (apollon)
215001_s _at glutamate-ammonia ligase {glutamine synthase)
'~ 35 215089_s_at Protein tyrosine phosphatase, receptor type, epsilon
' polypeptide
215210_s_at dihydrolipoamide S-succinyltransferase (B2 component of
2-oxo=-glutarate complex)
215245 x at fragile X mental retardation 1 [BLASTY]
40 215313 x at major histocompatibility complex, class I, A
215464 s _at phosphoinositide—3-kinase, regulatory subunit 4, pl50
215482 s at PRP31 pre-mBNA processing factor 31 homolog {yeast)
215498 _s_at mitogen-—activated protein kinase kinase 3
215690_x at GPRAILP -anchor attachment protein 1 homolog {yeast)
45 215696 s_ at aryl-hydrocarbon receptor nuclear translocator 2
215731 s " at M-phase phosphoprotein 9
215807 s at plexin Bl
215823 X at Consensus includes gb:U64661 /DEF=Human poly(A)-binding
‘proteln processed pseudogene3 /FEA=mRNA /DB XREF=gi:1519214
50 /UG=Hs.283767 poly(A)-binding protein, cytoplasmic, pseudogene 3
215884 s at ubiquilin 2
216033 s at chromosome 20 open reading frame 100
216237 . S at MCM5 minichromosome maintenance deficient 5, cell
division - cycle 46 (S. cerevisiae) [BLAST]
55  216264_s at laminin, beta 2 (laminin S)
216384_x_at Consensus includes gb:AF257099 /DEF=Homo sapiens
prothymosin alpha (PTMA} gene, complete cds /FEA=CDS
/DB_XREF=gi:8037944 /UG=Hs.283947 Homo sapiens prothymosin alpha
(PTMA) gene, complete cds
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50 222037 at MCMA mi ni chronosone nai nt enance deficient 4 (S. cerevisiae)
222040 at heterogeneous nucl ear ribonucl eoprotein AI 222122 s _at retinoic
aci d i nduggslpzhibsd/BLAST] 222131 x_at solute carrier '"famly %@ B03/02595
(mitochondrial oxodi carboxyl ate 55 carrier), nenber 21 225 s - at golgi
reassenmbly stacking protein 2, 55 kDa 222155 sat chronosome | open read| ng
frame 28 22P206_satt pézia(r@BIQsilkA)gamrbmel;b}kl nase 6 222369 at ri bosonal
protei n L338555_MOtOBPGHSTY IRCTYEB0G - OREDH 4 TAbFsignangeiife se@taRfe r equl at ed
at day 2 GaFer Rhthe BRYTe SDE3 (1 phTus%iel 3ad -3r3¢ - r%?ltrah%? o ”%ewd@&%ftﬁ or,

al pha ( g&&ﬁi‘ 3t FEPEUkEMSE S XA APCFIRTBR T ORRY Yy ERet Eh’él dg, avian)

35150_at ty LORLS J.act.or RLOr .9 é b Y ( o 5 36829 at
per o homl byt G LA L Ll BRI dhrasico) 10
47571 _at Zb@plﬁqﬁme;erpg@txﬁp@ dsat(e@n&tw yreil@Rh 4Bting type

i nf or mat i onps e@Ek-ajii: oM A5 h@mdsogos’ﬁvo Syclei-edbeiRa) ¥iB6a2 ihibiteul i, beta
pol ypepdi dep#;, mesther Q 58900 _at Kruppel-like factor 13 15 200706 s at
fragi | e X BEFRIA| sredt Anclatelared B0B oboakl churmghbey 2 [BPEJF15xat kinectin 1
(ki nesi n r é¢ePrar)2t2bOoirs Ps- at Taxl (human T-cell |eukemia virus type I)

bi ndi ng pr8f~ X atZBDFBB’Fn ing mgpi I'Pr%ﬁftlﬁ ggn gol gin subfam |y b,

e1n

_macrog %g: g ﬁ g‘a iﬁm go%%%% 55611 %gz&’oﬁs %pm%ﬁi'c%l]ﬂg factor

201278 at ROpPa8a2, MFehageR- mﬁsm&tgmm @ﬁﬂhqp@.ﬂisezmﬁo

(Dr osophi | @mo s25. 201386 s at DEAD/ H (Asp- G u- Al a- Asp/ Hi s) box pol ypepti de
15 201567 2%7Hi8_gotgiiaatihoattisgenibogohgi prowdihamdd y a, 4 201686x_at

apopt 080s ZhHi4s eor 5i29K878emratdiadt® honol o ubi qui tin-conj ugati ng
enzyme E2 Bihthlngt peeedils, par Bhi (aafoma oFBeRant) car ci noenbr yoni ¢

anti gen-reP Tescz—é"el I h&‘&ﬁ?é’%f’ %?g& ‘é“%c’g?@b‘?’ip@sﬁ?d,&TPase H+
transporti 3 BSocom NS 1) , i soform 1 202037_s_at secreted
frizzleg-rg a-;ﬁ,d Prot Je_:i (ﬁz@i Btac%qu:cﬁn 4 (anphi gl ycan, ryudocan)
35 202122_91 44790k V.00RERE eﬂlagés phhid ASIRTLEAN)1RPI224_at Consensus
i ncl udes ghiBRA04E95 TAFFAZES riaDBo XRERSGI 111254580 BB:NREFmRst1601888248FI
| CLONE=| MAGEB#) 1224606 at+dGaksoR306088 v- crk avi an sarcoma virus CT10 oncogene
honol o 217807_s_at glioma tumor suppressor candidate region gene 2
g 217809 at G protein-coupled receptor kinase-interactor 1
217836_§_at chromosome 20 open reading frame 44
217906 at cyclin D-type binding-protein 1
217914 at nuclecporin 54kD
217918 at ORM1-like 2 (S. cerevisiae)
35 217857 at ORM1-1like 2 (8. cerevisiae)
217269 at chromosome 11 open reading frameZ
217973 at hydroxyvacid oxidase 2 (long chain)
217983_s_at RTC domain containing 1
217984 at RTC domain containing 1
40 218001 at mitochondrial ribosomal protein S2 [BLAST]
218010 x at chromosome 20 open reading frame 1489
218035 s at chromosome 20 open reading frame 16
218059 at ribosomal protein L26-like 1
218076 _s_at solute carrier family 3B, member 4
45 218083 _at prostaglandin E synthase 2
: 218090 s_at gb:NM_018117.8 /DEF=Homo sapiens WDA0 repeat domain 11
proteln (WDRll), mRNA . /FEA=mRNA /GEN=WDR11l /PROD=WD40 repeat domain .
11 protein /DB_XREF==gi:13324687 /UG=Hs.16677 WD repeat domain 15
/FL=gb ...
50 218096 at chromosome 20 open reading frame 46
218112 at mitochondrial ribosomal protein 834
218123 at chromosome 21 open reading frame 59
218134 s at LUCT7-like (S. cerevisiae)
218145 at  chromosome 20 Open reading frame 27
55 218180 _s at RNA binding motif protein 15
' 218205_$:at eukaryotic translation initiation factor 2 alpha kinase 4
218220 at chromosome 12 open reading frame 10
218228 s at tankyrase, TRFl-interacting ankyrin-related ADP-ribose
polymerase 2 '
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[ FL=gb: D10656. 1 gb: NM 016823. 1 40 202340 x at nucl ear receptor subfamly 4,
group A nenber 1 202438 s _at FXYD donmai n-containing ion transport

regul at orgyg) o3404594x at a “disintegrin and netal | oprot ei Nasg1@ERIAs950
202668 at ephrl n-B2 202709 at fibronodulin 45 202840 at gb: NM 003487. 1

/ DEF=Hono sapl ens TATA box binding protein (TBP) -associated factor, RNA

pol ymerase§| 2t 5gl1ePl I RRAL pAd By Ip¥ ';Glﬂewagﬁ%ls(ﬁAFQl\l) MRNA. / FEA=NRNA
| GEN=TAF2N TKKB §<b1 ‘iiﬁtﬂ!i em 130 5%% 0 perl od honol og 1 _
(Dr osophi | sosomal 42kD, VI

subuni t 5C, 21|8§p§1grgtg Egﬁ ‘m proc @seﬁfgl ac§°§ ?TX%l"é;t ¥R tin 2,

neuronal 2Q338% alaPRAsprk 53&)&@ g rotein
55 203243 siate Jtraar‘ls u0| n betéiL -l ke 3 56 V\b gS/ 1%%557%1%5%$%%£g%%b2595
203319 _s_at2igBax ati ng:ﬁfonpd’sﬁhéllm 348 (pddenE2rad@3305_s_at hairy honol og
(Drosopllal 2;32%511 oi hechpotiassi nibdsange peonducsance cal ci um acti vat ed
channel?, B8P ehi*l 3t WPbearsateddveio 335 203512 at potassi um | arge conduct ance

‘cal ci um act geﬂt ch Plé?lndl%%tﬁPéhﬁl odipel a nenber 3 203666 _at stromal
cell-deriv etajér 8@lugen ien 0.203788 s_at sema domain,

i munogl Oblﬂlbﬁ\lgﬂggﬁl q.az SE emﬁu ﬁln 5ma| secreted, (semaphorin)
3C 203835 atsdWsSNF1kelale Qa.pﬂé%t{f s ‘B%xﬁa to ‘i'ik dependent regul at or
~-of -chromat ing4s37BT @iDh¥ soBBAIRE prbt s at t omodul i n 203922 _s_at
cyt ochr omre 2382485 at betehr ualsype ol d@en( eéudmgc:hgmamm omat ous 15 disease)
203933_at &t ehmi heme miudbgl ebetldin domain (1g), short basic domain,
1CZE ZQQ%BOJat carboni c anhydrase XI| 204042_at WAS

secr et %Wﬁ &
prot ei 28f a%l f@é rqiéf’l-’?lzﬂ?e?@&%’@r- dat solute carrier family. 17

(sodi um def Ygﬁgg%@ fRFeneEr? ATghoty é’F‘ 1%§ﬁb%riBIrA%4232 at

Fc fragrrent215) : & ‘fgf' By ioh l?r’rﬁi’r) PPt titde
204243 at rzea@gﬂgge G zrgﬁg rHongen reaa‘ig 579 46312 x-at CAMP responsive

el emen@5bi ndsng praf gkeeskin2f Lma& &th@m%sel JuBBERFNED LashE 3
fi brobl ast 238 th&t At f aBEBA inEELFOtinRNALnGQRP] Biee ( £09:1 nb FEATIRNA [ CENEPGF2 /DB
' XREF=gi : 18258756_f liG-ket2g4 R4 fipbrasbieste g8 owm h factor 2 (basic)
| EL= gb MZ?%%B@?;at q:bcmn@gmg_zlopen reading frame 5 -
B773 s dt kinesin-associated protein 3
30 218796 at  chromosome 20 open reading frame 42
< 218821 at aminopeptidase-like 1
218839 at hairy/enhancer-of-split related with YRPW motif 1
218848 at MEF2-interacting transcription repressor
218856_at  mitochondrial ribosomal protein L35
35 218860 at  hypothetical protein, clone MTA.DO02.090
218865 at ATP synthase mitochondrial Fl complex assembly factor 1
218872 at chromosome 20 open reading frame 11
218908 at alveolar soft part sarcoma chromosome region, candldate 1
218921 at testicular cell adhesion molecule 1
40 218983 at  immediate early respomse 5
218986_s at aldehyde reductase {aldose reductase) like 6
219007_at  hypothetical protein FLJL13287
219041 s at pre-B lymphocyte gene 3
219053 s at epsin 3
45  219066_at mitochondrial ribosomal protein S35
219117 s_at FK506 binding protein 11 (19 kDa)
219151 8 “at general transcription factor IIE, polypeptide 1 (alpha
subunlt, 56kD)
219165 at arachidonate lipoxygenase 3
30 219166 at mitochondrial ribosomal protein S18A
219188 _s_at chromosome 20 open reading frame 40
219192_at  vacuolar protein sorting 11 (yeast)
219203 at chromosome 20 open reading frame 45
219357 at mitochondrial ribosomal protein S28
55  219534_x_at cyclin-dependent kinase inhibitor 1C {p57, Kip2)
T 2189571 s at G protein-coupled receptor, family C, group 1, member B
219763_at zinc finger protein 317 :
219764 at frizzled homolog 10 (Drosophila)
" 219816_s_at zinc finger, DHHC domain containing 4
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30 204670_x_at major histoconpatibility conplex, class Il, DR beta 1 _
204762_s at guani ne nucl eotide binding protein (G protein), alpha

activati N&y@es/hosesy Pol ypeptide 0 204802_at Ras-rel ated as
di abetes 204842 x at sperm autoantigenic protein 17 35 20%@8@0? osorral

protein S6 kinase, 9CkD, pol ypeptide 2 204923 at chronosone X open readi ng
frame 9 205048380 atenkonsied AnoéRjeniE (e3dakd) 2205097 at sol ute carrier
fanily 26 (&4P¥H{e_atr anbpor ter)ier Mondey 22 (Y5466 antorcatpaipprSedQ 205232
s_at pl at el eprast Lyat | ng factor acetyl hydrol ase 2 (40kD) 205235 s_at

M phase g)ho ﬁ%}}ﬂé?el [ OtZ’GSB!LEOIa‘te%bP@@ﬁZW?c&SKGf drming virus (SFFV)

provi ral ﬁ%qa:l'fé{e_i)l {Propep®igalat cl audin 10 45 205359 at A

ki nase (PR %ﬁj rﬁﬁl 5370 . x at di hydrol i poani de branched chai n
transacyl asgzg cg,mgg Omﬁi ﬁ ggi%%aé n keto acid dehydrogenase

conpl ex; nBpbe74EKTAD sUEIDS (g g dirke MBSQbNQL] Nc12@e #05431-s at
“bone rmmhogemla{al—c abedtribase, Qxaﬁagmﬁh)stmemaéﬁ no -cal modul i n bi ndi ng
protein 205326924 agb: NivhQRAS Sn3edBioh=kinpnpiaapi @nd o2 protein
(LOC55873), 2R RNA_s/ FEAERRNAJGLGENTGI@E55873 / PROD=NAG22 protein /DB

XREF=gi : 132@6%%/%@#@?% BTN fpetoreln a/lrﬂaacgbbwmwﬂaor 55 gb: NM

018495. 20 AT FE85v § <] 205608
angi op0| 2t éi?%‘? %%% gﬁ%gré{’@ f“?‘ké‘cg I’%E%\%’%}O‘L’gﬁe‘géﬁ@ at s

oncostatin Iygggﬁptxogt 2603 10284 LG GRO3/; 04993 205752sat gl ut at hi one
S-transf er ase: My 2058 (AnXi 13t rd Rl a dPLEsAG0gene” (mul tipl e endocrine

neopl asi a andisee@uid aiyrdinysQledt GaILEhH A¥Be lintbldi2¢ 68 RledAtatdiosease) 205949
at car b2@i c hanbyedr ases.| c&re2@5981 s at | nhibitor of growh fam |y, nenber
I-1ike 20GGQSE‘b?Lsz#m@EMWgéﬁsmﬁm-é!lﬁ-%/@m)ohex helHEpt2061B9 x at MCF. 2
cell line dé?ﬂ@%&?‘%r’i’?ﬁ’érﬁﬁ?’ eidheel [rekton 908232 at car boxy ept i dase A2
(pancreatic %;g §tga'f“¥]d\?? ecbﬁ‘i“%ﬁeﬁl ngfﬁﬁw%ima%@%at%%e 1 1at
72

newroteast n A0S B theeliaaoi, g% 00300 51 Rgepo% eoterase

cGWP- i n I bi t2§
ganmma- am nobut ygo gtamcgng&g cggm @FE';_@]; 206551-x at transient

recept or pOUﬁBtXF@]F—@ﬂUQ@ﬁDﬂmaekREM %mhyad‘dlsm et T4AGE : 4414319
/UG=Hs.77910 3~hydroxy-3-methylglutaryl-Coenzyme A synthase 1
30 {soluble)

: 221766_s at Consensus includes gb:AW246673 /FREA=EST
/DB_XREF=gi:6589666 /DB _XREF=est:2821951.3prime /CLONE=IMAGE:2821951
/UG=Hs.10784 hypothetical protein FLJ20037
221786_at  Consensus includes gb:BF187222 /FEA=~EST

35 /DB_XREF=gi:11085906 /DB_XREF=est:7m88b07.xl /CLONE=IMAGE:3561949

' /UG=Hs.12342 Homo sapiens clone 24538 mRNA sequence
221789 =z at solute carrier family 25 (mitochondrial oxodlcarboxylate
carrler), member 21
221816_s_at ankyrin repeat and SOCS box-containing 3 [BLAST]

40 221827 _at chromosome 20 open reading frame 18
221918_at  PCTAIRE protein kinase 2
221919_at  heterogeneous nuclear ribonucleoprotein AL
221931 s at chromosome 20 open reading frame 150
221932 s at insulin-like growth factor 2, antisense
45 221989 at ribosomal protein L10
222010 _at acetyl-Coenzyme A acetyltransferase-z {acetoacetyl
Coenzyme A thiclase)
222011 s _at acetyl-Coenzyme A acetyltransferase 2 (acetoacetyl
Coenzyme A thiolase)}
50  222037_at MCM4 minichromosome maintenance deficient 4 (S.
cerevisiae)
222040_at  heterodeneous nuclear ribonucleoprotein Al
222122 s at retinoic acid induced 17 [BLAST]
222131 _x at solute carrier family 25 (mitochondrial oxodicarboxylate
55 carrier), member 21
1 222154_s_at golgi reassembly stacking protein 2, 55 kDa
222155 _s_at chromosome 1 open reading frame 28
222206_s_at p21 (CDKN1Z)-activated kinase 6
222362 at ribosomal protein L36a
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206586 at cannabi noid receptor 2 (macrophage) 206766 _at integrin, alpha 10
206825 at oxytocin receptor 20 206910 x _at H factor (conplenent)-like 3
206936_X_@lo &osgmsone 20 open reading g frame 110 207041at pCBE @%zpdsndi ng

| ectin serine protease 2 207064_s_at am ne oxi dase, copper containing 2
(retina-specific) 207131x at gamma-glutanyltransferase 1 25 207152 at
neur ot rophi c tyrosi ne ki nase, receptor, type 2 207300 s at coagul ation
factor VIl (serum prothronmbin conversion accelerator) 207347_at excision
repair cross-conpl ementi ngrabhodent geRaubun-rdafibeé£REYdayc@NPl enent ati on
group 6 30 207365 x at kinetochore associated 1 207389 _at gl ycoprotein Ib
(platelet), al pha polypeptide 207408 at organic cationic transporter-I|ike
4 207608 x at cytochronme P450, subfamly | (aromatic conpound- i nducible),
pol ypept i dgede 3m307 #30Qe Xeatriphi@osonre 20 open reading frame 11 207732 s
at disc8, hanget( Dr ospphiidahodnon®|egeBtdrnealivbentogtimelaitgy: 1Q0@78a at

el ongat i on véra¥ evyetiony wicapenef h@mg}-oacwdsamFENl/ El 02, SUR4/El 03,

yeast) - | | k@525@FE755 AFOR RPEYATSBEACEOT GIFERP TR asHRTEEFiake ™EBPED 207908 at
keratin 2A3 P-ér naIPeF%‘Pﬁ Hgﬁ%ﬁ% ]odIDFE)F's“&’hHa}Sl enens) 207936 x at ret
finger Qro 3+ ;:redjtflé lF“ﬁhl bi tor 15 207953 at Consensus
includes gty 144, SLZ Egih&e Lo NEHE ARy LU ER 8R0S of n_AD7C- NTP
MRNA, corrplheg,;ngl Sf3. (¢ FEA=WRMA ) neuronal thread protein AD7c- NTP

/ DB XREF=gi483002326 tublmls. ﬂ&%?ﬁ@_y@epfﬁaah membe20969_xat acr osonal

vesi cl e prasepdn =t [ BlsASHe1208&20axtat 1yb: NM 031221. 1 / DEF=Honp sapi ens
hypot h&fi c£00pP@isern frEEEEE3 PKECEI)ardeRiAL, AFRROMRNACREEN=FKSGE3

| PROD=hypot2%8€P1tal abdkippeiie h EKSEHY FOBPXRPF=gi : 13654297 [ FL

031221. 1 2(%’?2216 $_af “?éilra(hélﬂ%lTnce}rlrnlrﬁWifﬁ‘Fﬁb‘ﬁerﬁ WBRdi NP1 I?Ir%ﬁ%’?rerrbr ane

domai.n (TM short c do 34 at

gb NM_ 309 297 { °an lg‘?ﬁ/p%?jh ‘31 t[e)l Hr)acﬁ%’é%gi Wl\l/é}é5384),
PRenvazds ’c\tﬁé}é%éﬁwye@s&@%mah%@ protein MC5384

/DB XREF= 0iz01370%166 HaBbsgReM 0809 62cdye2@88:331at gastrin 208185 x at

Consensus izvabugles ghiiNMbRH6KdE by / DERTHoRD-SEphEise qhorehodzoB381 6

(LOC51216) , (DrRbehil FEA=NRNA 7GEN=LOC51216 / PROD=cl one FLB3816 58 WD

03/ 105877 PCLRERGRADDIIS/H /(PR GREFRIG-AIR4TIL (9= RIGPEP A9 8ET cl one FLB3816

/ FL=gb: NM_G{9 gggiatmézgguxo £l ?Ith SHiTe P aBEta 21 ©08246x at protein

o5
p hos p hat as -égai: agg(ir‘zgne(lfx ol i- ﬁ)lqﬁ)%l%%né&njﬁg&m? %@%Q Gﬂz)(bﬂdl%l or
hi st Ocormat;!x%‘tlaiﬁ Y 1CoMsE2hi14) @
30 201884 _at carc1noembryon1c antigen-related cell adhesion molecule 5
201971_s_at ATPase, H+ transporting, lysosomal 70kD, V1 subunit A,
isoform 1
202037_s_at secreted frizzled-related protein 1
202071 at syndecan 4 (amphiglycan, ryudocan)
35 202122 s at glycoprotein A33 (transmembrane)

: 202224 at Consensus includes gb:BF304695 /FEA=EST
/DB_XREF~gi:11251580 /DB _XREF=est:601888248F1 /CLONE=IMAGE: 4122466
/UG=Hs.306088 v-crk avian sarcoma virus CT1{ oncogene homolog
/Fl=gb:D10656.1 gb:NM 016823.1

40 202340 _x_at nuclear receptor subfamily 4, group A, member 1

' 202488 . 5 at FXYD domain-containing ion transport regulator 3
202604 _x at a disintegrin and metalloproteinase domain 10
202668_at ephrin-B2

: 202709 _at fibromodulin
45 202840 _at gb:NM 003487.1 /DEF=Homo sapiens TATA box binding protein
(TBP)~associated factor, RNA polymerase II, N, 68kD (RNA-binding
protein 56) (TAF2N), mRNA. /FEA=mRNA /GEN=TAF2N /PROD=TATA box
binding
202861 _at period homolog 1 (Drosophila)
50 202873 at ATPase, H+ transporting, lysosomal 42kD, V1 subunit C,
isoform 1
202902 s at cathepsin S
202921 s_at ankyrin 2, neuronal
203134 . at phosphatidylinositol binding clathrin assembly protein
55 203243 s _at transducin (beta)-like 3 '
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208351 s _at mtogen-activated protein kinase 1 208360_s_at gb: NM 015870. 1

/ DEF=Homo sapi ens endogenous retrovirus H D |eader

regi-oni nt rived ORFl, ORF2, and putative envel ope i

(HeUB8go5 o B, L ) o sUBBBoL /PRoazendogenousP&i/g*hr%e’&s?s.
208382_s_at DMC1 dosage suppressor of nctkl honol og, neiosis-specific

honol ogous 20BTIONMBI Aatian f{yRashiot208448_somtsphosphori bosyl pyrophosphat e
synt het ase 2032038486 atimyyhoaohponprPdhdilisubfam |y | VA, pol ypeptide 11

[ BLAST] 1803%/852(rtapotisbawt dryge eorpichpncd gmidiyniFtivaisdanidnpelH, nenber 3
208730 aF“‘F%’@BElY%HB@r nEsrofcogene famly 208763 s at delta sleep

i nduci “&eat ‘iﬂ?Fe ﬂegge fema%c%f’a%ﬂlﬁlﬂfcﬁh&?%@?ﬁ“&%ent al

retardatlo RADS4 ho | g, S. cerevisiae) 20
208868_s atzo%gﬁ% g"“‘a OF 2AsS0eT & "h %?o?e. nlike 1 208869_s at GABA(A)

receptor- aaamsage& B&EH @brﬁhln' kﬁmﬂﬂn%%%aglﬁ( deaalgbuléﬁ%&ﬁx% bEE=Homo
sapi en$0 MHGo64iaS Ssddretel, | edaphbA: A-DRB1*PBL all el e,

- conpl et e ed83875FEA=NRIELY ShEENI &, BRBﬂlx/PRaa;eMdG cdads ddpeandritgen / DB
XREF=gi : 54 78@45tpLIGEHshrb88256 s@Fapilor,  memb20d436 at spondin 1,

(f - spondi n)zoé%"’r_ac@l tareporRdidix protein 209535 s at LIMand SH3 rot ein
1 209701 at A BYiASHyome bp 3b3‘<taaP°1:361‘?BB‘r?§_{°‘lanb‘F i FERETELGHT gi

| 4 0 t
BT R N

si al opr ot e|2@3gd3, ear l¥yrban Bacyteracti vati on 1) 209882 _at Rl c-11ike,

: expressed 204 ORI T | msl@&ofearnosaﬂmyl ajemb@P13_x at synapt osomal - associ at ed
prot ei B0 9rokchend eglyteDeise)er 3mm210 048 (aidi he-elbpyrideat eivvirgesigensi tive
factor attazehmwepm@t@lsnortegammn@&ﬁz?% at nuclear receptor subfamly 4,
group A, né%%?-?_itZl@M-?aQFer&I of divi ehiobceffilsity LontcrBRRT FORE IASTHY |

D aspart at g??’el" #6586 x at b 80001407 1 / DEF=Honp sapiens, simlar to

cyt OC% kée % 2;{:’{"6 emen ? BcenR onpl ete cds.
| FEA=NFRNA /; armtr e e DB XREESG),: 12655110
I UG=Hs. 253Q%@F> mamz sl e¥e aldsS Of pHnCmRY r/!s@qlw.r ERIT/bY ;&Eesgﬁuuméu car bonat e

cot r anspor t/ee-ndTesimn ﬂlb45bfé!s@7530wehafad&bsadal{e@laﬂ&o)mmegbaazwee 1

m t ogen- r egpomsiovzoqhosphoprotein (Drosophila) 210796 _xat sialic acid

bi ndi n30 | g2P# KW®_kext mAIE Eimﬁmwtablmsph@daestcéaaséM@R eAMP-Ispecific
( phosphodi égﬂﬁeseatsuawm@q%eﬁﬁde ble?rlégcﬁmF?lé‘) (§rrpiefy7 &lpha

phosphodi e ng@ctt hodi e terase E3 dunce honol og,
bl BT A e e AR R

35 204906 at ribosomal protein $6 kinase, 90kD polypeptlde 2
204923_at chromosome X open reading frame 9
205046_at  centromere protein E (312kD)
205097 at solute carrier family 26 (sulfate transporter), member 2
205166 ; _at calpain 5

40 205232 5_at platelet—activating factor acetylhydrolase 2 (40kD)
205235 8 at M-phase phosphoprotein 1
205312 . at spleen focus formlng virus (SFFV) proviral integration
oncogene spil

_ 205328 _at  claudin 10

45 205359 _at A kinase (PRKA) anchor protein 6
205370 x_at dihydrolipoamide branched chain transacylase (E2
component of branched chain keto acid dehydrogenase complex; maple
syrup urine disease) '
205381 at mesothelin

50 205431 s at bone morphogenetic protein 5
205520 at striatin, calmodulin binding protein
205525 at  gb:NM 018495.3 /DEF=Homo sapiens NAG22 protein
(LOC55873)}, mRNWA. /FEA=nmRNA /GEN=LOC55873 /PROD=NAG22 protein
/DB_XREF=gi:13236500 /UG=Hs.283080 NAG22 protein /FlL=gb:AF247820.3

55 gb:NM 018455.3
205595 _at desmoglein 3 (pemphigus vulgaris antlgen)
205608_s_at angiopoietin 1
205636 _at SH3-domain GRB2-like 3 {BLAST]
205722 at | oncostatin M receptor
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210923 at chronmosonme 20 open reading frame 82 210944 -s-at cal pain 3,
(p94') 55 210962 s_at A kinase (PRKA) anchor protein (yotiao) 9 211014 s
at pronyekas 10g847eukem a 211026sat nonogl yceride |ipase [R-pSgdsnnss WO
03/105877 PCT/GBOB/ 02595 211040 _x_at gb: BC006325. 1 / DEF=HonD sapl ens, G 2
and S-phase expressed 1, clone MGC: 12560, nRNA, conpl ete cds. /FEA—nRNA

/| PROD=G 2 2aaw52§sp&ta§eu@tmasesedtrknéfﬁaxaﬁﬁfgi : 13623450 / FL=gh: BC006325. 1
211071_s_awogdtrompsonet fRoopemco@adi grlkiplie edidecBidAShpomlazid (64 at

gb: AFOOOBBEeﬁullBEFﬂHGn@lCSaprmsmmdm finschsmomad diebaged binding protein

MRNA, ¢ IZQF%‘“’QE FF’-QQ*%RI\W Flon functl onal fol ate' bi nding protein
/ DB XREP= gég%’éé ; L}%f pgo gel%ecel |1 eukem a
transcripti r ssett famly G
(WHI TE),  ngighe 5?6 & &%@Eg% 5 @EEA%: E‘“’S mﬁr oter ﬁdeli? 1 bi ndi ng
protein 1) zaaéaﬂtx & 2 AR b0 ﬁt 8% rﬁgwasor protein (protease

-nexi n- M0, 2Rkzéeiager ndiseasein 211316x_at CASP8 and FADD-I|i ke apoptosi s
regul ator 2281393 ats caigdphesnirol 1,4, 5-tri phosphate receptor, type 1 15
211328x_at 296A%ht onmbositeddst36dse 38, mstthyinhBbidadenosi ne phosphoryl ase
211416 _x_at?9 é?ﬁnﬁ_,@tl Bhey OEFW@%%: cCHR-ipgPbhtedt | eucine ri ch repeat (in
FLIT) foter; g r@ﬁ’é%azll;l[ ;E* ARG OF ALCPRIGT 2 @% i

~ transcript, VI i 1Y e o\ 0835? B EEIE ¢ Y chs't ei ne

- protease gfg 4 X _ atcamlg§§(9g;a@£&gr gqhg%gﬁgég) contai ning protein kinase

2 211574 308t6dTREDr 3RE£QLACT QLA PIOt €1 N trophobl ast -1 ynphocyt e
Cross-reactipéezanti geRytadinl Yot carci noenbryoni c antigen-rel ated cell

. adhesi @80 noloeed & & H( RedtospeinbiancmkpsiSkeenct i ng anti gen) [ BLAST] 211685 s

at neur ocal2®ith3@lel tta chBivkSThe 214598 reddipBLAST 1201713 x _at hi stone
deacet yl as€&0404 BEASTaBrp PiE@gateqfbr BEOOED 8O0 e BEF= Hono sapi ens,
WIlians- Bé’l?@@ 4-§yﬁfdta8ﬁ%e Oéh‘ﬁ'i‘)gr?ﬂs‘%ﬁ?é’eF eﬁF‘Bﬁ”’Bngczl JReEIMBCSATEESS) nRNA

conpl e c ro@é@‘ oeuren s ndgorjga chgom)soma regl on 5
o ctog e T B s oS %
. 211781_x atacgglgg@g;glm 1/ DEF— rm sapl ens cl one MSC: 13

conpl ete C%’IBé'FEA_TT%N&éWEKr@ms(ﬁnﬁlﬁdeﬂti@' r&mtlsaﬂza)r / DB

XREF=gi : 135%4062nktil =ghp BORA6dH4n 19203801 x at hypoxi a-i nduci bl e factor 1,

al pha 30burfor36mix &k tkonethd 84 Gssocitatgdllact osyl cer ani dase (Krabbe di sease)

40 211814 5205?3%_)?& i FLEOErPEeig IR aqlag?%éntaépsh%é@#f?@tadfBLAST] 212196 _at

b ig x,
tum)_r necr(g%'éog_@:&gi? @yemﬁgﬁwﬁg%éﬁ@ zﬁﬂl T (aromatlc compound—-
inducible), polypeptide 2
35 207730_x_at chromosome 20 open reading frame 11
- 207732_s _at discs, large {Drosophila) homolog 3 (neuroendocrine—-dlg)
207734_at  elongation of very long chain fatty acids (FEN1/Elo2,
SUR4/Elo3, yeast)-like 2
207755 at chrcomosome 20 open reading frame 48
40 207908 _at  keratin 2A (epidermal ichthyosis bullosa of Siemens)
207936 %_at ret finger protein-like 3
207938_ at protease inhibitor 15
207953 at Consensus includes gb:AF010144.1 /DEF=Homo sapiens
neuronal thread protein AD7c—NTP mRNA, complete cds. /FEA-mRNA
45  /PROD=neuronal thread protein AD7c-NTP /DB_XREF=gi:3002526
/UG=Hs.129735 neuronal ..
2079628 x at acrosomal vesicle protein 1 [BLAST]
208120 X at gh:MM 031221.1 /DEP=Homo sapiens hypothetical protein
FKSG63 (FKSGGB), MRNA. /FEAR=mRNA /GEN=FKS8G63 /PROD=hypothetical
50 protein FKSG63 /DB_XREF=gi:13654297 /FL=gb:NM 031221.1
208124 s at sema domain, immunoglobulin domain (Ig), transmembrane
domain (IM) and short cytoplasmic domain, (semaphoxin) 4F
208137 _x at gb:NM _030972.1 /DE¥F=Homo sapiens hypothetical protein
MGC5384 {MGC5384), mRNA. /FEA=mRNA /GEN=MGC5384 /PROD—hypothetlcal
55  protein MGC5384 /DB _XREF=gi:13775165 /Fl=gb:NM_030972.1
208138 _at gastrin
208185 _x_at Consensus includes gb:NM 016415.1 /DEF=Homo sapiens clone
FLB3816 (LOC51216), mRNA. /FEA=mRNA /GEN=LOC51216 /PROD=clone FLB3816
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| i ke [BLAST] 212233_at chronosonme 1 open reading frame 2 45 212514 x at
Consensus i ncl udes gb: R60068 / FEA=EST / DB_XREF=gi : 830763 /DB

XREF=est : yih g)fvéss / CLONE=I MAGE: 43138 / UG=Hs. 147916 DEADHp¢P&R03/02595

G u- Al a-AspHi s) box pol ypeptide 3 212736_at Consensus incl udes gb: BE299456
| FEA=EST / DBXREF=qgi : 9183204 / DB XREF=est : 600944717Tl / CLONE=I MAGE: 2960548
50 / UG=Hs. 63Ro¥RE mah: 1GRF bHis SR ie62 BRET cilohr FEPIYE7 SR-AP3BLEE54F2876 at
UDP- Gal : bet Eﬁg—r‘i eta 1 4 ggal %Ct osLyItranserase pol ypeptide 4 212884 x

at apolipo el i n [ r li ke
3 AR e D R S
pal mtoyl at;,gq!;g 21 VA HS thgen S h)@mg& fin=2: | BLAST] '213297 at nucl eol ar

protein famdsgeds | aermﬂ&MZcu(sbw\GA/smmdﬂbmo BHlﬁiéii@ S cRYBS)us60e M0y OR31s185877
PCT/ GB03/ 0289 %ecad2t388 oat niEaths €Sk sivaacorFd ¢ SORFR , ARL3 379G 1 te /<DitEidenD
sapi ens cl aretelMJoSUaRNA s @GN C ¢ FEA-RRN- f RRE-HS DB SRREFERGP =t e i
/ UG=Hs 19269& cortactin SH3 domai n- bi ndi ng protein 213406 at gol gi
associ at ed,? ﬁ?ﬁé—éﬂ Bgd%sérgecﬂWE? PR gPE ﬂFiFl hgmefiodeli g Opt HEBFNH 19213486
at retinoi ch° Lo AT % tL ; g ng JRr.of o- oncogene

os 05 synt etas
(hepat ocyt ezcﬁ@@é’@? PE%P ﬁ% E E@:@&eaﬁ‘i {BLAST]
pul Tonasy- cAnAst ded Sratis §ec%ié§0muaft 197 QB it Y 05 hbgbdkl pase 9
[ BLAST] 10 &k43386& satmatmgrmt @;hda,ggmbmy subunit al pha 214421xat
cytochrone %563 sSubf@ithysildes {swmphenytsiideA-irhytbsmexytase), pol ypeptide 9
[ BLAST] 21458B86@aits 6k pilghei thatespirdd/mateptrotakdtidd 458droneaf-1ATPase, O ass
|, type 8B, (kdEbdomdlod,5S?14658ksiae) myosin | C 214698 at Consensus i ncl udes

gb: AWL§887 29BEEASEST GH%BWREF@@*}W&WS@EFDBE%REF 166a01 x|

] CLONE=I MA —9"622 S ﬁ? 827Gt G op” ia 88 gt JOomGn S.
ponbe) 1 x aﬁtg s e c%% gi yﬁAJ ncl udes
gb: AKD24789, DL 6ASEOND, 5 ﬁmlsclzms%sewasa

| FEA=¥A /Tl;g?j_Q}(REF g| 10437175 / —Hs 206882" Homp sapi ens nRNA for
FLJO0032 prazisase,atparipaaldiads (21spbrint attrGosiSenstsakcnizt paeseigh: BF981643

| FEA=EST / DB9%REF=gi : 128844 58:i3/ PRXREA=est : 602305961F1 / CLONE=I MAGE: 4397295
25 [ UG=Hs. 798441 BRF7 PSBANR4TRBAH ?bt e| n 214849 at Consensus i ncT udes

- gb: AWAQ0220°9RRASESY CVH@BH%REPf olgl complex 4

e 6, g? WSFl?Wre j
v o b A RIS L L NSSOAE b o 92690

209882 at Ric-like, expressed in many tissues (Drosophlla)
209913 x_at synaptosomal-associated protein, 391 kD homolog (mouse)
35 210048 at N-ethylmaleimide-sensitive factor attachment protein,
Gamma
210226 _at nuclear receptor subfamily 4, group A, member 1 .
210412 at glutamate receptor, ionotropic, N-methyl D-aspartate 2B
210686 x_at gb:BC001407.1 /DEF=Homo sapiens, Similar to cytochrome c-
40 like antlgen, clone MGC:2960, mRNA, complete cds. /FEA=mRNA
/PROD=8imilar to cytochrome c-like antigen /DB_XREF=gi:12655110
/UG=Hs.253070 ...
21073% x at solute carrier family 4, sodium blcarbonate
cotransporter, member 4
45  210757_x_at disabled homolog 2, mitogen-responsive phosphoprotein
(Drosophlla)
210796_x at sialic acid binding Ig-like lectin 6
210836 X at phosphodiesterase 4D, cBMP-specific {phosphodiesterase E3
dunce homolog, Drosophila)
50 210837_s_at phosphodiestexase 4D, cAMP-specific (phosphodiesterase E3
dunce homolog, Drosophila)
210912 _x at glutathione S-transferase M4
210923_at chromosome 20 open reading frame 82
210944 s _at calpain 3, (p94)
55 210962 _s at A kinase {PRKA) anchor protein (yotlao) 9
211014 _5_ at promyelocytic leukemia
211026 s " at monoglyceride lipase [BLAST]
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30 214902 _x ; _at Consensus includes gb: AL080232.1 / DEF=Hono sapi ens nmRNA,
cDNA DKFZp586A061 (from cl one DKFZp586A061). / FEA=nRNA /DB _XREF=gi : 5262725
| UG=Hs. 22Q@96s1ieg® sapi ens mRNA; cDNA DKFZp586A061 (from gépiosezses
214906_x at ATPase, H+ transporting, |ysosomal 31 kD, VI subunit E 35
isoformz 214923 at Consensus includes gb: AKOO1155. 1 / DEF=Honp sapi ens cDNA
FLJ10293 fixoal enet NB2RMOBOEO230 /DRE=gbrioy sspiddsarci20aMACUEhaAR ATP  SYNTHASE
SUBUNI T D (cBEr-Ssed 11,34} ond FEAIPREA MBI, XREFIgite 76222 3(FERFHRBAHEPRBO=G- . 40
214933 at capked &w%%ﬁ@resveﬁthé@aﬁéﬁ@ﬁemﬁﬁpﬁb/ﬁ g 389%355 A subunit

214951 at :Lt; ;H NG %a
gal act 531 kbl esris ég;e %E‘é"ct?% 512 n«%ﬁ%ﬁf{ pac- ) 45
214953_s_at.. 2] %ESP fg@]
Al zhei mer 19868 11“ g rpsgﬂ §pt‘gat e I [ nked i ety
X)-type notiibiis[k 2d Zbih@hgm@emspr@;bzeam@nsr@ﬁdmg fusrae ¥8 50 215178
X at Nldcylaphingost nerar dohythopaseif aci(derebandidasg)oteike) 215179 x at
car boxypeptiidase xNat pmlyype:phetl@ {B4) wkﬁhﬁbsmtsuat(pphw;hanqxeiwfﬂlnom t ol
bi ndi ng cl &ah¢ireasdendslsy) protein 215366 at sorting nexin 6 215373 _x_at

chr onosone 22(33 naf é'd"é? W%@‘AB"%BPW%% xeautatCsnsensus i ncl udes
gb: ALléfB F2 end FRNRDOSRIBNA T38SPpY81KI¥121 (from cl one
DKFZp761K2 —ALF

W‘E)? 7./ UG=Hs. 293681 Hono sapi ens
MRNA;  cDNA 54l aj}'g,g e:%gi%f %%%zglqaat prostate tunmor over
expressed ganRgsay Bd 1 t@%ﬁ@?&%er&l§ﬂg%&o¥e@t 1F- box and

| euci ne-ri cisraepeat protein 11 215467x at enpty spiracles honolog 1
(Drosofi | 83114805479 taistiisraproytiabtidansesyper aiinkyd drerber 9 [ BLAST]

215511 at21@@%.@(191;1scasmiwcﬁesaxg:tptiaﬂl%nﬁlalcetimﬁfpmP§a¥ﬁaéﬁs ARI 5 (TCF20)
MRNA, part i @58 af FRR=AfIesiA CEN-TCR20- ¢ PROERR]I 1 g‘%

/ UG=Hs. 201e?éé5?wn§5rw3mbr@rﬁ F@E%C&Przfefo?m )(09%5%@’*5?%?5?& hBF% e| n li ke

(DNA he)d C rke EEES _ at reading,dit 22
2155876‘%(5| a'?%ggy §ar sg%ﬁéﬁ%@ é&gg?g&.ﬁrﬁ;ﬁ fgfggg% Egrgld;le%g%ensus
i ncl udes gbzy&lé@ 45958 ﬂeerEﬁd-lan&:L&aplmgTje FLJ21305 fis, clone
COL02124. /HEAsaRANA / DBIXBEF=gi : 10437382 /UG=Hs. 287658 Honp "sapi ens eDNA:
FLJ21305 1s211¢Ldne2E0i020R4 dep$&604sx 4alBigStic atrophy 3 (aut osorral
recessidfe, %Wﬁa_@ﬁoreﬁo%606@661%#9@1%?%8?%-‘) T5L 195‘60@‘3“&?“(9%

i ncl udes gb° / Ielglf;BE?'—I%ﬁ’Be §4ﬁ n@%’%g‘ﬁ&iﬁ
THYROL0006 76 CF FEAZAFRI Fb’éeyﬁﬁ?—dré’f“ RFBHEGS re9ro

211769_x_at tumor differentially expressed 1 [BLAST]
35 211781 x at ¢gb:BC006164.1 /DEF=Homo sapiens, clone MGC:313219, mRNA,
complete cds. /FER=mRNA /PROD=Unknown (protein for MGC:13219)
/DB _XREF=gi:13544062 /FL=¢gb:BC006164.1
211801 _x_at hypoxia-inducible factor 1, alpha subunit inhibitor
211810 _s_at galactosylceramidase (Krabbe disease}
40 211814 s at cyclin E2
211918_x_at placenta-specific 3 [BLAST]
212196 _at tumor necrosis factor receptor superfamily, member 19-
like [BLAST] .
212233 at chromosome 1 open reading frame 2
45 212514 _x at Consensus includes gb:R60068 /FEA=EST /DB_XREF=gi:830763
' /DB XREF=est: vhi2h07.s1 /CLONE=IMAGE:43138 /UG=Hs.147916 DEADH (Asp-
GIUHRlamASleS) box polypeptide 3
212736_at Consensus includes gb:BE299456 /FEA=EST
/DB_XREF=gi:9183204 /DB XREF=est:600944717T1 /CLONE=IMAGE:2960348
50 /UG=Hs.6349 Human Chromosome 16 BAC clone CITS87SK~A-362G6
: 212876_at  UDP-Gal:betaGlcNAc beta 1,4- galactosyltransferase,
polypeptide 4
212884 x at apolipoprotein E [BLAST]
213109_at myelin transcription factor 1-like
55 213193 x at T cell receptor beta locus
213270_at  membrane protein, palmitoylated 2 (MAGUK p55 subfamily
member 2) [BLAST)
213297 _at nucleolar protein family A, member 2 (H/ACA small
nucleolar RNPs)

(T
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[-UG=Hs. 296745 Hono sapi ens eDNA FLJ13833 fis, clone THYROLO00676

- 215628 _x_at Consensus includes gb: AL0O49285. 1 / DEF=Hono sapi ens nRNA; cDNA
DKFZp564Mag&Boosem cl one DKFZp564ML93). / FEA=nRNA 20 /DB eSo3/309045

/ UG=Hs. 302053 Honp sapi ens mRNA; eDNA DKFZp564ML93 (from clone ...
1215766_at Consensus incl udes gb: AL096729. 1 / DEF=Hono sapi ens nmRNA; eDNA
DKFZp 434DO@43gif7r_@m cIC@neerBMEZ:pzﬂ:McﬂMéb AFABEAROTRNAEFBBméRErsghs 5453863

"/ UG=Hs. 146@8? mHIGA-NRIDNADE_XBEDKRZ pUBADOINSCRF GRERS one . . .

215825 at §§§ P LBEPFOSFP 1 / DEF=Hono sapi ens clone 24487
MRNA seque rotem /al5§° g.ga%?égatlptﬁﬂag%@%i@%ﬁ% sapi ens
clone 2448 apEqUERES .- Eﬁ%&g@_ $ i ncl udes gb: AK025833. 1
| DEF=Hono &@93@@% Vi hépatZi%e HERQ0938. ../ FEASARNA / DB

XREF=gi : 104384§srx‘émuhsa@§359%uﬁm ARis8 85 oot ELY 42180 fi1's, clone
HRCO0936 218810 sSa@tpreashiobysisahe diahandr ppdasn) synt hase 1 215978 x at ,

Consendlls i2AdB3flesayloAKORL5Hrbtbint DEkpHoDssapi enspa®BNA  FLJ11452 fis,
¢l one HEMBALOAUIGat /IEASRNA HiDB, XREFamily 1043 274t e85tdiiGEHSs . 148598 Homp
sapi ens eDr’QKdF‘L’SJ‘?HﬂSb PPJSYPEE’FWeE’I—Eﬁ‘B%@_bOMBS 216051 x_ at Consensus

i ncl udes g pf‘ﬂ'@linfﬁﬂ?ﬁ EFRICEDNA FLJ11983 fis, clone
HEMBB1Qg13 ; RREF=d"PT 0%3338%°%/ UG=Hs. 193162 Honp sapi ens

cONA FLI11883e34 5" Cledce 00113 0o 1309008 ril- —pRhat el et - derived growth
factor bet gppoknivepi idles{s ThaRrAR St £0fFRoY LhalclowShnkeorsagene honol og)
216159_s_at/uprmstab@d uapila0¥ElbrexiHresstd a880e (In 31638&hk%)ai Consensus

i ncl udes gBLIAFPR 2694 .ALstBimFsheronsapi ens Alu  repeat (LNX1) nRNA sequence.
| FEA=NRRA DB MREF=YiCon 28558 5Dl hdiE= b ; BOZ00M - BorMEFsEpice nepiding cipeat

( LNX1) nRNﬂLé%?ql?énwASl%%@?éﬁ%memX irEHaThY frane 136

[BLAgT] 2%@'5 d E@ﬁg@%ﬁ%@l@oﬁééﬁﬂsw%cl udes
gb: X81001. %7" SRR gg@g i 407
gZ; BE( GQM % ﬁF €s 94%9

] UG=Hs 5697074 REEnE s e 4455. 1

/ DEF=HoOND 2apé &S+ MRNBn 56huQr 1 fchJA0 4K . Ms@b@i&/*ﬁﬁﬁiﬁsha' cds. /FEA=nENA
| GEN=FLJ000#%Z_xsEPRED-EL IO 478 prot-aish : t:DRrXEd=agh-10440423r1 UG-Hs. 287753
Honmo sap |éﬁ802ﬂﬁ%ﬂ]m¢33|30766102m%94 - 332366 UHuingtl i INANsSpeacd iToprabease 24
216374 @t @ﬁ%@n@ﬂsﬁ%@b%ﬂ#@sﬁgﬁ A@O06986 / DEF=Honn sapi ens BAC 55 clone
RP11- 18875 2¢f Qﬁ_.vm:sép YREF=gh 1 209582305 1/ o1pB OB HBRER s api ens
BAC cl one - 26 ?e E%@%@dm %@% reading frame 4
[ BLAST] 21 Gggﬁléq 85‘% gn udes ob- APF3762 Hono sapi ens
MRNA;,  eDNA; RASAMEBL 2. ( ffofmaﬁé %FZQQM%%)@, I{EAGHIRNA £2 WO
03/ 105877 Redt&drD3/ 02595 /DB XREF=gi : 6808420 / UG=Hs. 306476 Honp sapi ens
MRNA; ¢ DNA2DKFZp 484 M8t Zer(sfusoimctiges gb: 2DO5RH5 4 APEFSENSE RS pserisnchrles
gb: A|_o4926@Li1qa§EFﬂbml@@pN@m1wo, highly similar to VACUOLAR ATP
SYNTHASE SUBUNIT D (EC 3.6.1.34). /FEA=mRNA /DB XREF=gi:7022230
/UG=Hs.30 ...
40 = 214933 at  calcium channel, voltage-dependent, P/Q type, alpha 1A
subunit )
214851 at UDP-N-acetyl~alpha-D~galactosamine: (N—-acetylneuraminyl) -
galactosylglucosylceramide N-acetylgalactosaminyltransferase (GalNAc-
T)
45 214953 s _at amyloid beta (R4} precursor protein (protease nexin-II,
Alzheimer disease)
215032 at nudix (nucleoside diphosphate linked moiety X)-type motif
11
215067 _x_at chromosome 20 open reading frame 48
50 215178_x_at N-acylsphingosine amidohydrolase {acid ceramidase}-like
215179 X at carboxypeptidase N, polypeptide 1, 50kD
215236 s at phosphatidylinositol binding clathrin assembly protein
215366 at sorting nexin 6
215373 x_at chromosome 20 open reading frame 48
55 215383 X at Consensus includes gb:AL137312.1 /DEF=Homo sapiens mRNA,
cDNA DKFZp761K23121 (from clone DKFZp761K23121). /FEA=mRNA
/DB_XREF=gi: 6807797 /UG=Hs.293681 Homo sapiens mRNA; cDNA
DKFZp761K23121 {from
215404 _x at prostate tumor over expressed gene 1
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CcDNA DKFZp564E233 (from cl one DKFZp564E233). /FEA=nRNA 5 /DB

XREF=gi : 4500007 / UG=Hs. 302050 Hono sapi ens nRNA; cDNA DKFZp564E233 (from

clone ... wideHfeks? at cytochrome P450, subfamly |1 C (mephgayic®osotos

hydr oxyl ase), pol ypeptide 9 216735_x_at prostate tunor over expressed gene
1 [ BLAST] 10 216745 x_at Consensus |ncI udes gb AK024606 1 / DEF=Hono sapi ens

cDNA: FLJ PR F“P%é‘“‘}x[’a 1‘279“3 E D ?B) XREF=gi : 10436920
/ UG=Hs. 306 ?e"n i ;g;;gc;gn&L F01979 216791 at
| ysyl OX'd§§§s Tk 4 i o1 OBNS AL i) LSS ghieAL 080112 1
| DEF=HosD_SaBkaiTSmiialAp m 1@9&%\; ﬂsﬁz 2y P e
DKFZD586|‘|0733)XF(EEEQ’;§.—-WBD~I@V54/ BRXRERTgE 55262039 i htIcaHEack32 781 (RRID Ssapi ens

MRNA; cDNA21BKP ZpoB&HOT 22o{dinemial @pNA heRilt8ZNisatkATPase, Cass |, type
BB, nenber 225236936t atrongonsefsos=n nehdidesigbe X®1637. 1 / DEF=H. sapi ens

cl athrl 20558yt 2 Ivhremdsoge 78, OFRERARNG TXPBe XREF=gi : 963046 /UG—Hs 73919
cl at hr ¥, I2|1 Pﬁ g‘i"&/&@ﬁf‘?’ﬁés %b%def gogEl2ig 5806 DERT ’@H%s B U32169
| DEF= Human:é g%§% Ql; Q@pfl{ %ﬁ %wé&%éls CIOM) Cé (gﬁ,z,}conpl ete cds
| FEA=nRNA YRe; Xlng al pha 2
25 217020_q 15 Qfaé%géi ctgs'cgpléor eta 21705£ZJNXe'at Consensusm-l1 ncl udes

gb: AKOZﬂlo&lésésDE Hom s sank ene16dNAGL Flxb2 465461 | mrrehdipesifiVBAIARGA61.
| FEA=nRNA /B 3685Fe0d,: £0436406ko1 64IG7S . IEREMNAHADR) X8ER3ge B0 OBMNAS FLJ 14046
fis, clone /MEMBAROOBHS Bom bFdikns xclah DoTISERS 8 si nuloue dEYEDLOARED7194. 1
/ DEF=Homp §é ﬁ%thsa HUGJOF}S@GH(SMEJ@%‘WWH%A éP%&Sall &%“’MPEA%WRNA TREERE=MUC3

| PROD=pyci I¥ D ok Nt €sti nal
21718955 t[D 90405p FﬁG rﬂéa%ﬂzﬁé?’ qo%saféeniﬁg%g °s™at prot ease,
serine, 7 (ﬁ@ ”ac%ﬁiien s %&@5&&0‘9&;%@&”&% Bhc? LI3ieh s Xmililn €t S
vari ant geng 494% ge(r}_@gm 1314@ 432ps£NS Usraabeidades gb: AL080160. 1
Homo s M— 198 €D 456%4sa(pfﬂeﬁmnmkmnezanZp434l\/054)

/FEA—HBNA /IRBzXRERT g (52&26:2&14 UG—HS 274517 Hono sapi ens.  nRNA; cDNA
DKFZp434MD545625 giin cl@meensus UQ1249 SPsAROTRAPL. 1 (GIHr=gpp dPBEIE| at9n
stinul at or 214872 mRIBSsequencaNCKERSERIH dPEcP{PﬁFO@ePﬁB?LgS[le_%S‘?f 2P at G

t T &Lept 1Y P Feaye |
Dife00mg: 2 w‘é‘?ﬁ%ﬁf # sy oy AKEESY gﬁ%ﬁ%ﬁ LG
i ncl udes gb I%Z}ﬁg Fﬂjzzﬁé 6 dil )ﬁﬁléﬁggﬁ zwWO5f 08. sl

/ CLONE=I MAGE5 586 74 3+ éalégclkﬁi E&léﬂox&ﬁ&tﬁﬂﬂéﬁ&h&sau N-acet yl gl ucosam ne
- ki nase 21770Q39%8 af aConsensdts imabiee ybghroA4D4.96 30 H-EAmESEp &y BBYA

XREF=gi : 20580654 52DBi XREEces HEMRIE80 08355 | / FRE-ENE=|/RRACGRETA17Z 10439738=Hs . 194107

ESTSs, %derfleéH? 9Bf9Y done Gaplwr_ PRIMARLALUSBUBANP opeSFMERL001435
216051 x at Consensus includes gb:AK022045.1 /DEF=Homo sapiens cDNA

FLJ11983 fis, clone HEMBB10Q1337. /FEA=mRNA /DB_XREFFgl 10433364
/UG=Hs.193162 Homo sapiens cDNA FLJ11983 fis, clone HEMBBL0O01337
216061_x at platelet-derived growth factor beta polypeptide {simian
40 sarcoma viral (v-sis) oncogene homolog)
216159 s _at prostate tumor ovex expressed gene 1
216187 . X at Consensus includes gb:AF222691.1 /DEF=Homo sapiens Alu
repeat (LNX1) mRMA sequence. /FEA=mRNA /DB _XREF=gi:12655850
/UG=Hs.307008 Homo sapiens Alu repeat (LNX1l} mR¥NA sequence
45 216196 _at  chromosome 20 open reading frame 136 [BLAST]
216220 . _s_at adenosine Al receptor
216229 X " at Consensus inecludes gb:X81001.1 /DEF=H.sapiens HCG II
mRNA. /FEAmeNA /DB _XREF=gi.: 531407 /UG=Hs.69707 HCGII-7 proteln
216292 _at Consensus includes gb:BAK024455.1 /DEF=Homo sapiens mRNA
50  for FLJ00047 protein, partial cds. /FEA=mRNA /GEN=FLJ0Q0047
/PROD=FLJ00047 protein /DB_XREF=gi:10440423 /UG=Hs.287753 Homo
sapiens mRNA for
2162%4_s_at ubiquitin specific protease 24
216374 at Consensus includes gb:AC006986 /DEF=Homo sapiens BAC
55 clone RP11-155J5 from Y /FER=CDS /DB _XREF=gi:4753246 /UG=Hs.283908
Homo sapiens BAC clone RP11-155J5 from Y
216453 _at chromosome 20 open reading frame 4 [BLAST]
216459 x_at Consensus includes gb:AL137624.1 /DEF=Homo sapiens mRNA;
cDNA DEKFZpd34M1812 {from clone DKFZp434M41812). /FEA=mRMA
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SEQUENCE CONTAM NATIO ... 217713 x at chronpbsone 20 open reading frame 43
217715 x_at thym di ne kinase 2, mtochondrial 55 217787 _s_at

UDP- N- ace - D gal act osam ne: p' ol ypepti de N

acet yl gal g%%%%grgngﬁyl transerase 2 (Gal NAc-T2) 217859 s_at sli/%Ta{% %ﬁl‘gﬁ?sn 2
bi nding protein 217862 at protein inhibitor of activated STAT, 1 63 WO
03/ 105877 PEIETPGSL 08898420 2‘1%?83%%@&@9(9?@&%“% ARIAIde8¥yb: A1203880

| FEA=EST /WZXRHML 12 33757@48160/% XREF=est: of 77907, x1 / CLONE=| MAGE: 1756092

-/ UG=Hs. 172 HWPE 4 2’*‘%? 1518155 X "4t zinc

o e s T
218554 s a fg&m@rcl am| (organic ani on/ ‘cation transporter),
nenber 11 2 m;meomks 9, 218049 7St AlnddaeayERSANB- 15 open readi ng

franme 12 ﬁ@rzim4}atp01@ebtida<e receptor 8 219183_s_at pl eckstrin

honol ogy, SE&7B5 anatcmidsedtieC birordovmi RSprkss2d Y26 lalBId6éRA donai n,

i mmunotf] obal ¢M5domai Conbbugus trcndee b A2 4 690 frai TEF HW}P BPRRE OBH OFRNA:

cyt opl asni ELHORBS r rflsis-‘é Aeep RBFEAP 794G /FRrpdlR /DB ¥R g &@ o/ i bosomal

protein L48U%S‘523f§22 b?WSnEPHA aﬁ%@? bt |c11P?‘§/A§ d?12 honol og, C.

el egans) 2;%) &3t , o f r@ge%: _14 219 Xmtka ;dual

‘adapt of5 0 ggﬁ Rg%%%ﬁemus b[gi%og@cg%P o385 42h JeGEa2k@a08 at zinc finger

_protein 33 @b3gbELRs BB A1l BRAOLSRas ardB; ZDBR08_at gl ucosani nyl
(N-acet yl ) pkrABsé7as e f3on MI6I N .t ype 219677 at UDP- gl ucuronate
~decar boxyl ases73_2 k36X frase atcrgis NM OB, hetfdzFzHono sapl ens hypot heti cal
pr ot e| N PROIS4 1Y PROIA44Jus mRMlides FBAXPIRNA. 1 CEREPROATATS) PREBERY pot het i cal
ot @i nlPRol Pty DBGXREF’E&WQWAW@GQ%%@%@G?G‘Fﬂ?‘p(—ﬂ??\]egt ical protein

PRO . 219%gchR ﬁll%%ﬁtﬂa)m:??*é’cqef H‘F%) 860 hronnso %1 ep; r eadi ng
frame 20 -25%% ﬁ:} Ch. T gg 3877 at aryl
nydrocar boffp GhERLALY o éLﬁLg‘i’ Rl IiagE@ ¥ &@07a31>§%h §idgetin 220113
x at lysyl zgqqz@a@,e I&@ SeSefilord 006%7 1 / DEF=Honp sapi ens
cadherin 1017ds¢pe =& (:Jr%en&ﬁﬁliﬁdildﬂi)es(@HK@410HR|\IADEE'=§E¢>G=FH§M@#@N&EDHIO
- | PROD=cadherym 016, fitsy peton 8 HERBETID6¢ 61kh éFEArpRNVDE DX RIBEEY(E ‘596209

| UG=Hs. 92439cemdhed§7i Hdo sappen cDEQ@zQQ%&G &+ orbRIenEEI R8P P eadi ng

frarre 22@?132_%.&&'0 Eprseasu A8 &F?@&ﬁﬁll ( BE %@F?/e?ap th "ERot ea and
rant S o B e L T K e oot e
('-eprc” ySI chromosome 1 open readlng frame 16

217269 S at protease, serine, 7 (enterokinase)
217315 s at kallikrein 13

35 217377 _x_at ets variant gene 6 (TEL oncogene)
217446 X “at Consensus includes gb:AL080160.1 /DEF=Homo sapiens mRNA;
cDNA DKFZp434M054 (from clone DKFZp434M054). /FEA-=mRNA
/DB_XREF=gi:5262622 /UG=Hs.274517 Homo sapiens mRNWA; cDNA
DKFZp434M054 (from clone

40 217457_s_at RAPl, GTP-GDP dissociation stimulator 1
217465 at  NCK-associated protein 1 [BLAST]
217480 _x at G protein-coupled receptor 2
217579 x at activity-distance traveled 4

] 217629:at chromosome 22 open reading frame 20

45 217643 x at Consensus includes gb:AR443771 /FEA=EST
/DB_XREF=gi:2156446 /DB_XREF=est:zw95f08.s1 /CLONE=IMAGE:784743
/UG=Hs.270138 ESTs
217679 x at N-acetylglucosamine kinase
217703 x_at Consensus includes gb:AA401963 /FEA=EST

50 /DB XREFLgl 2055965 /DB_XREF=est:zu53c08.s1 /CLONE=IMAGE:741710
/UG=Hs.194107 ESTs, Moderately similar to ALU7_ HUMAN ALU SUBFAMILY S5Q
SEQUENCE CONTAMINATIO ..
217713_x at chromosome 20 open reading frame 43
217715 X at thymidine kinase 2, mitochondrial

55 217787_s_at UDP-N-acetyl-alpha-D-galactosamine: polypeptide N-
acetylgalactosamlnyltransferase 2 {GalNAc-T12)
217859 s at synaptojanin 2 binding protein
217862_at protein inhibitor of activated STAT, 1
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wi th thronmbospondin type 1 notif, 9 220352 x at gb: NM 024305. 1 / DEF=Hono
sapi ens hypothetical protein M3C4278 (M3CA278), nRNA. / FEA=mRNA
I GEN=MGCAZY§ o4/ fi6I7=hypot heti cal  protein M3CA278 / DB XREF=gir&Rd53B30%°

[ UG=Hs. 318780 hypot hetical 45 protein MG ... 220398 at matri X

met al | opr ot 73 e 28 220446 s at car bo rate N-acetyl gl ucosam ne 6-0)

sul f ot r ansf 2 _at BEEEHonp sapi ens cytochrone
c-like ant} 77%!;11‘}3 0 W tHome c-1i ke
50 ant i gen élre@sg@E fsymi Eﬁ‘i ZLLZ‘? re°chid TRk o1 e ant i gen

/ FL=gb: BM . 2182220560 +ahndd Qgﬁoil2ﬁ)eﬁlll§§9|bdﬂglgxr ame 21 220574 at

chr omosone 2@56paNat %dhﬂgcﬁfﬁ_@@ 9101$Janﬁ; 2808 /ea@tdophy 3 (aut osomal

recessi ve, weahbpafterganeansdr £5 spast | c parapl egi a) 220671 at CCR4 carbon
cat abol i t e i 88r@sgi 0A-IY-HameebqsSe cerevi siae) 220684 at T-box 21 220720 x
at tub I | n, 23&92 _at Zpoqusone 45 WBP- gbasiug ofvare ldecar boxyl ase 1 64 WO
03/ 105 /02:5’915‘11220‘79?6P‘a{r ot aSSI um | nvvardl rect | fy| ng channel,
subf am I y @é’oﬁﬂaﬁgy A léu 85 yt opl asmi ¢

220800 Se“‘a? Big 726838
Zom ggmgmg“ Al gﬁgf R 226est

chr onosone ﬁ@z@@%ﬁai%é bdHdn

1220944 18t RARB251_sentgku ﬁﬁ&@%@g@q Sk dy 32?cLQZ§L%Da&149UCZ like (S
cerevi si ae)elk@a@}1107_at cholinergic receptor, nicotinic, alpha polypeptide
9 221155xa&lBARpt( Hepa@oshoand ogen sediani fz;amA tamenber 4 221192  x__ at

mat ri x rret a43196 P ot at sisd PepbE] 92 Phospliotlyypank endndtumiosblecinget e, al pha
subunl? %Pt 22121‘195-@9%1{ pEptayw 83%3307. 1 / DEF=Hono sapi ens

non- f Ut | —5‘Itat éﬁ"c nggﬁegeaeﬁ%z H FOOO 81), .nMRNA. / FEA=CDS

| GEN=HSAFO éﬂﬁf’é “°°S'°‘f“1 b A 3 GiRiTyPe

[o) 4

| DB_XREF=i 116049412 Fmé?@e é Zp@ smys&uw@wﬁ%@oﬁam bitor 15

221460 at ajHoaTiDRyrI19eeNt Qkwa f a —)ﬁR /SHiMpRB1 1 eroRARSIthdticdd 221473 X

at tum3b digdoeentralMy eprEwsad: do22@1564tc-als. B8pPbN 1Bpb6R& 18] at

m t ogen- actiresedd PRP ot.ei n ki nase ki nase kinase 2 [BLAST] 221717 at G

pr ot ei n-co 9@9?4%0&3{16?6@2 SErE¥Ee 4t chronpsone 20 open reading frane 54

25 221832 te|%§°%§6m?§§ag%ée?%ﬁ frgeg| AST] 221917 § at Grich RNA

sequengg actQroY Rindin £2§e§&e§]@_dent %ctl_\ﬁ_agcor protein for
AKX

ar l ocar on

secr et I on [ it flﬁgetln -recep oxr inter
220113 x at lysyl oxidase-like 4

220115 . ) at gb:NM 006727.1 /DEF=Homo sapiens cadherin 10, type 2 {T2-

cadherln) (CDHlO), mRNA. /FEA=mRNA /GEN=CDH1L0O /PROD=cadherin 10, type

35 2 (T2-cadherin) /DB _XREF=gi:5802995 /UG=Hs.92489 cadherin 10, type 2

ng protein

220232 _at  chromosome 20 open reading frame 39
220252_x _at optic atrophy 3 (autosomal recessive, with chorea and
spastic paraplegial)
40 220287 at a disintegrin-like and metalloprotease (reprolysin type)
with thrombospondln type 1 motif, 9
220352 _x at gb:NM 024305.1 /DEF=Homo sapiens hypothetical protein
MGC4278 (MGC4278), mRNA. /FEA=mRNA /GEN=MGC4278 /PROD=hypothetical
protein MGC4278 /DB_XREF=gi:13236535 /UG=Hs.318780 hypothetical
45  protein MG ...
220398 _at matrix metalloproteinase 28
220446_s_at carbohydrate (N-acetylglucosamine 6-0) sulfotransferase 4
220452_x at gb:NM 021031.1 /DEF=Homo sapiens cytochrome c-like
antigen (CYCL), mRNA. /FEA=mRNA /GEN=CYCIL /PROD=cytochrome c-like
50  antigen /DB XREF=gi:10518341 /UG=Hs.262219 cytochrome c-like antigen
/FL=gb:NM ...
220560 _at chromosome 11 open reading frame 21
220574 _at chromosome 20 open reading frame 48
: 220591 s_at optic atrophy 3 (autosomal recessive, with chorea and
55 spastic paraplegia)
220671_at CCR4 carbon catabolite repression 4-like (S. cerevisiae)
220684 at  T~box 21
220720_x at tubulin, alpha 4
220725_x at UDP-glucuronate decarboxylase 1
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222252 x at chronosone 1 open reading frane 6 - 222368 at Consensus
i ncl udes gb: AW972351 / FEA=EST 30 / DB XREF=gi : 8162197 / DB XREF=est : EST384442
I UG=Hs. 29¢4pds sy 222370_x_at RAS, guanyl rel easing protgk dﬂ %Q%Ze
03/°105877 PCT/ GB03/ 02595 Table 4: genes down-regul ated at day ne Name

Gene Descri,é)tl on 5 1316 at, thyroid hornone receptor, alpha (eryt hr obl asti c
| eukenia Vi44l —(a\‘i erpn?tafsﬂ‘lti‘cb’@‘@’fgl%61’?61[3(%'1“%\??1%1‘?{)313551@633% % tdror necrosi s

factor rec rd e 36829 at _period honolog 1

( Drosophi | ?3%&%396 r%g]%}liu 8u ﬁ;ﬁ ou%‘? ?ggaé:) 10 47571_at zinc
finger proteigg;Z3H l@txvgl rtuin silent mating type information

regul ation onahg)rml og;}&oﬁ&on@efg(e\up&&%)adﬂ@iﬁ@tgi ubulin, beta pol ypeptide
4, menber Q2088908 atxkdépp@palikéideetémator 13 15 200706 s at fragile X
nental ret a320at4 ort, RMBEE O mERbEO MBS ogcByer@00EBys _at syndecan 3

(N-synd caﬁﬂﬁﬂ)mtxﬂ&‘{? kﬂﬂweé@i WGIE‘(JIéllﬁfém n rece&t or) 200976sat Taxl .
(human 11P% ke mi PO pRRY ePIOIb i Aok hg PalypePYiPe0d1 s at dual
speci ficity? J (1 frotemas Iam%]ﬁe@f f%8PE% *phosphat ase 1

201057_s_at,4g af’;—é 5 GhdrE, %g‘,ﬁ)flan;i 2DeuTBEE QB84 I (v th
t ransnmenbr af@.t}i_t)mf) éﬁ%&% L@’bE oh& 381 r2Ch &{-rlg et iR Hohade 155kD -
25 201140_spaias RAB26: elrm TheroRdsB9Ncagane framidoy Ak24Emiosisabl ed honol og
2, mtogen-/Eepansi-venqiesihaplaie bindipbrseghi I/ay x28154H2 7s12a12nucl ear
fact or of kégipabiNMght339Gl ypepti de gene enhancer in B-cells inhibitor,
al pha 30 2028872 _mpt gyiogragritiobititgents gol g| n subfam Ig 4 201686 xat
~ apopt 034 %ﬁi’i%?ﬁf}'r SPIIRERTY AECIRAPRONAREYe 2D SPITHLYat: AeTERfé honol og,
ubi qui t aﬁgt"é“r‘i’fy‘?r‘ef_fﬁﬁe HYPhFEEsERIn, 1 (Drosophl la) 35
201884_at C@z‘ b IprYAEG, ank gaee;drgéoacgsgﬁszgége RS onJml pogel 201971
s at ATPase221I~7|—_t7T£anscpq,rr H,;ygy_ unit A. --- isoforml
202037_s_at2m@aetrefed didoagsad- be c@TeﬁdreﬂEiDégelfﬁamb 5202071 at syndecan 4
(anphi gZSycazmaByLujaeamsteAﬁ)e 202 122 osimd-r ity comiase] n A33 (transnenbrane)
202224 at %%ﬁwtlwmﬂ@mbemﬁéwﬁdimf IDB XREF=gi : 11251580
| DB_XREF=est21507 988 AGHE+P EIeRE=) \VACE %100 266t cinUBIHs 2300088 BI8FK avi an
~ sarcoma vi &> 4}&%@{@ AR o5y nggﬁ'&ﬂ@ﬁ Ffog56. 1. gb: NM 016823. 1

' 0

ensus inclu /FEA=E3
3 /DB XREF-g:L 8162197 /DB _XREF=est:EST384442 /UG=Hs.293451 ESTs .
222370 x at RAS, guanyl releasing protein 4 .
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45 202486 s_at FXYD domai n-containing ion transport regulator 3 202604_x
at a disintegrin and nmetal | oprotei nase domain 10 202709_ at fibronodulin
202840at @ MNMoSP3487. 1 / DEF=Hono sapi ens TATA box bi ndi ngl,cplggf3 95( TBP)
-associated factor, RNA polynerase I, N, 68kD (RNA-bindin pro ei n 56)
(TAFZN), nRNA. -/ FEA=NRNA / GEN=TAF2N / PROD=TATA box  bi ndi ng ... 202861_at
peri od honol og 1 (Drosophila) 202873 at ATPase, H+ transporting, |ysosonal
42kD, V1 subunit C, isoform1 55 202902 s at cathepsin S 66 WD 03/ 105877
PCT/ GB03/ 02595 202921_s akbzeliyr gened, diwedrnast034 3thyab
phosphatidylinositol binding clathrin assenbly protein 203243 s at
transducin (beta)-like 3 203319 s at zinc finger protein 148 (pHzZ-52) 5
203395 s at hairy honol og (Drosophila) 203511 s at potassiumlarge
conduct ancéemsaRaieum Goel Patedptirnnel , subfamily M beta nenber 3 203512 at
pot assium L&kgat condihvraie erorapes gESLREOr v Alpkh dravireblastdbf kavicesgiaM bet a
menber 3 161 Is‘mﬂata s PPeffEPe cameleer BVE) f act or 1 203758 at _cat hepsin 0
-203788_s_a donafis* I“?ﬁ'ﬁ? b fé‘[?' ’i' Ae q r?uPFﬁﬁam%ﬁ'oF“F’“]B%{m c domain,

°5°ﬁh dulin 15 203922 s_at

{% onodul i n _S_a

secreted, ri

cyt ochf(prre4zﬁ4§t Qbe%%lcp zydg;p J_.éi%l soni ¢. granul omatous di sease)
203933_at sesm gonai ghrtummmqg Ok £ Y @wllﬂf&ﬂn@hors&egﬁlataasﬁcz donai n,
secreted, hemMBPHONEN)ce3Ev203863 at carboni c anhydrase X | 20 204042 at WAS
protein faﬁ%lyi,_atrenb’erbﬂlﬂ.oma mlapergobetde wanbere family 17

(sodi u de e dent Iﬂ@?‘?ﬁﬁ?—'cllkﬁ hBxshat’e cotransporter), menber 7 204232 at
Fc fra ngo laf% mRpE Fe’carré‘é’éi?ﬁ‘ora“ft@?"mijahﬁ’ﬁohﬁo? ypeptide 25
204243 at r6~a %dsi ﬁnf‘QU nceé04312x at cAMP responsive

klnec 1 esl
el enent bi E %1 i ,
(Sanfili ppg sease I I I B) 25ZJ‘%“4421P§% iejﬁ_ A %%%6%%9&% Fﬁﬁ(é@ng(% pﬁ_,gg\lg%a
fibroblmst 2@Icﬂwtah akagiar spé&i@f}lﬂﬁmspﬁgfayeeie cds. /FEA=MRNA / GEN=FGF2 / DB
XREF=gi : 182682436 at USRS s284i244i v bhadihasdisegiowt h factor 2 (basic)

| FL=gb: MR796851_s_gly: :MIg802006nEi R4 GAGix sgbfamdjler bhiretoeaydpan i with ty

conpl ex, cFE@@m?TIbraDRE’G@Pal)lr 1204762_s_at guani ne_nucl eoti de bi ndi ng

prot ei g, (G? 5%1 f??/ —5’&’&9 @rt 5Bl ypeptide 6 35 204802_at
Ras- r ef"at eé%gﬁﬁfgt tlﬁe gr@‘;gene y

ed homo og P mltogen*respon31ve phosphoproteln
(Drosophlla)
201502 s at nuclear factor of kappa light polypeptide gene enhancer
in B-cells inhibitor, alpha

30 201567 s at golgi autoantigen, golgin subfamily a, 4
201686 X - at apoptosis inhibitor 5
201876 at paraoxonase 2
201878_at ariadne homolog, ubiquitin~conjugating enzyme E2 binding
protein, 1 (Drosophila)

35 201884 at carcinoembryonic antigen-related cell adhesion molecule 5
201971_s at ATPase, H+ transporting, lysosomal 70kD, V1 subunit A,
isoform 1
202037_s_at secreted frizzled-related protein 1
202071 _at syndecan ¢ (amphiglycan, ryudocan)

40 . 202122 _s_at glycoprotein A33 (transmembrane)

202224 at Consensus includes gb:BF304695 /FEA=EST
/DB_XREF=gi:11251580 /DB_XREF=est:601888248F1 /CLONE=IMAGE:4122466
/UG=Hs.306088 v-crk avian sarcoma virus CT10 oncogene homolog
/FL=gb:D10656.1 gb:NM 016823.1

45 202488_s_at FXYD domain-containing ion transport regulator 3
202604_x_at a disintegrin and metalloproteinase domain 10
202709 _at fibromodulin
.202840_at  gb:NM 003487.1 /DEF=Homo sapiens TATA box binding protein
(TBP)~associated factor, RNA polymerase II, N, 68kD (RNA-binding

50 protein 56) (TAF2N)}, mRNA. - /FEA=mRNA /GEN=TAF2N /PROD=TATA box
binding .

202861 at period homolog 1 (Drosophila)
202873 at  ATPase, H+ transporting, lysosomal 42%D, V1 subunit C,
isoform 1

55 . 202902_s_at cathepsin 8
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204842xat sperm autoantigenic protein 17 205046 at centronere protein E
(312kD) 205097 at solute carrier famly 26 (sulfate transporter), nenber 2
205232_s @to @@sebet -activating factor acetyl hydrol ase2 ( 4k &8,2%{35235
s_at M phase phosphoprotein 1 205328 at claudin 10 205359_at nase
(PRKA) anc % rot e| n 6 205381 at nesothelin 205431 _s_at bone

mor phogenetyj r‘?“ y 5?2‘601%% striatin, calnmodulin binding protein
205525_at o5 ﬁﬂénmét?rﬂﬁo&t%?ﬂblﬁz PEXSS8873), nRNA.
| FEA=NRNA [ 3 TH -0 XREF=gi ' : 13236500
[/ UG=Hs. 383038603 MNAG22 @,@9{;@ fdg-g %?E% 3 gh: NM 018495 3 50 205595 at

desnogl ei n 283§ NEBPA @:uﬁaé/éiuﬂaialr%eacmnhﬂ&@)xce 202608 -8cAlvadlgicapatin 1
205636_at SHBfalammin beRBrdrbke 33 [ BLAST] 205729 at oncostatin M recept or

205752 s at2og$lﬁ_at hi ereassivmalsfer angudvbnss 30&8#Oactivated ehafedl 0- ONCOgene
(mul ti be SHEEEE L net hebplwesber &nd nedul lary thyroid carci noma 1,
Hirsch Gséﬁse)StQMBejalt"dHW@dfﬁaﬁ‘ﬁ@F Iprotein 35 (clone HF.10)

ru
206212 _at gg (pancre 062 aV| cont ai ni ng
MONoOXY genags, 4- feiétﬂg;%@s ?gpg%%’é’%‘?ﬁéﬁa”?dg% 18 ?rtn 86t ensi n
206388_at th@ga;hg £ 3hSERSBodhhinC I nhibited 206389 _s_at

phosphadi es0ssaSe A cye&NRohai-bit e@e@@é%&uﬂﬁ%ﬁ%%HﬁY&ﬂa@o@@' d
(GABA), A redegtset, alpha 5 5 206586_at cannabi noid receptor 2 (nacrophage)

206766_at |2ﬁﬁ%&_ﬁh akph aioh@in,2 A6826gRibudiry tdonain r(@gepbbort BAEAI0 x _at H
factor (co P@rﬁ’enﬁ‘:ﬂe‘tk@ 382@@3611)0 3k chronpsome 20 open reading frame 110

10 207961 3 n SRRR™ aﬁes@?]i ne prot ease 2 207064 sat anine
oxi dasé, tgf‘fl I?feii’ ? rfé‘f‘w* chm 1 x_ at

- gamma- gl ut %gg ﬁh n;ﬁ EIR0) %&88? ety HEEIRYIDI ement i ng
rodent repam;zg; [ C|Egn§ya t@lt ogyﬁﬂ;lgg;:!ipﬁ g&%ggm&r'atga%gam c
cationic tlpalwa@ticw-l i ke 4 20760 X at cyt ochrone P45 subfam |y |

(aromaibc compouad- irpducingke)r-npolrypapt begeac207732 s at discs, |arge
( Dr osophi | 8P4HEnml g c8MF negposride crlenertdbipndingd OkeEbimtl chr onosone 20 open
readi ng frarti®gs A YoyogylatudespminidaszA {lpiadefdmalilicpphyioshse BElBosa of
Si emens) gélgéé ﬁ%@br%%”ﬁ?r@émw@} Rapik E1rapdzaBgravty fatiwase

o] /FEA=m

i nhi bi 5" ; ; complete RNA /GEN=FGFZ /DB_XREF=gi:182562
G=Hs.2B4244 fibrecblast growth factor 2 (basic) /FL=gb:M27968.1
gh:NM _002006.1
204670 x_at major histocompatibiliiy complex, class II, DR beta 1
204762 . s at guanine nucleotide binding protein (G protein), alpha
actlvatlng activity polypeptide 0
35 204802_at Ras-related associated with diabetes
204842 _x at sperm autoantigenic protein 17
205046 _at centromere protein E (312kD)
205097 at solute carrier family 26 (sulfate transporter), member 2
205232 s_at platelet-activating factor acetylhydrolase 2 (40kD)
40 205235 s _at M-phase phosphoprotein 1
205328 . at claudin 10
205359_at A kimase (PRKA) anchor protein &
205381 _at mesothelin
205431_s_at bone morphogenetic protein 3
45 205520 _at  striatin, calmodulin binding protein
205525 at gh:NM 018495.3 /DEF=Homc sapiens NAG22 protein
(LOC55873), mRNA. /FEA=mRNA /GEN=LOC55873 /PROD=NAG22 protein
/DB_XREF=gi:13236500 /UG=Hs.283080 NAG22 protein /FL=gb:AF247820.3
gb:NM 018495.3
50 205595 at  desmoglein 3 {(pemphigus vulgaris antigen)
205608_s_at angiopoietin 1
205636_at SH3-domain GRB2-like 3 [BLAST]
205729_at  oncostatin M receptor
205752_s_at glutathione S-transferase M5
35  205879_x _at ret proto-oncogene {multiple endocrine neoplasia and
medullary thyroid carecinoma 1, Hirschsprung disease)
206096_at zinc finger protein 35 (clone HF.10)
206212_at  carboxypeptidase A2 (pancreatic)
206263_at flavin containing moncoxygenase 4
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207969 x at acrosomal vesicle protein 1 [BLAST) 208124 _s_at serma domain,
i mmunogl obulin domain (l1g), transnenbrane 25 domain (TM and short

cyt opl asma® @dooss7n, (semaphorin) 4F 208138_at gastrin 208iGHcKetzsos
consensus includes gb: NM 016415. 1 / DEF=Hono sapi ens clone FLB3816
(LO(351216) /FEA—rrRNA J GEN=LOC51216 [ PROD=cl one FLB3816 /DB
XREF=gi : ﬁl\@ay O% Zer gﬁ‘IFL 3816/ FL=gb: NM 016415.1 30 ...

2083515 e osirboben- B ER LAty Bt dpdoeo < oo oisoro

| DEF=Honp 5@4userist en E[.jﬁd (GAIQEJI LN o801 9 QtSegr ase- der i ved
ORFL, CRF2506mG ol Abisanomon Shacs of fhs W S AR BAsrna

| GEN=HSUS 8808 66 PROD=emtlagenowsphadore ... 208382 s at DMC1 dosage

suppr essor 2e4825cki honpoogp meewsics- speci fic  honol ogous reconbi nati on
(yeast) ZOWOSX_H’tt bh‘@sq!’)hrorﬁcmwﬂewm Sphat e synt het ase 1 208486at

cyt ochi e ‘P—‘ﬁﬁ?@'_ bF%’fﬁmPfrOf?e\/Ao wq;lérme [lBQAST] 40 208679 s at
actin tela Gé%?)tt B P%%ec ﬁ?ﬁltn‘32p$ £22RD)2 " 208730_x at RAB2,
nmenber G99 % gmel Zﬁ:?c’ﬁs ergg?ttaéné S é&p THIRRTRG PR de,
Immnoreacxz@fm?ﬁ% e Ay aém@%aiocfeﬁfcaf&%&,%on syndr ore

X 1inked  GEABIhO LGS e ey Lslag 5 5_at

recept bf - aseooBaied Pr@n@kncdtiéeiclira0886& s1ate GABA(A) receptor-associ ated
protein |ik&76D8208@3FyicatonaBidl, t subfiafhi DNA bimdiahic bompomidaant negati ve
hel i x- | oopindnsiblelpr peleingpPBB342 x at gb: U65585. 1 / DEF=Honp sapi ens MHC
class Il ap{ix nSﬁﬁLséeS% breg (WthEAJDRBl@BL(%UFE‘F@OCEWIdéﬂb cds.

| FEA= qugg $°q [ErEpR | 5478215
iaviat 2ol isnd fHPYfSli e SRy, o T o
matrix pr oi@;ggg%g é%ot%a ._@g pr otein 1 55 209701 at desmn

[ BLAST] 2097033 8Xx ait s@mem@ptveglcle hGRERS I1C (gl conpl ex 4 209790_s_at
caspase 6, 2@popt HSitSs&ed abmncyﬁ[ﬁneh@oaﬁmxﬁasm;[ﬂﬁ@ﬂ tr2R988%ak R c-1i ke,
expresded donaian{rMi ssdletotDregsaphbhia) daB D (SmdOb@A%) PGT/ GB03/ 02595
210048 _at Nl*?éﬁﬁ éIt’qﬁml gigtirde- sensitive factor attachnent protein, ganma
210191 s af? A CORTPEE %ﬁBFJnIdFP aH’PsE’?“J_ S dh ¥ é@’@%rﬂomo 5226?256 capPhiucl e

rece_ptor %@% O 5@6(%95}&%3 ;;2 EQ‘TB%% %P’Cg Ka %sﬁég plor,

i onotr aspartate agy 5-1i ke (S.

cerevi si aeﬁogg,g97§%1xm§gog§gLégt§v%@r#,_egteg@rgllngse ;1. sodi um bi car bonat e
cot r anspor tegzconEmesb 4n? 305876, X /BEF-Hicnshd 08 RO MBLOGERus MBdtogRikukesponsi ve .
phosphopr obeilraddd rebX @sapbjdaas-derived ORFL, ORF2, and putative envelope
35 protein (HSUB8895), mRNA. /FEA=mRNA /GEN=HS5U8889%5 /PROD=endogenocus
re ...
208382_s_at DMCl dosage suppressor of mckl homolog, meiosis-specific
homologous recombination (yeast)
208447_s_at phosphoribosyl pyrophosphate synthetase 1
. 208486 _at cytochrome P450, subfamily IVA, polypeptide 11 [BLAST]
40 208679 s_at actin related protein 2/3 complex, subunit 2 {34 kD)
208730 . X _at RAB2, member RAS oncogene family
208763 . s at delta sleep inducing peptide, immunoreactor
208860 5 at alpha thalassemia/mental retardation syndrome X-linked
_ {RAD54 homolog, S. cerevisiae)
45 208868_s_at GABA(A} receptor-associated protein like 1
208863_s_at GABA(A) receptor-associated protein like 1
208937_s_at inhibitor of DNA binding 1, dominant negative helix-loop-
helix protein
208312 _x at gb:U65585.]1 /DEF=Homo sapiens MHC class II antigen (HELA-
50  DRB1) nmRNA, HLA-DRB1*PBL allele, complete cds. /FEA-mRNA /GEN=HLA-
DRB1 /PROD=MHC class II antigen /DB XREF=gi:5478215 /UG=Hs.180255
major
208436 _at spondin 1, (f-spondin} extracellular matrix protein
209535 s_at LIM and SH3 protein 1
55 209701 _at desmin [BLAST]
: 209703 x_at component of oligomeric golgi complex 4
209790_s_at caspase 6, apoptosis~related cysteine protease [BLAST]
209882 at Ric-like, expressed in many tissues (Drosophila)
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210796 x at sialic acid binding Ig-like lectin 6 210830_sat paraoxonase 2
210836 x at phosphodi esterase 4D, cAMP-specific (phosphodi esterase E3

dunce honaygg@sdgpsophil a) 15 210837 s at phosphodi esteraSﬁC-Fl B03/02595
CAMP- speci fi ¢ (phosphodi esterase E3 dunce honol og, Drosophi 2/ 0312 X at

gl ut at hi on sf e .M, 210923 at. chromosone 20 open read| ng frame 82
210944~s a% g%f 2 ?g‘?d'&ﬂilefﬂl%ﬁ%?té‘vﬁtfaﬂt% FESEPRKAF *&fchor  pr ot ein
(yoti ao) 92131&113114 $ PRy, 026 _sat nonogl yceri de

| i pase [BLASW&ze‘Z'LI%Mﬁ&;@gr O%Ieg%%géi%%— Jfgt }ngélsq G 2 and S-phase

expresséd Zloeclnne MgTuil2k66 a%x,cmmhg&ﬁcg me/dif A BRODEG 25 2

.and S—phaséléﬁ%ﬁﬁs_e’edams/aDBo@HREF'E@-Ili%G(%MaKrH;—@b 25.1 211071 sat

chr onosone 2127%‘%1@&1? eadiry céreiae @mﬁ&%ﬂso@mmw@até\moossl 1 / DEF=Hono
sapi ens no PB‘T’P&]! gt binding protein nRNA, conplete cds.
| FEA= fC{iﬁ%‘?JFE}n‘aqml%|2at1@tﬁpﬁmrﬁgpweﬁeum°f@mm§pmq| 2565195

[ FL=gb: AFO 096 a r ukem a transcription factor 2
211113 sat 2,5;{?)33}1 nigh ng At SEr an “ EH e% JW-II%TE) menber 1 2111397s
at NGFl - A bunoshielg”. @as%eg@m&le(sl%%&ebwdlaggp%%ﬂﬁ %ghosaﬂ&@é;éra%te gﬁw | oi d
beta (A4) pmecsmh®aslqy,obaisBpipapt ease nexi n- | hei mer di sease
2113161%_at210pEPs am@hE#;deiesltEr&{mpbpSﬂAﬂP-F#@UiﬁIdeho%ﬂ:ﬂ.&ﬂ&sK@ﬁase E3
hermpchr omatdsés henaBey atospeitiflyl t hi oadenosi ne phosphoryl ase 211416x at
ganmme- gl ut &n P19 #n3F slukahione §48@nafenasstis- specific transcript, Y-1inked
9 40 21146 g at sﬁ£§‘§“°8°m%168 R58i Zeadépatie@me it ei ne protease 211504 xat

Rho- assg@ci 0 a: rot el n kinase 2 2l1574s at
merrbra%g cggg@jg%—ig% kl%s ,iﬁﬁgjﬁf% ) M5t8%Y e cross-reactive
antigen) 2316606 alat dohbNQELHIIN OT¥asd nggﬂ- rel ated cell adhesion nol ecul e
6 45 (non2spemi ki £t GHOSIGERCY | NEFaNdoden)ichBlLASE] amil §6&Rss at neurocal cin
delta BLASXx]Jreszédm3 cXorat MEG:9eBETE SREGetylasee odsBLASTA-NA7HRop=8t t unoOr
differ t| al ﬁf Exphrasss exbres§RLASTE 2HRFAS1 : 336484 b /BOGBEIGheE23 DEF=Honmo

sapi ens, thgzwnoswz OE%Y E@ﬁph@tf@amd§ [PREBATTRNA / PROD=Unknown
(protein f WQSIIHP—EB“CBGBWIMMFEZMSOM at

? T8> 35 FBFAF
hypoxi a- i ngdgelaPes T AGE %r’;ﬂ 1 / ROD%EE?%‘(ZB’”?%&“H
gal actosyl eef @@ @se E th On fac 55 211918 X_at
pl acent a- specifa e & [lz: % ﬁhﬁifa?(:tr%rmbg?ciept or
super f ani | g1iYEeThest 11@FI-|AI Kﬁud&ﬁi}@&&eﬁi&@é@& @i}{a@H@%ﬂB@eﬂn gpen readi ng
franme 2 211277 x_at amyloid beta (A4) precursor protein {protease nexin-I1I,
"Alzheimer disease)
35 211316 _x at CASPS and FADD-1ike apoptosis regulator
211328_x at hemochromatosis
211364_at  methylthioadenosine phosphorylase
211416_x at gamma-glutamyltransferase 1
211460 at testis-specific transcript, Y-linked 9
40  211464_x_at caspase 6, apoptosis-related cysteine protease
211504 _x at Rho-associated, coiled-coil containing protein kinase 2
211574 _s_at membrane cofactor protein (CD46, trophoblast-Ilymphocyte
crosswreactlve antigen)
211657 at  carcinoembryonic antigen-related cell adhesion molecule 6
45  (non-specific cross reacting antigen) [BLAST]
211685_s at neurocalcin delta [BLAST]
211713 X at histone deacetylase 4 [BLAST]
211769 . X at tumor differentially expressed 1 [BLAST]
211781 X at gb:BC006164.1 /DEF=Homo sapiens, clone MGC:13219, mRNA,
50  complete cds. /FEA=mRNA /PROD=Unknown {protein for MGC:13219)
/DB _XREF=gi: 13544062 /FL=gb:BC006164.1
211801 _x_at hypoxia-inducible factor 1, alpha subunit inhibitor
211810 . _s at galactosylceramidase (Krabbe disease)
211814 . s at cyclin &2
55 211918 x at placenta- specific 3 [BLAST]
212196 at tumor necrosis factor receptor superfamily, member 19-
like [BLAST]
212233 _at  chromosome 1 open reading frame 2
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69 WO 03/105877 PCT/ GB03/02595 212514 x at Consensus includes gb: R60068

| FEA=EST / DB_XREF=gi : 830763 /DB XREF=est:yhl 2h07. sl / CLONE=I MAGE: 43138

[ UG=Hs. 14%6s/4058H (Asp- d u- Al a- AspHi s) box pol ypepti de g%ﬁé%%%&égg
Consensus i ncl udes gb: BE299456 / FEA=EST 5 /DB XREF=gi : 91B32

XREF=est : 600944717T1 / CLONE=] MAGE: 2960548 [/ UG=Hs. 6349 Human Chronosone 16
BAC cl one Z12PA87SKEACRGREHs Ri28T6s gb: RIVPEGaS FEBel G/ BRABE ratia 830743

gal act osyl £ ?Paﬁg?%reé‘éeﬁfhlzb‘b"l ﬁ?dﬁpﬁ%—m@qﬁ%aﬁ X UGtHsapbl 115 0ROl AFPE [ BLAST]
Pf P 3193 x at T cell receptor beta

10 213139 %I 9 A
lnlcj)g:JZo Iar Hg?fﬁ%?, u?iéggﬁ %Qsig%ﬁecgc%f I@%ﬁi&ﬁ%gc%eﬁ%l Hono

sapi ens cl onmre le 2400 B Fb: SAUNERGaLy/ By XREE 0 5c4406618

I UG=Hs. 126961ypeptiaqacii N SH3 domai n- bi ndi ng pr ot ei n 213406 at gol gi

associ at ed212paam® aadapilipo@ate BBt BIASHY, ARF binding protein 1 213486 at
retinolt aglilspnguceenail HBRAST]2 20-@b8B1B)Ss at met prot o- oncogene

(hepat ocyt @1 3P8uk [ptf Bceedi Tegepprobyta 208986 xat surfact ant,

“pul monary- & 84-%11’( ed“l %”}InPB’teZﬂEﬂP({T?lS gt mB‘Pbc?Fe? n(Ht’%poﬂ*ﬁ’el ki nase 9

BLAST] 21 r tein co u aI ha. é 421 x_at
: E: t o ]S‘P g % @UQ onseEsus % % T Kgg%ﬁaasl amo psaPlen é gx‘;‘?ypepti de
9 [BLA T] gﬂ ﬁ(sﬁg JDAQSH -4 n,g bonsensus i ncl udes gb: AWL90B73

| FEA=EST | PBaRER=Qi 615303 ch4Rd meSidapt 69 alt . ddntALIGFARMGE: 2679624
| UG=Hs. 1458#i81ing gudoatoi 10f di ffer entiation (in S. pombe) 1 30 214720 xat
Consensus Rh¥i8ades gbeiBRO8d 643d /iREAST7 / IBAXREF=Qgi : 12384455 / DB
XREF=e2{ : 682311596 Ft] n¢iCPONR=PMAGENE 30FRSE YL BIGIRY ElY SR8 EODREZFSGEML4 16
protei n 21AB¥50% o AEERSERNt Ny aear YyBS 20BebSS T PEEA-EST / DB

XREF=gi : 71 @%xﬁﬁ?iteégttyﬁisﬂﬁ BR3-aKd- BRB%to- 1 1 35

/ CLONE=I w&%%@@to G g?g@ 19"3_};51%““8& EER L4 om cl one  108KL1 on
chr onogpney LY, pot ZE_QL LA ase, H+ transporting, |ysosonal

3l kD, VI sg ¥xat noafiara 2 214923_at Consensus i ncl udes gb: AKOO1155. 1

/ DEF=Hono sapisenst ¢ DhidnsedBudidd 0203 §i:awi edsone/dE2EM000280, highly sinilar
to VACUO_ARDB\'KREFW%E SUBUREF=Bs1 2C682@.. X1 IALONF-EHEAGRFRAI624

-/ DB_X o[4 UWZZQ@@”/U@-F@@OOJ‘- dlftq@%a%i{oncbﬂlncﬁumoé‘h%ﬂnﬁel

vol T ag? defehidant. 2tpf 5(89 t
_ B Iﬁ; = ﬁ 352{’ Sﬁiﬁr éﬁj[.. MAG% 4397295
. ece 2&:@:@5 L T e

/DB XREF—gl 7112628 /DB _XREF=est:UI-HF-BNO-akd-c-02-0-UL.xl
35 /CLONE=IMAGE:3076610 /UG=Hs.332496 Human DNA sequence from clone
108K11 on chromosome 6p2l Cont ...
214906_x_at ATPase, H+ transporting, lysosomal 31kD, V1 subunit E
isoform 2
214923 at Consensus includes gb:AK001155.1 /DEF=Homo sapiens cDNA
40 FLJ10293 fis, clone NT2RM1000280, highly similar to VACUOLAR ATP
SYNTHASE SUBUNIT D (BC 3.6.1.34). /FEA=mRNA /DB XREF=gi:7022230
/UG=Hs.30 ...
214933 at  calcium channel, voltage-dependent, P/Q type, alpha 1A
subunit
45 214951 at UDP-N-acetyl-alpha-P-galactosamine: (N-acetylneuraminyl}-
galactosylglucosylceramide N-acetylgalactosaminyltransferase (GalNAc-—
T}
214953 s _at amyloid beta (B4} precursor protein (protease nexin-IZI,
Alzheimer disease)
50 215032_at  nudix (nucleoside diphosphate linked moiety X}-type motif
11
215178_x at N-acylsphingosine amidohydrolase (acid ceramidase}-like
215236_s_at phosphatldy11n051tol binding clathrin assembly protein
215366_at  sorting nexin 6
33 215439 x_at F-box and leucine-rich repeat protein 11
©215479 at immunoglobulin superfamily, member 9 [BLAST]
215588 x_at Consensus includes gb:AK(024958.1 /DEF=Homo sapiens cDNA:
FLJ21305 fis, clone COL02124. /FEA=mRNA /DB XREF=gi:10437382
/UG=Hs.287658 Homo sapiens cDNA: FLJ21305 fis, clone COL02124

r:mm
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T) 214953 s _at anyloid beta (A4) precursor protein (protease nexin-I1,

Al zhei mer di sease) 50 215032- at nudi x (nucl eosi de di phosphate |i nked

moi ety X)-wygpsaemiif 11 215178 x_at N acyl sphi ngosi ne am gdeagioohass (acid
ceram dase)-li ke 215236 _s_at phosphatldylanS|toI bi ndi ng c? thr@n
assenbly protein 215366 at sorting nexin 6 55 2154397x at F-box and

| euci ne-ri &% ‘?1‘1‘:‘?1527@08?33%/@8 TR %af?lsa é?DIN&m ly,

nber 9 3 & 8“ T 4yREg /DEF Ho
ggpi ens c%ﬁiﬁ% i {gg % ﬁ?FIﬁ& %% éﬁ 1045“7)382
| UG=Hs.87 BOID  SaRiseAS, i%s'- 673Sa FdEQ%mQ@Q&%%

03/ 105877 B$ie 6REph 92592 (f%éfi,qan@tm{ﬁ@;smnﬁm | hghuges gb: AK023895 1

| DEF=Hono sBixers-gt DINA 9864 J138331 {458, mdn@n&ap'ib?(m&ﬁ)ﬂ@ﬁm | FEA=nRNA / DB
XREF=gi : 107358 94D0AUGHdsm 29675 . Honp sapi ens cDNA FLJ13833 fis, clone
THYROlOOOG?@BZZ_’L@i? 585enaenisnEndindefe gbphRN7Ep TP - 25DEE-RAG7 68iene Tmsens us,
i ncl udks g%ﬁf"@%@%si‘iuﬁw—% I/QWW 33ETRA ORERpAZEPHAALPPr om

cl one DKFZ 4%)3“/2#%%1 h 5419863/ UG=hs, 146581, Homo
sapi ens % % fgf/fg N% ?eDB % %%Séﬁgggznsensus
includes ghgdh pEx ?ﬂ qua@%sm-l&o ‘ sequence.

| FEA=NTNA éiﬁlXRg%tgbal%gﬁ ge (orkdf-ol 44e8B: 15api ens cl one 24487 nRNA
sequence 215806 _x ak ﬂtft&ﬂ?ﬂ&ﬂ&ﬂhﬂ&m g&i&sngﬁd&@%%@dﬁd@&aﬁqﬁmml ens

- cDNA:  FLJ22488afvizal clvonis)HROBGEEE hoh&EAFTRNA / DB XREF= =gi : 10438467

[ UG=Hs. 28789 Xosuntspypisdabe ¢DMX oFtx) 228G skd genellone HRO00936 15

215910 ?1@a?ﬁb®%¥diﬂa%°@°f%o?fh O8pR |rr?)id§}mtfﬁad‘§e116 Z%Wix at

pl at el rofHe bt DﬁéF%\ e sarcomp viral
(v-sis) on rﬁﬁzsﬁé lf)‘? Saplensrg‘%sed gene 1
oi 752@%6220 s_at

216196_at
adenosi ne Jre%ge,gﬁqgr at “Consensus I ncl udes gb: AK024455 1 / DEF=Hono
sapi enzs anwezgfmg aELdMMupepetcatfme dratédal 2¢ds. / FEA=MRNA / GEN=FLJ00047
/ PROD=FLJ000D& 4paiot eConseDBisXRinFogis Hp4400338¢ UGEFSioRE 7sEp3ekMAC sapi ens
MRNA for . ¢1omR5RPUIGLAISS faam Hhi RFGEID /BRSTEFTad : prER2d asac2ls 2EG3Y8  at

Consensus FI?F&‘? Feeeng bBBS(BB‘E@SEP P dpi ens BAC cl one RP11-155J5 from

Y IF s x?ESvS 35813&9650 ‘mepr Y5 edts BAC cl one

RPll R450 lsu[lgli Iy |1 C (nmephenytoin
at

4 30 hydrOéy PSE ’atp ﬁcl éﬁ%ﬁﬁxﬁ% 6 rsﬁﬁﬂsmé £V @bu@XPr essed

gene 1 [ BLAGIJ09BIGE45 aq@hefmﬁmﬁus AFRELMARS /9 kAL4 6063892 dDEF=HoND
sapi ens cDX#G=HsFEJe209 Fwbi Spi6h0RONADSEIADES. FilshEA=BRNAOSE01979
/ DB XREF= gEl@IM.BSIQZOlysyl oxidase-like 4 [BLAST]
216852 x at Consensus includes gb:AL080112.1 /DEF=Homo sapiens mRNA;
cDNA DKFZp586H0722 (from clone DKFZp586H0722). /FEA=mRNA
/DB_XREF=gi:5262539 /UG=Hs.332731 Homo sapiens mRNA; cDNA
DKFZp586H0722 (from clo ...
40 216873 s at ATPase, Class I, type 8B, member 2
. 216936 at Consensus includes gb:X81637.1 /DEF=H.sapiens clathxrin
light chain b gene. /FEA=mRNA /DB . XREF=gi:%63046 /UG=Hs.73919
clathrin, light polypeptide (Lcb)
216993 s at Consensus includes gb:0U32169 /DEF=Human pro —~a2 chain of
45 collagen type XI (COL11A2) gene, complete cds /FER=mRNA 3
. /DB_XREF=gi:1000744 /UG=Hs.121509 collagen, type XI, alpha 2
217020 _at  retinoic acid receptor, beta
217117_x _at Consensus includes gb:AF007194.1 /DEF=Homo sapiens mucin
(MUC3) mRNA, partial cds. /FER=mRNA /GEN=MUC3 /PROD=mucin
50 /DB _XREF=gi:2853300 /UG=Hs.129782 mucin 33, intestinal
217189_s_at chromosome 1 open reading frame 16
217269 s_at protease, serine, 7 (enterckinase)
217315_s_at kallikrein 13
217377 X at ets variant gene 6 (TEL oncogene)
55 217457 s at RAP1, GTP-GDP dissociation stimulator 1
217465_at NCK-associated protein 1 [BLAST]
217480 . _x at G protein-coupled receptor 2
217703 _x at Consensus includes gb:AA401963 /FEA=EST
/DB XREF—gl 2055965 /DB_XREF=est:zu53c¢08.s1 /CLONE=IMAGE:741710
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/ UG=Hs. 306697 Hono sapi ens cDNA: FLJ20953 fis, clone ADSE01979 35 216791 _at
| ysyl oxidase-like 4 [BLAST] 216859 xat Consensus i ncludes gb: AL0O80112. 1

| DEF=HonowsagipiRgryTRNA;  ¢cDNA DKFZ_p586H0722 (from cl one %ﬁgg%&&) :
/| FEA=nRNA /DB _XREF=gi : 5262539 / UG=Hs. 332731 Hono sapi ens . C

DKFZp586H07 r s 73.s..at AT W ass | type 8B, nenber
2 216936_at f@ﬁé&%&gﬁﬁiﬂ %%fé%%sfﬁ%’?af ?A%E%iﬁﬂglﬁ’iﬂ 3R Sk, 52 ght
chai n ‘b geneL778FEAzaRNA-# LB XREETSH -6 i ; Lhrin, |ight
pol ypepti deac(elmtﬁaiadﬁaaﬂi_r@ag%m&%sé%d%gﬁiﬁgg%%]?%%%@% %tEF:Human pro- a2
" chai n of 4517880 |sagersynype;iXhin COLEHARY getein conpl ete cds / FEA=MRNA 3
/ DB_XREF=gi 21§60 244 /ructein 101i5080x olfl agematddypertXl 1 al pha 2 217020 at
retinoic ac%%sﬂ o dOPSPReg rrrndes gbphl20B49e ABRSERRC| udes gb: AF007194. 1
/ DEF=Homo_sapi&s  ahiei no. | SRRRIGR T < BRI OP Bl Lo (G- ONFERACK RNA P BEN=-MUC3
| PROD=ryge 1 501 il éﬁ.’@%ﬁ%é_;iﬁigﬁ‘?;‘%gw% intesti nal
217189 _s atzGRREPTOsO Lea p : %’6 .at protease,
serine, 7 (mheﬁmgmr%égi%%{?ﬁf%s e{['pgﬁaﬁaiqgrr ein 13 Iifgf?%ﬂi_i?(_at ets vari ant
gene 6 (TEL2wmengene)chbbndbfdié spal BARLg £ER-GP di ssociation stinul ator
1 217465 adlMCKaassoeilatEdepreebpter 3 [ BLAST] 217480_x at G -
pr ot ei 12colRN%a2 rezepvein 3 24EOBadopatn cpasandns i ncl udes gb: AA401963
| FEA=EST / OH JkREr=gt Fles5oein /MoBoKREF=8ar7. andb e8¢ ¢ ICHENETISMAGE: 741710
71 WO 03/1 / {éﬁ%@/@?@% ipppgoglobrdAn (PPEST S Io Mo dEPRERFPrateri | ar to
R £ AR ol e 2 e s s TR o AR
UDP- N- gget Y, l-egﬁma- D-gar act 0sam ner pol'ypepty de (RE omolog, L.
acet yl gal act1082dm=Ry | thabRRiAS & SpdaLNG; TR am2 247859 sat synaptojanin 2
bi ndi ng pr otieises 21 7862natripket @k-brdimNbld tor of activated STAT, 1
217878 sat WEM32RS$US nianeludesaigbpAk203880 26 FEA=EST / DB XREF=gi : 3756486 / DB
XREF:ei B gfzﬁ“ﬁgl)lakl [FOPENECh MRGE: 19-808ky1A4dGiHs. 172405 cel | division cycle
27 | FL—éb: NMSOHAL Z58E BL1kM $1860K1 1s MEFHens gariens neerthor c@DRroviin i am Ml | er
218554 sat &0 mle‘%aﬁ@r' i i W‘?‘E"“g% SENPRRAT Yin/ BRAT-Brpotheshsor t er )
member 11 z'gﬁg 29 %R(g S BROSETEL 1828 BLh /P AR Ye AP othetp8014 at
toll-like reeepi Qe i;;§cggtgg%§f 10psin 3 (encephal opsin, panopsin)
- 21918338 atz1pheCkSit IRAr&HRIBhODY, opbL fedthgCRIWEMcOi | domains 4 219194 at
sema donmi r31986MERO0QIcBbtthdsBné GMBpeh (kgdingt EaRSNEBATDr ane domain (TM and
short cyt oA1&8H_etdomakmin{ sermapheindiyg $60ta192P4 at engul fnent and cel |
motility 3 2(21(98217-_:?2 herpl d’%'}ir@arbm gleggping) interacting protein-like 1
220115_s_at gb:NM 006727.1 /DEF=Home sapiens cadherin 10, type 2 (T2~
35  cadherin) (CDH10), mRNA. /FEA-mRNA /GEN=CDH10 /PROD=cadherin 10, type
2 (T2-cadherin) /DB_XREF=gi:5802995 /UG=Hs.92489 cadherin 10, type 2

220287_at a disintegrin-like and metalloprotease {reprolysin type)
with thrombospondin type 1 motif, 9

40  220398_at matrix metalloproteinase 28
220446_s_at carbohydrate (N-acetylglucosamine 6-0) sulfotransferase 4
220560 _at chromosome 11 open reading frame 21
220574 at chromosome 20 open reading frame 48
220725_x_at UDP-glucuronate decarboxylase 1

45 220776 at potassium inwardly-rectifying channel, subfamily J,
member 14
220800_s at tropomodulin 3 {ubiquitous)
220B33 at wmyosin XVA
220838 at chromosome 20 open reading frame 21

50 220853 at  Kruppel-like factor 15
220944 _at  RAB25, member RAS oncogene family
221078_s_at LUCT-like (S, cerevisiae)
221107 at cholinergic receptor, nicotinic, alpha polypeptide 9
221220 _s_at hypoxia-inducible factor 1, alpha subunit inhibitor

55 221460 _at olfactory receptor, family 2, subfamily C, member 1.
221473 x_at tumor differentially expressed 1

221541 = espin

221695 s_at mitogen-activated protein kinase kinase kinase 2 [BLAST)
221717 _at G protein-coupled receptor 52

|

[

|

|
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219228 at chronosone Y open reading frame 14 219398 at zinc finger protein
338 219472 at matrix netal | oproteinase 28 219677_at UDP-gl ucuronate

decar boxyhpg 834058 219679_s_at gb: NM 018604. 1 /| DEF=Hono sa aé o
hypot heti cal protein PROL741 (PR01741) MRNA. / FEA=NRNA / CENCPRIE 2L

| PROD=hypot hgiisgak pERE&doQof%7 ac:?(RE 85924074 / UG=Hs. 306067
o ele‘%g

“hypot het i cab21g920% et PRQin ecific 1 30 219757 s at
chronpsone 291apes ﬁfadtﬂg.ﬁma@%q ce&%_ ”DSOWE 6 open readlng
frame 20 2281B0_statc Oa@bHep@tkh a&atmutrag ﬁo@&ﬁ& For 14210047 [Bla s%g
hydr ocarbon2?%&@8ptor Ferisenact iimglyiat ebmubides 11,/ Fra20dAb sat gb NM 006727. 1
/ DEF=Hono saPR-&REFTHAREFILA7 1{PB_KPR=-c3t (FB238 8B 2c Authan | 79346 COHTR) , MRNA.

/ PEA=NRNA / EpFaRF RBROSERAGH EFP19RS109 Prypein24 (T2- cadherin) / DB
XREF=gi : 5802995 / UG=Hs. 92489 cadherin 10, type 2 220287 at a
disintegrin-like and netall oprotease (reprolysin type) wth thronbospondln
type 1 notif, 9 40 220398 at matrix netal | oprotei nase 28 22044C s at

car bohydrate (N-acetyl gl ucosam ne 6-0) sul fotransferase 4. 220560 -at
chronosone 11 open reading frame 21 220574 at chronosonme 20 open readi ng
frame 48 220725 x_at UDP-gl ucuronate decarboxylase 1 45 220776 at
potassiuminwardl y-rectifying channel, subfamly J, nenber 14 220800 s at
troponodul in 3 (ubiquitous) 220833 at nyosin XVA 220838_ at chronosone 20
open reading frame 21 50 220853 at Kruppel-1ike factor 15 220944 at RAB25,
menber RAS oncogene famly 221078 sat LUC7-1ike (S. cerevisiae) 221107 at
cholinergic receptor, nicotinic, alpha polypeptide 9 221220 sat
hypoxi a-i nduci bl e factor 1, al pha subunit inhibitor 55 221460 at ol factory
receptor, famly 2, subfamly C nmenber 1 221477 x at tunor differentially
expressed 1 221541 at espin 221695 sat mitogen-activated protein kinase

ki nase kinase 2 [BLAST] 221717at G protein-coupled receptor 52 72 WD

03/ 105877 PCT/ GB03/ 02595 221757 at chronpbsone 20 open reading frame 54
221832 s_at cysteine and tyrosine-rich 1 [BLAST] 221917 s at G rich RNA
sequence binding factor 1 221997 s at Ca<2+>dependent activator protein for
secretion [BLAST] 5 222368 at Consensus incl udes gb: AW972351 / FEA=EST / DB
XREF=gi : 8162197 / DB XREF=est: EST384442 / UG=Bs. 293451 ESTs 222370_x_at RAS,
guanyl releasing protein 4 73 _ ,
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Clains 1. Use of a conposition as prepared by a nethod cenprising (a)
conmmi nuting rhizomes of Fagopyrum 5 dibotrys; (b) extracting the conm nuted
material with a solvent conprising a C1-C4 al cohol to produce a liquid
extract; and (c) renoving solvent fromthe liquid extract to produce a :
dried or cqﬁgg%&;ated material; and optionally (d) fractionating the dried
or concent O material in the manufacture of a conposition for
treatment or prevention of a cancer selected frombreast cancer, liver
cancer and nel anoma. 2. Use according to claim1l wherein the cancer is 15
breast cancer. 3, Use according to claim1 wherein the cancer is liver

cancer. 20 %. UIBESI0ANIGTRIRY dniPihrast RERARIDIBY viharet?edai d  sol vent

conprises ethanol. 5. Use according to any preceding claimwherein an

exci pi ent COTRIISIND (Fhe damuiinnteiarg adtl zonkestep {ayorwmpri ses drying

under reduced pressure to produce a dry material. 7-

,,,,,,, 5...dibatrys:. .(b) extracting the comminuted material with a
solvent comprising a C;-C; alcohol to produce a ligquid
extract; and (c) removing solvent from the liquid extract
to produce a dried or concentrated material; and
optionally (d) fractionating the dried or concentrated

10 material in the manufacture of a composition for

Treatment or prevention of a cancer selected from breast

cancer, liver cancer and melanoma.

2. Use according to claim 1 wherein the cancer is

15 | breast cancer,

3. Use according to claim 1 wherein the cancer is liver
cancer.
20 4, Use according to any preceding claim wherein said

solvent comprises ethanol.

5. Use according to any preceding claim wherein an

excipient is added to the liquid extract and step (c)

4.

f



comprises drying under reduced pressure to produce a dry

material.
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