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Fig.2(A)
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Fig.4(A)
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Fig.4(B)
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Fig.5
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SEQUENCE LISTING

<110> EDUCATIONAL FOUNDATION JICHI MEDICAL UNIVERSITY
OTSUKA PHARMACEUTICAL CO., LTD.

<120> Novel virus vector
<130> P08-76

<150> JP 2007-205785
<151> 2007-08-07

<160> 79
<170> Patentln version 3.4

<210> 1

<211> 42

<212> DNA

<213> Artificial Sequence

<220>
<223> primer phsp65-F1

<400> 1
aataatagat ctaatggcca agacaattge gtacgacgaa ga 42

<210> 2

<211> 63

<212> DNA

<213> Artificial Sequence

<220>
<223> primer phsp65—R1

<400> 2
aatccaatgc ggcegeggga attecgattee tgecaggtcag aaatccatge cacccatgte 60

gece 63

<210> 3

211> 74

<212> DNA

<213> Artificial Sequence

<220> -
<223> primer phsp65-F2

<400> 3
cacccctgea ggactacaag gacgacgatg acaaggaatt catggccaag acaattgegt 60

acgacgaaga ggec 74

<210> 4

<211> 37

<212> DNA

<213> Artificial Sequence

<220>
<223> primer phsp65-R2
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<400> 4
cccgggegaa atccatgeca cccatgtege cgecace

<210> 5

<211> 48

<212> DNA

<213> Artificial Sequence

<220>
<223> primer pPolh—F2

<400> 5
cacccggacc ggataattaa aatgataacc atctcgcaaa taaataag

<210> 6

211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> primer pgp64-R2

<400> 6
ggtaccatat tgtctattac ggtttctaat catac

<210> 7

<211> 30

<212> DNA

<213> Artificial Sequence

<220>
<223> primer HA—f

<400> 7
cctgcaggta tgaaggcaaa cctactggte

<210> 8

<211> 23

<212> DNA

<213> Artificial Sequence

<220>
<223> primer HA-r

<400> 8
geccgggega tgeatattet gea

210> 9

211> 37

<212> DNA

<213> Artificial Sequence

<220>
<223> primer HA-F1

<400> 9
caccgaattc gacacaatat gtataggcta ccatgeg

37

48

35

30

23

37

PCT/IP2058/084603



<210> 10

<211> 32

<212> DNA

<213> Artificial Sequence

<220>
<223> primer pHA-R1

" <400> 10
cccgggeacc totggattgg atggacggaa tg

210> 1

<211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> .primer Polh—f Rsrll

<400> 11
geggcggaccg gataattaaa atgataacca tcteg

<210> 12

211> 37

<212> DNA

<213> Artificial Sequence

<220>
<223> primer GP64-r Dralll

<400> 12
geegcacttag tgatattgtc tattacggtt tctaatc

<210> 13

211> 27

<212> DNA

<213> Artificial Sequence

<220> -
<223> primer NP-f EcoRI

<400> 13
acggaattcc attcaattca aactgga

<210> 14

<211> 31

<212> DNA

<213> Artificial Sequence

<220>
<223> primer NP-r Cfr9l

<400> 14
gatcccggge cttgtcaatg ctgaatggea a

<210> 15

PCT/IP2068/064503
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32

35

37

27

31
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211> 3
<212> DNA
<213> Artificial Sequence

<220>
<223> primer gp64(272)-f

<400> 15
gactcccegg gtcgagecace gagtcaagaa g

<210> 16

211> 3t

<212> DNA

<213> Artificial Sequence

<220>
<223> primer gp64(467)—f

<400> 16
gactcccecegg gacatcactt ccatggetga a

<210> 17

211> 39

<212> DNA

<213> Artificial Sequence

<220> .
<223> primer PfCSP—f(19)

<400> 17
gactctgcag ttattccagg aataccagtg ctatggaag

<210> 18

211> 44

<212> DNA

<213> Artificial Sequence

<220>
<223> PfCSP-r(373)

<400> 18
cgatcccggg cttittccat tttacaaatt tttttttcaa tatc

<210> 19

<211> 40

<212> DNA

<213> Artificial Sequence

<220>
<223> primer pAMA-F1

<400> 19
caccg_aattc aatccatggg aaaagtatac ggaaaaatat

<210> 20

211> 37

<212> DNA

<213> Artificial Sequence

L i

BCT/PRDC8 /0845038

31

31

39

44

40
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<220>
<223> primer pAMA1-R1

<400> 20
cccgggctte tetgatttga tgggetttea tatgeac

<210> 21

<211> 40

<212> DNA

<213> Artificial Sequence

<220>
<223> primer pPfCSP-F1

<400> 21
caccgaattc ttattccagg aataccagtg ctatggaagt

<210> 22

211> 34

<212> DNA

<213> Artificial Sequence

<220>
<223> primer pPfCSP-R1

<400> 22
cccgggettt ttccatttta caaatttttt tttc

<210> 23

<211> 43

<212> DNA

<213> Artificial Sequence

<220>
<223> primer pPfs25-F1

<400> 23
caccgaattc aaagttaccg tggatactgt atgcaaaaga gga

<210> 24

<211> 66

<212> DNA

<213> Artificial Sequence

<220>
<223> primer pPfs25-R2

<400> 24

37

34

40

43

caattgagat ccgccgecac cgecaccagt acatatagag ctttcattat ctattataaa

tccatc

<210> 25

211> 41

<212> DNA

<213> Artificial Sequence

60

PCT/AR2675/064503
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<220> .
<223> primer pPfMSP119-F1

<400> 25
caccgaattc aacatttcac aacaccaatg cgtaaaaaaa c 41

<210> 26

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> primer pPfMSP119-R2

<400> 26
caattgagat ccgcecgecac cgecaccegtt agaggaactg cagaaaatac catcgaaaag 60

tgga 64
<210> 27

<211> 50

<212> DNA

<213> Artificial Sequence

<220> .
<223> primer PfCSP-r(373 A361E)

<400> 27 ‘
cgatcccggg ctttttccat tttacaaatt tttttttcaa tatcattttc 50

<210> 28

<211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> primer PfCSP-f(76)

<400> 28 .
gactctgcag gatgatggaa ataacgaaga caacg 35

<210> 29

<211> 1194

<212> DNA

<213> Plasmodium falciparum

<400> 29
atgatgegea aactggccat tetgagegtg agecagettte tgtttgtgga agecctgttt 60

caggaatacc agtgctacgg cagcagcage aacaccoegeg tgetgaacga actgaactac 120
gacaacgccg gecaccaacct gtacaacgaa ctggaaatga actactacgg caaacaggaa 180
aactggtaca gcctgaaaaa aaacagecge ageotgggeg aaaacgacga cggcaacaac 240
gaagacaacg aaaaactgcg caaacccaaa cacaaaaaac tgaaacagec cgecgacgge 300

aaccccgace ccaacgccaa ccccaacgtg gaccccaatg ccaacccaaa tgtggaccca 360
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aatgccaacc caaatgtgga tcctéacgcc aacccaaacg caaatcccaa tgccaaccet 420
aacgctaatc caaacgccaa ccccaacget aaccctaatg ctaacccaaa cgetaaccet 480
aacgctaacc ctaacgccaa tcccaatgoe aaccccaacg ccaacccaaa cgotaaccca 540
aacgctaacc ctaacgccaa cccaaacgec aatcccaacg ctaaccctaa cgtggaccce 600
aatgcaaatc ccaacgccaa tccaaacget aatccaaacg ctaatcccaa cgetaatcce 660
aatgccaacc caaacgcaaa tccéaatgcc aaccccaacg ccaaccctaa cgccaaccet 720
aacgcaaacc caaacgccaa ccccaatgee aaccctaacg ctaacccaaa cgecaatcce 780
aatgccaacc caaacgctaa ccctaacgec aatcccaaca agaacaacca gggcaatgge 840
cagggccaca atatgccaaa tgaccccaac cgcaacgtgg acgaaaacge caacgccaac 900
agcgecgtga aaaacaacaa caacgaagaa cccagcgaca aacacattaa agaatacctg 960
aacaaaattc agaacagcct gagcaccgaa tggagecect geagegtgac ctgeggcaac 1020
gegcattcagg tgcgeattaa acccggcage gecaacaaac ccaaagacga actggactac 1080
ga.aaacgaca ttgaaaaaaa aatttgcaaa atggaaaaat gcagcagegt gtttaacgtg 1140 -
gtgaacagca gcattggect gattatggtg ctgagettte tgtttetgaa ctag 1194
<210> 30

<211> 52

<212> DNA

<213> Artificial Sequence

<220>
<223> primer PfCSP-f(+209)

<400> 30
gactctgcag aacgctaatc caaacgctaa tcccaacgcet aatcccaatg cc 52

<210> 31

211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> primer PfCSP-r(+ A361E)

<400> 31
cgatcceggg ctttttccat tttgcaaatt tittt 35

<210> 32

<211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> primer PfCSP—f(+76)

<400> 32
gactctgcag gacgacggca acaacgaaga caacg 35
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<210> 33

<211> 32

<212> DNA

<213> Artificial Sequence

<220>
<223> primer PfCSP-r(+128)

<400> 33 .
cgttaggatc cacatttggg ttggeatttg gg

<210> 34

<211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> primer PFCSP-f(+209)

<400> 34
gactggatcc taacgctaat ccaaacgcta atcce

<210> 35

<211> 987

<212> DNA

<213> Influenza virus

<400> 35

 PLT/IP2008/062563

32

35

gaccagattt gecatcggata ccacgccaac aacagcacceg agecaggtcga taccatcatg 60

gagaaaaacg tgaccgtcac ccacgetcag gacatcctgg agaagactca caatggaaag 120

ctetgegace tggacggegt gaaaccecte atcctgagag attgttetgt ggccggateg 180

ctgctgggaa accccatgtg cgatgaattt atcaacgtcc cagagtggag ttacatcgtg 240

gagaaggcca accctgecaa cgacctgtet taccccggea acttcaacga ctacgaggag 300

ctgaagcacc tgetctcacg catcaaccac ttcgagaaga tccagattat ccctaagtct 360

agttggagtg accacgagec cagttcogge gtgtectetg ceotgtccata ccagggcaca 420

cccagtttct tcagaaacgt cgtetggetg atcaagaaga acaacacata ccccaccate 480

aagcgaagtt acaacaacac caaccaggag gacctcctca teotgtgggg aatccaccac 540

tctaacgacg ctgccgaaca gacaaagotg taccagaatc ccaccaccta catctecgtg 600

ggaacaagca ccctcaacca gogectggtg cccaagateg ctacacgatc aaaggtgaat 660

gegccagtceg geaggatgga ctttttetge accatcctca aacccaacga cgecatcaat 720

tttgagtcta atggecaactt catcgecccce gagtacgett acaagatcgt caagaaagga 780

gactccgecea tegtgaagte cgagetggag tacggcaact gcaacaccaa gtgccagace 840

ccaattggag ccattaactc cagtatgecc ttccacaata tccacccact gacaattgge 900

gaatgcccca aatacgtgaa aagcaacaaa ctggteotgg ctaccggact gegcaacage 960
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ccccetgegeg agegecaggeg caagaga 987

<210> 36

211> 25

<212> DNA

<213> Artificial Sequence

<220>

<223> primer AH-F1

<400> 36
cagtctgcag gaccagattt geate 25

<210> 37

<211> 25

<212> DNA

<213> Artificial Sequence

<220>
<223> primer AH~-R4

<400> 37
cagtcccggg ctetettgeg cetge 25

- <210> 38

<211> 990

<212> DNA

<213> influenza virus

<400> 38
gaccagatct gtatcggata ccacgccaac aacagtaccg aacaggtgga caccattatg - 60

gagaagaatg tgaccgtgac ccacgcccag gatatcctgg agaagaagca caacggcaaa
ctgtgogatc tggacggegt gaageccecetg atcectgegeg attgcteegt ggecggatgg 180
ctgctgggca accctatgtg cgacgaattt atcaacgtge ccgaatggag ttacattgtg 240
gagaaggcta accccgtgaa tgaccetgtge taccceggag acttcaacga ctacgaagag 300
ctgaagcatc tgctgtcaag gattaaccac ttcgagaaga tccagattat tcccaagtct 360
agctggagcet cccacgagge ctcactggga gtgtccageg cotgccecta ccagggecaag 420
tcaagcttct ttcgeaacgt getetggetg atcaagaaga atagtaccta ccccacaatc 480
aagaggtcct acaacaacac caaccaggaa gacctgetgg tegctetggge aatccatcac 540

cccaatgacg ctgeccgaaca gaccaagetg taccagaace caactaccta catcagegtg 600

ggcaccagca cactgaacca gegectggtg cctagaatcg ccaccagatc caaagtgaac 660
geccagtceg geecgeatgga atttttetgg acaatcctga ageccaatga tgeccatcaac 720
ttcgagagca atggaaactt catcgeccee gaatacgect acaagattgt gaaaaaagge 780
gattccacca tcatgaagtc agaactggag tacggcaact gtaacaccaa gtgccagact 840
900

cccatgggeg ccatcaactc cagcatgeca ttccacaaca tecatccact gaccatcgge

120

FCT/P2008/064503
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gagtgcccca agtacgtgaa gtccaacaga ctggtgctgg ctaccggact gegeaattce 960

ccacagaggg agagacgcag gaagaagaga 990

<210> 39
211> 25
<212> DNA
<213> Artificial Sequence

<220>
<223> primer VN-F1

<400> 39
cagtctgcag gaccagatct gtatc 25

<210> 40

211> 25

<212>.DNA

<213> Artificial Sequence

<220>
<223> primer VN-R4

<400> 40
cagtcceggg ctetettett cotge 25

<210> 41

<211> 34

<212> DNA

<213> Artificial Sequence

220>
<223> primer gp64(51)-f

<400> 41
gactccccegg gtggaaatca ccatcgtgga gacg 34

<210> 42

<211> 34

<212> DNA

<213> Artificial Sequence

<220>
<223> primer gp64(101)-f

<400> 42
gactcccogg gatttgotta tgtggageat cagg 34

<210> 43

<211> 34

<212> DNA

<213> Artificial Sequence

<220>
<223> primer gp64(154)—f

<400> 43
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gactcccegg gegeaccaca cgtgeaacaa ateg 34

<210> 44

<211> 34

<212> DNA

<213> Artificial Sequence

<220>
<223> primer gp64(201)—f

<400> 44
gactcccegg gacactgtge ttecatcgaga cgge 34

<210> 45

<211> 1701

<212> DNA

<213> influenza virus

<400> 45
atggagaaga tcgtgetgtt gotggecaata gttagtttgg tcaagtcaga tcagatetgt 60

attgggtacc acgctaataa ttctacagaa caggtagaca cgatcatgga gaaaaacgtg 120
accgtcactc atgcgcaaga tattttggag aagacacaca acgggaaget ctgegatctg 180
gatggegtga agectetgat tettegggac tgcteegteg cegeeteett gottggcaac 240
cctatgtgtg atgagttcat caacgtgcct gaatggtctt atattgtgga aaaagcgaat 300
cccgetaacg acctttgtta ccctggfaac ttcaacgatt acgaagaact caaacacctc 360
ctcagcagaa tcaatcactt cgaaaaaata cagattattc ccaaatcttc ctggtccgac 420
catgaggcat ccageggagt atcaagtgea tgeccgtace agggeactce cteatttttc 480
cgcaacgtgg tgtgsttgat caagaaaaat aacacttatc cgaccatcaa gagaagectac 540
aacaacacta accaggagga cctgttgatc ctttggggca tacatcatag caacgacgeg 600
gcagaacaga ccaagcttta ccagaaccct acaacatata tcagegtggg caccagtact 660
cttaatcaac ggttggtgcc caagatcget acaaggagta aggtgaategg gecagagegegg 720
cgaatggatt tcttctggac cattcttaaa cccaatgacg ctataaactt tgagagcaac 780
ggcaacttta ttgccccega atatgeatac aagattgtga agaagggtga cagegecatt 840
gtaaaaagcg aggtggagta cggtaattgt aacacaaagt geccaaacacce tataggggee 900
attaatagct caatgcectit ccacaacatt cacccactga ctatcggtga atgcccaaaa 960
tacgtgaagt caaacaaact ggtactggca acagggctce ggaattctee cectgecgegag 1020
cggaggagaa agagaggact ttttggegece attgecagget tecattgaggg aggetggcag 1080
gecatggtag acggatggta tgggtatcat catagtaacg aacagggatc cggetacgecg 1140
gecgataagg agtcaaccca gaaggceaatt gacggegtca caaataaggt caactccata 1200

attgataaaa tgaacaccca gttcgaggcc gtagggcgeg aatttaacaa cctcgaaaga 1260
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aggatcgaga acctgaataa gaagatggag gatgggttce tcgacgtttg gacttataat 1320

getgaactct tggtectcat ggaaaacgaa cgaacacttg actttcacga tagtaacgtc 1380

aaaaatctgt atgataaagt gcgecttcaa ctcagagaca acgeccaagga actcgggaac 1440

gegtegcttcg agttctatca caaatgegac aacgaatgea tggagagegt gagaaacgge 1500

acttatgact acccacaata ctctgaggaa geccgactga agegagagga aattagtggt 1560

gtgaagetgg aaagcatcgg aacctatcaa attttgagta tttactctac agtggcaage 1620

tcactggegce ttgcaatcat ggtgectgge cttagettgt ggatgtgcte caatggaage 1680

ttgcagtgece gaatttgeat ¢

<210> 46

211> 32

<212> DNA

<213> Artificial Sequence

<220>
<223> primer AH17-F

<400> 46
gactctgcag gatcagatct gtattgggta cc

<210> 47

<211> 31

<212> DNA

<213> Artificial Sequence

<220>
<223> primer AH345-R

<400> 47
cgatcceggg ctetetttet cetecgeteg ¢

<210> 48

<211> 33

<212> DNA

<213> Artificial Sequence

<220>
<223> primer AH410-R

<400> 48
cgatccecgegg cgegcctegaa ctgggtettc att

<210> 49

211> 32

<212> DNA

<213> Artificial Sequence

<220>
<223> primer AH473-R

<400> 49 .
cgatcccggg cgtctetgag ttgaaggcge ac

1701

32

31

33

32
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<210> 50

<211> 33

<212> DNA

<213> Artificial Sequence

<220>
<223> primer AH520-R

<400> 50
cgatcceggg caccactaat ttectetege tte 33

<210> 51

<211> 1704

<212> DNA

<213> influenza virus

<400> 51
atggagaaaa ttgtcctget gttcgetatt gtttccctgg ttaaatccga tcagatetgt 60

atcggatatc acgcgaataa tagcacagag caagtggata ccattatgga aaagaatgtg 120
actgtgaccc acgctcagga cattctggag aaaaagcaca acggaaaatt gtgegacett 180
gatggegtga agccattgat tctgagagac tgetetgtgg ctggatgget getggggaac 240
cctatgtgeg atgagttcat taatgttcce gagtggtect acatagtcga aaaggetaat 300
cctgtcaatg atctttgeta céctggggat tttaatgact atgaggagcet gaaacatttg 360
ttgagtagaa tcaaccactt tgagaaaatc cagatcatcc ccaagagttc ctggtcatct 420
catgaagcaa gccttégtgt gagctcagcc tgeccttatc aaggcaaatce cagettettt 480
cggaacgtgg tctggctcat caagaaaaat tcaacctatc cgactatcaa gagatcctat 540
aacaacacaa atcaggagga tctgttggta ctgtgggegca tccaccatcc taacgatgca 600
gcagagcaga ccaagctcta ccagaaccca actacctaca tctccgttgg aactagcaca 660
ctgaaccaga gattggtacc tagaattget acccgatcca aagtcaatgg ccagtccgga 720
agaatggaat tcttctggac aattctgaaa cccaatgacg ccattaattt cgagtcaaac 780
ggcaatttca ttgetccaga gtatgettac aagatcgtga aaaagggtga tagtacaatt 840
atgaagagtg agttggagta cggcaactgc aatacaaaat gtcaaacacc catgggecget 900
atcaattcat ccatgecttt ccacaatatc caccccctta ctatcggaga gtgcccgaag 960
tatgtcaagt ccaacaggct ggtcetggea actggactge ggaatagece geaacgegaa 1020
cggaggagea aaaageggeg actgtttgga getattgeag gettcatcga aggtgettgg 1080
cagggcatgg tggacggtig gtatgegtat catcactcca acgaacaggg gagegettat 1140
gccgecagaca aagagtcaac tcagaaggca attgatggag ttacaaacaa agtgaatage 1200
attatcgaca aaatgaatac gcagtttgag getgteggee gegagttcaa taatctggag 1260

cggagaatcg aaaacctgaa caaaaagatg gaggacgget toctggacgt gtggacatat 1320



aacgcagaac tgctegtget tatggagaat gaacggaccce tegatttica cgactccaac 1380

gtaaagaatc tgtatgacaa agtcaggctc cagcttagag ataacgccaa ggaattgggg 1440

aatggatgtt ttgaattcta ccataagtgc gacaacgagt geatggagtc cgtaagaaac 1500

ggaacctatg actatcccca gtactcagag gaggcaagac ttaaaagaga ggagattagt 1560

ggtgtgaaac tcgagtccat aggeatctat cagatcctga gtatctacte tacggtggeg 1620

tcatccctgg coctggecat catggttgct ggcttgtecac tetggatgty tagtaacggg 1680

agtctgcaat gcagaatatg tatt

<210> 52

<211> 32

<212> DNA

<213> Artificial Sequence

<220>
<223> primer VN17-F

<400> 52
gactctgecag gatcagatct gtatcggata tc

<210> 53

<211> 33

<212> DNA

<213> Artificial Sequence

<220>
<223> primer VN346-R

<400> 53
cgatccceggg ccegettttt cotecteegt teg

<210> 54

<211> 33

<212> DNA

<213> Artificial Sequence

<220>
<223> primer VN410-R

<400> 54
cgatcccggg cctcaaactg cgtatteatt ttg

<210> 55

211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> primer VN473-R

<400> 55
cgatcceggg ctctaagetg gagectgact ttgte

1704

32

33

33

35

PCT/JP2008/064503
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<210> 56
<211> 34
<212> DNA
<213> Artificial Sequence

<220>
<223> primer VN520-R

<400> 56
cgatccecggg cactaatcte ctetetttta agte 34

<210> 57

211> 1191

<212> DNA

<213> Plasmodium falciparum

<400> 57
atgatgcgaa aattggccat actgtcagtc agcagcttcet tgttegtgga ggcectettt 60

caggaatacc agtgctatgg ttccagetct aatacgegag ttctgaacga gétgaactac 120
gataacgccg gecaccaacct ctacaatgag ctggagatga attactacgg caagcaggag 180
aattggtact cactcaagaa gaactccaga agtctcggeg agaacgacga cggaaataat 240
gaggacaacg aaaaacttag aaaacccaaa cacaagaaac tgaaacaacc tgcegatggt 300
aatcctgatc ctaatgcaaa cccaaatgtg gaccccaatg ctaaccccaa cgtecgatcecg 360
aacgcgaacc ctaatgtgga tcctaacgcec aatccaaacg cgaatccgaa tgccaaccca 420
aacgccaacc caaacgctaa ccccaacgcg aaccccaacg ctaatccgaa cgecaatcce 480
aatgctaatc ccaatgcgaa ccctaacget aatcccaacg caaatccgaa cgcaaaccet 540
aacgcaaacc ccaatgccaa ccctaacgec aacccgaatg ccaatcctaa tgtggacccg 600
aacgccaatc cgaatgcaaa cccaaatgcc aatccaaacg ctaatcctaa cgccaaccee 660
aacgccaacc ctaatgctaa tccgaatgeg aatccaaatg ctaacccgaa cgetaatcca 720
aatgcaaatc ccaatgcaaa tccaaatgeg aacccgaatg ctaaccctaa tgcaaatcet 780
aatgcaaacc ctaatgcgaa tcccaatgca aaccccaata agaataatca gggaaatgge 840
cagggacata atatgcctaa tgaccctaac aggaacgttg atgagaacge gaatgecgaac 900
tctgctgtaa agaacaacaa caatgaagag ccctcegata aacatattaa ggagtatctg 960
aataagatcc agaactcctt gtctaccgaa tggtcccect gttetgtgac gtgtggtaac 1020
ggaatccagg taaggatcaa acccggcagt gccaacaage caaaggacga getcgattac 1080
gctaatgata ttgaaaagaa aatttgtaag atggagaagt gecagetcegt attcaatgtg 1140
gtcaacagct caattggccet catcatggtt ctttecttte tgttcctcaa t 1191

<210> 58

<211> 34
<212> DNA
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<213> Artificial Sequence

<220>
<223> primer PfCSP_opt-f

<400> 58
gactctgcag atgatgcgaa aattggecat actg 34

<210> 59

<211> 39

<212> DNA

<213> Artificial Sequence

<2205
<223> primer PfCSP_opt-r(397)

<400> 59
cgatcccggg cattgaggaa cagaaaggaa agaaccatg 39

<210> 60

<211> 36.

<212> DNA

<213> Artificial Sequence

<220>
<223> primer PfCSP_opt-f(19)

<400> 60
gactctgcag ctgtttcagg aataccagtg ctatgg 36

<210> 61

<211> 50

<212> DNA

<213> Artificial Sequence

<220>
<223> primer PfCSP_opt-r{373)

<400> 61
cgatcceggg ccotteteccat cttacaaatt ttcttttcaa tatcattage 50

<210> 62

<211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> primer PfCSP_opt—f(76)

<400> 62
gactctgecag gacgacggaa ataatgagga caacg 35

<210> 63

<211> 39

<212> DNA

<213> Artificial Sequence

<220>
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<223> primer PfCSP_opt—f(205)

<400> 63
gactctgcag aatgcaaacc caaatgccaa tccaaacge

<210> 64

211> 40

<212> DNA

<213> Artificial Sequence

<220>
<223> primer gp64—p—f

<400> 64
gactcggacc ggccagataa aaataatctt atcaattaag

<210> 65

<211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> primer gp64—p-—r

<400> 65
cgatactagt agcactgagg cttcttatat acccg

<210> 66

<211> 38

<212> DNA

<213> Artificial Sequence

<220>
<223> primer vp39—p—f

<400> 66
gactcggacc gegtegtaca aatcgaaata ttgtigteg

<210> 67

<211> 36

<212> DNA

<213> Artificial Sequence

<220>
<223> primer gp64—p-r

<400> 67
cgatactagt gtgattgaga aagaaatctc ttattc

<210> 68

<211> 35

<212> DNA

<213> Artificial Sequence

<220>
<223> primer VSV-G-f

<400> 68

39

40

35

38

36

FCT/IP2638/084583



18/38
gactccecgg gegttegaac atcctcacat tcaag 35

<210> 69

<211> 34

<212> DNA

<213> Artificial Sequence

<220>
<223> primer VSV-G-r

<400> 69
gactcactta gtgctttcca agtcggttca tete 34

<210> 70

<211> 397

<212> PRT

<213> PfCSP protein XP_001351122

<400> 70
Met Met Arg Lys Leu Ala lle Leu Ser Val Ser Ser Phe Leu Phe Val
1 5 10 15

Glu Ala Leu Phe GIn Glu Tyr Gin Cys Tyr Gly Ser Ser Ser Asn Thr
20 25 30

Arg Val Leu Asn Glu Leu Asn Tyr Asp Asn Ala Gly Thr Asn Leu Tyr
35 40 45

Asn Glu Leu Glu Met Asn Tyr Tyr Gly Lys GIn Glu Asn Trp Tyr Ser
50 : 55 60

Leu Lys Lys Asn Ser Arg Ser Leu Gly Glu Asn Asp Asp Gly Asn Asn
65 70 75 80

Glu Asp Asn Glu Lys Leu Arg Lys Pro Lys His Lys Lys Leu Lys GIn
85 90 95

Pro Ala Asp Gly Asn Pro Asp Pro Asn Ala Asn Pro Asn Val Asp Pro
100 105 110

Asn Ala Asn Pro Asn Val Asp Pro Asn Ala Asn Pro Asn Val Asp Pro
115 120 125

Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro
130 135 140

Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro
145 150 155 160

Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro

P’GWPZ%%WG%%%@S
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165 170 175

Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro
180 185 190

Asn Ala Asn Pro Asn Val Asp Pro Asn Ala Asn Pro Asn Ala Asn Pro
195 200 205

Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro
210 215 220

Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro
225 230 235 240

Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro
245 250 . 255

Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro Asn Ala Asn Pro
260 265 270

Asn Lys Asn Asn GIn Gly Asn Gly Gin Gly His Asn Met Pro Asn Asp
275 280 285

Pro Asn Arg Asn Val Asp Glu Asn Ala Asn Ala Asn Ser Ala Val Lys
290 295 300

Asn Asn Asn Asn Glu Glu Pro Ser Asp Lys His lle Lys Glu Tyr Leu
305 310 315 320

Asn Lys lle Gin Asn Ser Leu Ser Thr Glu Trp Ser Pro Cys Ser Val
325 330 335

Thr Cys Gly Asn Gly lle GIn Val Arg lle Lys Pro Gly Ser Ala Asn
340 345 350

Lys Pro Lys Asp Glu Leu Asp Tyr Ala Asn Asp lle Glu Lys Lys lle
355 360 365

Cys Lys Met Glu Lys Cys Ser Ser Val Phe Asn Val Val Asn Ser Ser
370 375 380

Ille Gly Leu lle Met Val Leu Ser Phe Leu Phe Leu Asn
385 390 395

210> T

<211> 567

<212> PRT

<213> HA/A/Anhui/1/2005 protein ABD28180



FOT/R2D LR/

20/38

<400> 71
Met Glu Lys lle Val Leu Leu Leu Ala lle Val Ser Leu Val Lys Ser
1 5 10 15

Asp Gin lle Cys Ile Gly Tyr His Ala Asn Asn Ser Thr Glu Gin Val
20 25 30

Asp Thr lle Met Glu Lys Asn Val Thr Val Thr His Ala Gln Asp lle
35 40 45

Leu Glu Lys Thr His Asn Gly Lys Leu Cys Asp Léu Asp Gly Val Lys
50 55 60

Pro Leu lle Leu Arg Asp Cys Ser Val Ala Gly Trp Leu Leu Gly Asn
65 70 75 80

Pro Met Cys Asp Glu Phe lle Asn Val Pro Glu Trp Ser Tyr lle Val
85 90 95

Glu Lys Ala Asn Pro Ala Asn Asp Leu Cys Tyr Pro Gly Asn Phe Asn
100 105 110

Asp Tyr Glu Glu Leu Lys His Leu Leu Ser Arg lle Asn His Phe Glu
115 120 125

Lys lle GiIn lle lle Pro Lys Ser Ser Trp Ser Asp His Glu Ala Ser
130 135 140

Ser Gly Val Ser Ser Ala Cys Pro Tyr Gin Gly Thr Pro Ser Phe Phe
145 150 155 160

Arg Asn Val Val Trp Leu lle Lys Lys Asn Asn Thr Tyr Pro Thr lie
165 170 : 175

Lys Arg Ser Tyr Asn Asn Thr Asn GIn Glu Asp Leu Leu lle Leu Trp
180 185 190

Gly lle His His Ser Asn Asp Ala Ala Glu Gin Thr Lys Leu Tyr Gln
195 200 205

Asn Pro Thr Thr Tyr lle Ser Val Gly Thr Ser Thr Leu Asn Gin Arg
210 215 220

Leu Val Pro Lys lle Ala Thr Arg Ser Lys Val Asn Gly Gln Ser Gly-
225 230 235 240

0
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Arg Met Asp Phe Phe Trp Thr lie Leu Lys Pro Asn Asp Ala lle Asn
245 250 255

Phe Glu Ser Asn Gly Asn Phe lle Ala Pro Glu Tyr Ala Tyr Lys lle
260 265 270

Val Lys Lys Gly Asp Ser Ala lle Val Lys Ser Glu Val Glu Tyr Gly
275 280 285

Asn Cys Asn Thr Lys Cys GIn Thr Pro lle Gly Ala lle Asn Ser Ser
290 295 300

Met Pro Phe His Asn lle His Pro Leu Thr lle Gly Glu Cys Pro Lys
305 310 315 320

Tyr Val Lys Ser Asn Lys Leu Val Leu Ala Thr Gly Leu Arg Asn Ser
325 330 335

Pro Leu Arg Glu Arg Arg Arg Lys Arg Gly Leu Phe Gly Ala lle Ala
340 345 350

Gly Phe lle Glu Gly Gly Trp Gin Gly Met Val Asp Gly Trp Tyr Gly
355 360 365

Tyr His His Ser Asn Glu GIn Gly Ser Gly Tyr Ala Ala Asp Lys Glu
370 375 380

Ser Thr GIn Lys Ala lle Asp Gly Val Thr Asn Lys Val Asn Ser lle
385 390 395 400

Ile Asp Lys Met Asn Thr GIn Phe Glu Ala Val Gly Arg Glu Phe Asn
405 410 415

Asn Leu Glu Arg Arg lle Glu Asn Leu Asn Lys Lys Met Glu Asp Gly
420 425 430

Phe Leu Asp Val Trp Thr Tyr Asn Ala Glu Leu Leu Val Leu Met Glu
435 440 445

Asn Glu Arg Thr Leu Asp Phe His Asp Ser Asn Val Lys Asn Leu Tyr
450 455 460

Asp Lys Val Arg Leu GIn Leu Arg Asp Asn Ala Lys Glu Leu Gly Asn
465 470 475 480

Gly Cys Phe Glu Phe Tyr His Lys Cys Asp Asn Glu Cys Met Glu Ser
485 490 495
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Val Arg Asn Gly Thr Tyr Asp ~I"yr Pro GIn Tyr Ser Glu Glu Ala Arg
500 505 510

Leu Lys Arg Glu Glu lle Ser Gly Val Lys Leu Glu Ser lle Gly Thr
515 520 525

Tyr Gin lle Leu Ser lle Tyr Ser Thr Val Ala Ser Ser Leu Ala Leu
530 535 540

Ala lle Met Val Ala Gly Leu Ser Leu Trp Met Cys Ser Asn Gly Ser
545 550 555 560

Leu GIn Cys Arg lle Cys lle
565

<210> 72

<211> 568

<212> PRT

<213> HA/A/Vietnam/1203/2004 protein AAWS80717

<400> 72
Met Glu Lys lle Val Leu Leu Phe Ala lle Val Ser Leu Val Lys Ser
1 5 10 15

Asp GIn lle Cys lle Gly Tyr His Ala Asn Asn Ser Thr Glu GIn Val
20 25 30 .

Asp Thr lle Met Glu Lys Asn Val Thr Val Thr His Ala Gin Asp lle
35 40 45

Leu Glu Lys Lys His Asn Gly Lys Leu Cys Asp Leu Asp Gly Val Lys
50 55 60

Pro Leu lle Leu Arg Asp Cys Ser Val Ala Gly Trp Leu Leu Gly Asn
65 70 75 80

Pro Met Cys Asp Glu Phe Ile Asn Val Pro Glu Trp Ser Tyr lle Val
85 90 95

Glu Lys Ala Asn Pro Val Asn Asp Leu Cys Tyr Pro Gly Asp Phe Asn
100 105 110

Asp Tyr Glu Glu Leu Lys His Leu Leu Ser Arg lle Asn His Phe Glu
115 120 125

Lys lle GIn lle Ile Pro Lys Ser Ser Trp Ser Ser His Glu Ala Ser
130 135 140
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Leu Gly Val Ser Ser Ala Cys Pro Tyr Gin Gly Lys Ser Ser Phe Phe
145 150 155 160

Arg Asn Val Val Trp Leu lle Lys Lys Asn Ser Thr Tyr Pro Thr lle
165 170 175

Lys Arg Ser Tyr Asn Asn Thr Asn GIn Glu Asp Leu Leu Val Leu Trp
180 185 © 190

Gly lle His His Pro Asn Asp Ala Ala Glu GIn Thr Lys Leu Tyr GIn
195 200 205

Asn Pro Thr Thr Tyr lle Ser Val Gly Thr Ser Thr Leu Asn Gin Arg
210 215 220

Leu Val Pro Arg lle Ala Thr Arg Ser Lys Val Asn Gly GIn Ser Gly
225 230 235 240

Arg Met Glu Phe Phe Trp Thr lle Leu Lys Pro Asn Asp Ala lle Asn
245 250 255

Phe Glu Ser Asn Gly Asn Phe lle Ala Pro'Glu Tyr Ala Tyr Lys lle
260 265 270

Val Lys Lys Gly Asp Ser Thr lle Met Lys Ser Glu Leu Glu Tyr Gly
275 280 285

Asn Cys Asn Thr Lys Cys GIn Thr Pro Met Gly Ala Ile Asn Ser Ser
290 295 300

Met Pro Phe His Asn lle His Pro Leu Thr lle Gly Glu Cys Pro Lys
305 310 315 320

Tyr Val Lys Ser Asn Arg Leu Val Leu Ala Thr Gly Leu Arg Asn Ser
325 330 335

Pro Gin Arg Glu Arg Arg Arg Lys Lys Arg Gly Leu Phe Gly Ala lle
340 345 350

Ala Gly Phe lie Glu Gly Gly Trp GIn Gly Met Val Asp Gly Trp Tyr
355 360 365

Gly Tyr His His Ser Asn Glu GIn Gly Ser Gly Tyr Ala Ala Asp Lys
370 375 380

Glu Ser Thr GIn Lys Ala lle Asp Gly Val Thr Asn Lys Val Asn Ser
385 390 395 400

PCT/P 2008
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Ile lle Asp Lys Met Asn Thr Gin Phe Glu Ala Val Gly Arg Glu Phe
405 410 415

Asn Asn Leu Glu Arg Arg Ile Glu Asn Leu Asn Lys Lys Met Glu Asp
420 425 430

Gly Phe Leu Asp Val Trp Thr Tyr Asn Ala Glu Leu Leu Val Leu Met
435 440 445

Glu Asn Glu Arg Thr Leu Asp Phe His Asp Ser Asn Val Lys Asn Leu
450 455 460

Tyr Asp Lys Val Arg Leu GiIn Leu Arg Asp Asn Ala Lys Glu Leu Gly
465 470 475 480

Asn Gly Cys Phe Glu Phe Tyr His Lys Cys Asp Asn Glu Cys Met Glu
485 490 495

Ser Val Arg Asn Gly Thr Tyr Asp Tyr Pro Gln Tyr Ser Glu Glu Ala
500 505 510

Arg Leu Lys Arg Glu Glu lle Ser Gly Val Lys Leu Glu Ser lle Gly
515 520 525

lle Tyr Gin lle Leu Ser lle Tyr Ser Thr Val Ala Ser Ser Leu Ala
530 535 540

Leu Ala lle Met Val Ala Gly Leu Ser Leu Trp Met Cys Ser Asn Gly
545 550 555 560

Ser Leu GIn Cys Arg lle Cys lle
565

<210> 73

<211> 1720

<212> PRT

<213> PfMSP1 protein XP_001352170

<400> 73
Met Lys lle lle Phe Phe Leu Cys Ser Phe Leu Phe Phe lle lle Asn
5 10 15

Thr GIn Cys Val Thr His Glu Ser Tyr GIn Glu Leu Val Lys Lys Leu
20 25 30

Glu Ala Leu Glu Asp Ala Val Leu Thr Gly Tyr Ser Leu Phe GiIn Lys
35 40 45

PCT/4P

2008/064503
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Glu Lys Met Val Leu Asn Glu Glu Glu lle Thr Thr Lys Gly Ala Ser
50 55 60

Ala GIn Ser Gly Ala Ser Ala Gln Ser Gly Ala Ser Ala GIn Ser Gly
65 70 75 80

Ala Ser Ala GIn Ser Gly Ala Ser Ala Gin Ser Gly Ala Ser Ala Gin
85 90 95

‘ Ser Gly Thr Ser Gly Pro Ser Gly Pro Ser Gly Thr Ser Pro Ser Ser
100 105 110

Arg Ser Asn Thr Leu Pro Arg Ser Asn Thr Ser Ser Gly Ala Ser Pro
115 120 125

Pro Ala Asp Ala Ser Asp Ser Asp Ala Lys Ser Tyr Ala Asp Leu Lys
130 135 140

His Arg Val Arg Asn Tyr Leu Phe Thr lle Lys Glu Leu Lys Tyr Pro
145 150 155 : 160

Glu Leu Phe Asp Leu Thr Asn His Met Leu Thr Leu Cys Asp Asn lle
165 170 175

His Gly Phe Lys Tyr Leu lle Asp Gly Tyr Glu Glu Ile Asn Glu Leu
180 185 190

Leu Tyr Lys Leu Asn Phe Tyr Phe Asp Leu Leu Arg Ala Lys Leu Asn
195 200 205

Asp Val Cys Ala Asn Asp Tyr Cys Gin lle Pro Phe Asn Leu Lys lle
210 215 220

Arg Ala Asn Glu Leu Asp Val Leu Lys Lys Leu Val Phe Gly Tyr Arg
225 230 235 240

Lys Pro Leu Asp Asn lle Lys Asp Asn Val Gly Lys Met Glu Asp Tyr
245 250 255

. e Lys Lys Asn Lys Thr Thr lle Ala Asn lle Asn Glu Leu lle Glu
260 265 270

Gly Ser Lys Lys Thr lle Asp Gin Asn Lys Asn Ala Asp Asn Glu Glu
275 280 285

Gly Lys Lys Lys Leu Tyr Gin Ala GIn Tyr Asp Leu Ser lle Tyr Asn
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290 295 300

Lys Gln Leu Glu Glu Ala His Asn Leu lle Ser Val Leu Glu Lys Arg
305 310 315 320

lle Asp Thr Leu Lys Lys Asn Glu Asn lle Lys Lys Leu Leu Asp Lys
325 330 335

lle Asn Glu lle Lys Asn Pro Pro Pro Ala Asn Ser Gly Asn Thr Pro
340 345 350

Asn Thr Leu Leu Asp Lys Asn Lys Lys lle Glu Glu His Glu Glu Lys
355 360 365

lle Lys Glu lle Ala Lys Thr lle Lys Phe Asn lle Asp Ser Leu Phe
370 375 380

Thr Asp Pro Leu Glu Leu Glu Tyr Tyr Leu Afg Glu Lys Asn Lys Lys
385 390 395 400

Val Asp Val Thr Pro Lys Ser GIn Asp Pro Thr Lys Ser Val Gin lle
405 410 415

Pro Lys Val Pro Tyr Pro Asn Gly lle Val Tyr Pro Leu Pro Leu Thr
420 425 430

Asp lle His Asn Ser Leu Ala Ala Asp Asn Asp Lys Asn Ser Tyr Gly
435 440 445

Asp Leu Met Asn Pro His Thr Lys Glu Lys Ile Asn Glu Lys lle lle
450 455 460 )

Thr Asp Asn Lys Glu Arg Lys lle Phe lle Asn Asn lle Lys Lys Lys
465 470 475 480

lle Asp Leu Glu Glu Lys Asn lle Asn His Thr Lys Glu GIn Asn Lys
485 490 495

Lys Leu Leu Glu Asp Tyr Glu Lys Ser Lys Lys Asp Tyr Glu Glu Leu
500 505 510

Leu Glu Lys Phe Tyr Glu Met Lys Phe Asn Asn Asn Phe Asn Lys Asp
515 520 525

Val Val Asp Lys lle Phe Ser Ala Arg Tyr Thr Tyr Asn Val Glu Lys
530 535 540

PLT/JPR008/064503
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GIn Arg Tyr Asn Asn Lys Phe Ser Ser Ser Asn Asn Ser Val Tyr Asn
545 550 555 560

Val GIn Lys Leu Lys Lys Ala Leu Ser Tyr Leu Glu Asp Tyr Ser Leu
565 570 575

Arg Lys Gly lle Ser Glu Lys Asp Phe Asn His Tyr Tyr Thr Leu Lys
580 585 : 590

Thr Gly Leu Glu Ala Asp lle Lys Lys Leu Thr Glu Glu lle Lys Ser
595 600 . 605

Ser Glu Asn Lys lle Leu Glu Lys Asn Phe Lys Gly Leu Thr His Ser
610 615 620

Ala Asn Gly Ser Leu Glu Val Ser Asp lle Val Lys L.eu GIn Val Gin
625 630 635 640

Lys Val Leu Leu lle Lys Lys lle Glu Asp Leu Arg Lys Ile Glu Leu
645 650 655

Phe Leu Lys Asn Ala GIn Leu Lys Asp Ser lle His Val Pro Asn lle
660 665 670

Tyr Lys Pro GIn Asn Lys Pro Glu Pro Tyr Tyr Leu lle Val Leu Lys
675 680 685

Lys Glu Val Asp Lys Leu Lys Glu Phe lle Pro Lys Val Lys Asp Met
690 695 700

Leu Lys Lys Glu GIn Ala Val Leu Ser Ser lle Thr Gin Pro Leu Val
705 710 715 720

Ala Ala Ser Glu Thr Thr Glu Asp Gly Gly His Ser Thr His Thr Leu
725 730 735

Ser Gin Ser Gly Glu Thr Glu Val Thr Glu Glu Thr Glu Glu Thr Glu
740 745 750

Glu Thr Val Gly His Thr Thr Thr Val Thr lle Thr Leu Pro Pro Thr
755 760 765

. GIn Pro Ser Pro Pro Lys Glu Val Lys Val Val Glu Asn Ser lle Glu
770 775 780

His Lys Ser Asn Asp Asn Ser Gin Ala Leu Thr Lys Thr Val Tyr Leu
785 790 795 800
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Lys Lys Leu Asp Glu Phe Leu Thr Lys Ser Tyr lle Cys His Lys Tyr
805 810 815

Ile Leu Val Ser Asn Ser Ser Met Asp Gin Lys Leu Leu Glu Val Tyr
820 825 830

Asn Leu Thr Pro Glu Glu Glu Asn Glu Leu Lys Ser Cys Asp Pro Leu
835 840 845

Asp Leu Leu Phe Asn lle GIn Asn Asn lle Pro Ala Met Tyr Ser Leu
850 855 860

Tyr Asp Ser Met Asn Asn Asp Leu GIn His Leu Phe Phe Glu Leu Tyr
865 870 875 880

GIn Lys Glu Met Ile Tyr Tyr Leu His Lys Leu Lys Glu Glu Asn His
885 890 895.

lle Lys Lys Leu Leu Glu Glu GIn Lys Gin Ile Thr Gly Thr Ser Ser
900 905 910

Thr Ser Ser Pro Gly Asn Thr Thr Val Asn Thr Ala GIn Ser Ala Thr
915 920 925

His Ser Asn Ser GIn Asn GIn Gln Ser Asn Ala Ser Ser Thr Asn Thr
930 935 940

GIn Asn Gly Val Ala Val Ser Ser Gly Pro Ala Val Val Glu Glu Ser
945 950 955 960

His Asp Pro Leu Thr Val Leu Ser lle Ser Asn Asp Leu Lys Gly lle
965 970 975

Val Ser Leu Leu Asn Leu Gly Asn Lys Thr Lys Val Pro Asn Pro Leu
980 985 990

Thr lle Ser Thr Thr Glu Met Glu Lys Phe Tyr Glu Asn lle Leu Lys
995 1000 1005

Asn Asn Asp Thr Tyr Phe Asn Asp Asp lle Lys GIn Phe Val Lys
1010 1015 1020

Ser Asn Ser Lys Val lle Thr Gly Leu Thr Glu Thr GIn Lys Asn
1025 1030 1035

Ala Leu Asn Asp Glu lle Lys Lys Leu Lys Asp Thr Leu Gin Leu
1040 1045 1050
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Ser Phe Asp Leu Tyr Asn Lys Tyr Lys Leu Lys Leu Asp Arg Leu
1055 1060 1065

Phe Asn Lys Lys Lys Glu Leu Gly Gin Asp Lys Met Gin lle Lys
1070 1075 1080

Lys Leu Thr Leu Leu Lys Glu GiIn Leu Glu Ser Lys Leu Asn Ser
1085 1090 1095

Leu Asn Asn Pro His Asn Val Leu Gln Asn Phe Ser Val Phe Phe
1100 1105 1110

Asn Lys Lys Lys Glu Ala Glu lle Ala Glu Thr Glu Asn Thr Leu
1115 1120 1125

Glu Asn Thr Lys lle Leu Leu Lys His Tyr Lys Gly Leu Val Lys
1130 1135 1140

Tyr Tyr Asn Gly Glu Ser Ser Pro Leu Lys Thr Leu Ser Glu Val
1145 1150 1155

Ser lle Gin Thr Glu Asp Asn Tyr Ala Asn Leu Glu Lys Phe Arg
1160 1165 1170

Val Leu Ser Lys lle Asp Gly Lys Leu Asn Asp Asn Leu His Leu
1175 1180 1185

Gly Lys Lys Lys Leu Ser Phe Leu Ser Ser Gly Leu His His Leu
1190 1195 1200

Ile Thr Glu Leﬁ Lys Glu Val lle Lys Asn Lys Asn Tyr Thr Gly
1205 1210 1215

Asn Ser Pro Ser Glu Asn Asn Lys Lys Val Asn Glu Ala Leu Lys
1220 1225 1230

Ser Tyr Glu Asn Phe Leu Pro Glu Ala Lys Val Thr Thr Val Val
1235 1240 1245

Thr Pro Pro GIn Pro Asp Val Thr Pro Ser Pro Leu Ser Val Arg
1250 1255 1260

Val Ser Gly Ser Ser Gly Ser Thr Lys Glu Glu Thr Gin lle Pro
1265 1270 1275

Thr Ser Gly Ser Leu Leu Thr Glu Leu GIn GIn Val Val Gin Leu
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1280 1285 1290

GiIn Asn Tyr Asp Glu Glu Asp Asp Ser Leu Val Val Leu Pro lle
1295 1300 1305

Phe Gly Glu Ser Glu Asp Asn Asp Glu Tyr Leu Asp Gin Val Val
1310 1315 1320

Thr Gly Glu Ala lle Ser Val Thr Met Asp Asn lle Leu Ser Gly
1325 1330 1335

Phe Glu Asn Glu Tyr Asp Val lle Tyr Leu Lys Pro Leu Ala Gly
1340 1345 1350

Val Tyr Arg Ser Leu Lys Lys Gin Ille Glu Lys Asn Ile Phe Thr
1355 1360 : 1365

Phe Asn Leu Asn Leu Asn Asp lle Leu Asn Ser Arg Leu Lys Lys
1370 1375 1380

Arg Lys Tyr Phe Leu Asp Val Leu Glu Ser Asp Leu Met Gln Phe
1385 1390 1395

Lys His Ile Ser Ser Asn Glu Tyr lle lle Glu Asp- Ser Phe Lys
1400 1405 1410 :

Leu Leu Asn Ser Glu GIn Lys Asn Thr Leu Leu Lys Ser Tyr Lys
1415 1420 1425

Tyr lle Lys Glu Ser Val Glu Asn Asp lle Lys Phe Ala Gin Glu
1430 1435 1440

Gly lle Ser Tyr Tyr Glu Lys Val Leu Ala Lys Tyr Lys Asp Asp
1445 1450 1455

Leu Glu Ser lle Lys Lys Val lle Lys Glu Glu Lys Glu Lys Phe
1460 1465 1470

Pro Ser Ser Pro Pro Thr Thr Pro Pro Ser Pro Ala Lys Thr Asp
1475 1480 1485

Glu GIn Lys Lys Glu Ser Lys Phe Leu Pro Phe Leu Thr Asn lle
1490 1495 1500

Glu Thr Leu Tyr Asn Asn Leu Val Asn Lys lle Asp Asp Tyr Leu
1505 1510 1515
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Ile Asn Leu Lys Ala Lys lle Asn Asp Cys Asn Val Glu Lys Asp
1520 1525 1530

Glu Ala His Val Lys lle Thr Lys Leu Ser Asp Leu Lys Ala lle
1535 1540 1545

Asp Asp Lys lle Asp Leu Phe Lys Asn Pro Tyr Asp Phe Glu Ala
1550 1555 1560

lle Lys Lys Leulle Asn Asp Asp Thr Lys Lys Asp Met Leu Gly
1565 1570 1575

Lys Leu Leu Ser Thr Gly Leu Val Gin Asn Phe Pro Asn Thr lle
1580 1585 1590

Ille Ser Lys Leu lle Glu Gly Lys Phe Gln Asp Met Leu Asn lle
1595 1600 1605

Ser GIn His GIn Cys Val Lys Lys Gin Cys Pro Glu Asn Ser Gly
1610 1615 1620

Cys Phe Arg His Leu Asp Glu Arg Glu Glu Cys Lys Cys Leu Leu
1625 1630 1635

Asn Tyr Lys Gin GluiGly Asp Lys Cys Val Glu Asn Pro Asn Pro
1640 1645 1650

Thr Cys Asn Glu Asn Asn Gly Gly Cys Asp Ala Asp Ala Thr Cys
1655 1660 1665

Thr Glu Glu Asp Ser Gly Ser Ser Arg Lys Lys lle Thr Cys Glu
1670 1675 1680

Cys Thr Lys Pro Asp Ser Tyr Pro Leu Phe Asp Gly lle Phe Cys
1685 1690 1695

Ser Ser Ser Asn Phe Leu Gly lle Ser Phe Leu Leu lle Leu Met
1700 1705 1710

Leulle Leu Tyr Ser Phe lle

1715 1720
<210> 74
Q211> 217
<212> PRT
<213> Pfs25 protein XP_001347587

<400> 74
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Met Asn Lys Leu Tyr Ser Leu Phe Leu Phe Leu Phe lle Gin Leu Ser
1 5 10 15

Ile Lys Tyr Asn Asn Ala Lys Val Thr Val Asp Thr Val Cys Lys Arg
20 25 30

Gly Phe Leu Ile GIn Met Ser Gly His Leu Glu Cys Lys Cys Glu Asn
35 40 45

Asp Leu Val Leu Val Asn Glu Glu Thr Cys Glu Glu Lys Val Leu Lys
50 55 60

Cys Asp Glu Lys Thr Val Asn Lys Pro Cys Gly Asp Phe Ser Lys Cys
65 70 75 80

Hle Lys lle Asp Gly Asn Pro Val Ser Tyr Ala Cys Lys Cys Asn Leu
85 90 95

Gly Tyr Asp Met Val Asn Asn Val Cys lle Pro Asn Glu Cys Lys Asn
100 105 110

Val Thr Cys Gly Asn Gly Lys Cys Ile Leu Asp Thr Ser Asn Pro Val
115 120 125

Lys Thr Gly Val Cys Ser Cys Asn lle Gly Lys Val Pro Asn Val Gin
130 135 140

Asp GIn Asn Lys Cys Ser Lys Asp Gly Glu Thr Lys Cys Ser Leu Lys
145 150 155 160

Cys Leu Lys Glu Asn Glu Thr Cys Lys Ala Val Asp Gly lle Tyr Lys
165 170 175

Cys Asp Cys Lys Asp Gly Phe lle lle Asp Asn Glu Ser Ser lie Cys
- 180 185 190

Thr Ala Phe Ser Ala Tyr Asn lle Leu Asn Leu Ser lle Met Phe lle
195 200 205

Leu Phe Ser Val Cys Phe Phe lle Met
210 215

<210> 75

211> 1194

<212> DNA

<213> PfCSP gene XM_001351086

<400> 75
atgatgagaa aattagctat tttatctgtt tottcctttt tatttgttga ggccttattc 60
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caggaatacc agtgctatgg aagttcgtca aacacaaggg ttctaaatga attaaattat 120
gataatgcag gcactaattt atataatgaa ttagaaatga attattatgg gaaacaggaa 180
aattggtata gtcttaaaaa aaatagtaga tcacttggag aaaatgatga tggaaataac 240
gaagacaacg agaaattaag gaaaccaaaa cataaaaaat taaagcaacc agcggatggt 300
aatcctgatc caaatgcaaa cccaaatgta gatcccaatg ccaacccaaa tgtagatcca 360
aatgcaéacc caaatgtaga tccaaatgca aacccaaatg caaacccaaa tgcaaaccca 420
aatgcaaacc caaatgcaaa cccaaatgca aacccaaatg caaacccaaa tgcaaaccca 480
aatgcaaacc caaatgcaaa cccaaatgca aacccaaatg caaacccaaa tgcaaaccca 540
aatgcaaacc ccaatgcaaa tcctaatgca aacccaaatg caaacccaaa cgtagatcet 600
aatgcaaatc caaatgcaaa cccaaacgcea aaccccaatg caaatcctaa tgcaaaccece 660
aatgcaaatc ctaatgcaaa tcctaatgec aatccaaatg caaatccaaa tgcaaaccca 720
aacgcaaacc ccaatgcaaa tcctaatgee aatccaaatg- caaafccaaa tgcaaaccca 780
aatgcaaacc caaatgcaaa ccccaatgca aatcctaata aaaacaatca aggtaatgga 840
caaggtcaca atatgccaaa tgacccaaac cgaaatgtag atgaaaatge taatgccaac 900
agtgctgtaa aaaataataa taacgaagaa ccaagtgata agcacataaa agaatattta 960
aacaaaatac aaaattctct ttcaactgaa tggtccccat gtagtgtaac ttgtggaaat 1020
getattcaag ttagaataaa gectggctet getaataaac ctaaagacga attagattat 1080
gcaaatgata ttgaaaaaaa aatttgtaaa atggaaaaat gttccagtgt gtttaatgtc 1140
gtaaatagtt caataggatt aétaatggta ttatcottet tettccttaa ttag 1194

<210> 76

<211> 1704

<212> DNA

<213> HA/A/Anhui/1/2005 gene DQ371928

<400> 76
atggagaaaa tagtgcttct tcttgcaata gtcagectig ttaaaagtga tcagatttge 60

attggttacc afgcaaacaa ctcgacagag caggttgaca caataatgga aaagaacgtt 120
actgttacac atgcccaaga catactggaa aagacacaca acgggaagcet ctgegatcta 180
gatggagtga agcctctgat tttaagagat tgtagtgtag ctggatgect ccteggaaac 240
ccaatgtgtg acgaattcat caatgtgccg gaatggtctt acatagtgga gaaggccaac 300
ccagccaatg acctetgtta cccagggaat ttcaacgact atgaagaact gaaacaccta 360
ttgagcagaa taaaccattt tgagaaaatt cagatcatcc ccaaaagttc ttggtccgat 420
catgaagcct catcagggg.t gagctcagea tgtecatace agggaacgoc ctoctttttc 480

agaaatgtgg tatggctiat caaaaagaac aatacatacc caacaataaa gagaagctac 540
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aataatacca accaggaaga tcttttgata ctgtggegea ttcatcattc taatgatgcg 600
gcagagcaga caaagctcta tcaaaaccca accacctata tttccgttgg gacatcaaca 660
ctaaaccaga gattggtacc aaaaatagct actagatcca aagtaaacgg gecaaagtgga 720
aggatggatt tottctggac aattttaaaa ccgaatgatg caatcaactt cgagagtaat 780
gegaaatttca ttgctccaga atatgecatac aaaattgtca agaaagggga ctcagcaatt 840
gttaaaagtg aagtggaata tggtaactge aacacaaagt gtcaaactcc aataggggeg 900
ataaactcta gtatgccatt ccacaacata caccctctca ccatcgggga atgccccaaa 960
tatgtgaaat caaacaaatt agtccttgeg actgggctca gaaatagtce tctaagagaa 1020
agaagaagaa aaagaggact atttggagct atagcagggt ttatagaggg aggatggcag 1080
geaatggtag atggttgsta tgggtaccac catagcaatg agcaggggag tggetacegct 1140
gcagacaaag aatccactca aaaggcaata gatggagtca ccaataaggt caactcgatc 1200
attgacaaaa tgaacactca gtttgagecc gttggaagge aatttaataa cttagaaagg 1260
agaatagaga atttaaacaa gaaaatggaa gacggattcc tagatgtctg gacttataat 1320
getgaacttc tggttcteat ggaaaatgag agaactctag acttccatga ttcaaatgtc 1380
aagaaccttt acgacaaggt ccgactacag cttagggata atgcaaagga getgggtaac 1440
gettettteg agttctatca caaatgtgat aatgaatgta tggaaagtgt aagaaacgga 1500
acgtatgact acccgceagta ttcagaagaa gcaagattaa aaagagagga aataagtgga 1560
gtaaaattgg aatcaatagg aacttaccaa atactgtcaa tttattcaac agttgcgagt 1620
tctctagcac tggcaatcat ggtggctggt ctatettigt ggatgtgete caatgggtcg 1680
ttacaatgca gaatttgcat ttaa 1704
<210> 77
<211> 1707
<212> DNA
<213> HA/A/Vietnam/1203/2004 gene AY818135

<400> 77
atggagaaaa tagtgcttct ttttgcaata gtcagtottg ttaaaagtga tcagatttge 60

attggttacc atgcaaacaa ctcgacagag caggttgaca caataatgga aaagaacgtt 120
actgttacac atgcccaaga catactggaa aagaaacaca acgggaaget ctgegatcta 180
gatggagtga agcctctaat tttgagagat tg't'agcgtag ctggatggct cctecggaaac 240
ccaatgtgtg acgaattcat caatgtgccg gaatggtctt acatagtgga gaaggecaat 300
ccagtcaatg acctctgtta cccaggggat ttcaatgact atgaagaatt gaaacaccta 360
ttgagcagaa taaaccattt tgagaaaatt cagatcatcc ccaaaagttc ttggtccagt 420

catgaagcct cattaggest gagctcagea tegtccatace agggaaagtc ctectttttc 480
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agaaatgtgg tatggcttat caaaaagaac agtacatacc caacaataaa gaggagctac 540
aataatacca accaagaaga tcttttggta ctgtgggega ttcaccatcc taatgatgeg 600
gocagagcaga caaagctcta tcaaaaccca accacctata tttccgttgg gacatcaaca 660
ctaaaccaga gattggtacc aagaatagct actagatcca aagtaaacgg geaaagtgga 720
aggatggagt tottotggac aattttaaag ccgaatgatg caatcaactt cgagagtaat 780
ggaaatttca ttgctccaga atatgeatac aaaattgtca agaaagggga ctcaacaatt 840
atgaaaagtg aattggaata tggtaactge aacaccaagt gtcaaactcc aatggegecg 900
ataaactcta gcatgccatt ccacaatata caccctctea ceattgggga atgccccaaa 960
tatgtgaaat caaacagatt agtcctigeg actgggotca gaaatagecce tcaaagagag 1020
agaagaagaa aaaagagagg attatttgga getatagcag gttttataga gggaggateg 1080
cagggaatgg tagatggtte gtatgggtac caccatagea atgageageg gagtgggtac 1140
gotgcagaca aagaatccac tcaaaaggca atagatggag tcaccaataa ggtcaactcg 1200
atcattgaca aaatgaacac tcagtttgag goccgttggaa gegaatttaa caacttagaa 1260
aggagaatag agaatttaaa caagaagatg gaagacgggt tcctagatgt ctggacttat 1320
aatgctgaac ttetggttct catggaaaat gagagaactc tagactttca tgactcaaat 1380
gtcaagaacc tttacgacaa getccgacta cagettageg ataatgcaaa ggagetgget 1440
aacggttgtt tcgagttcta tcataaatgt gataatgaat gtatggaaag tgtaagaaat 1500
ggaacgtatg actacccgea gtattcagaa gaagcgagac taaaaagaga ggaaataagt 1560
ggagtaaaat tggaatcaat aggaatttac caaatactgt caatttattc tacagtggeg 1620
agttccctag cactggcaat catggtaget getctatcct tatggatgtg ctccaatgga 1680
tcgttacaat geagaatttg catttaa 1707
<210> 78
<211> 5163 I
<212> DNA
<213> PMSP1 gene XM_001352134

<400> 78 .
atgaagatca tattcttttt atgttcattt ctitttttta ttataaatac acaatgtgta 60 .

acacatgaaa gttatcaaga acttgtcaaa aaactagaag ctttagaaga tgcagtattg 120
acaggttata gtttatttca aaaggaaaaa atggtattaa atgaagaaga aattactaca 180

aaaggtgcaa gtgctcaaag tggtgcaagt getcaaagtg gtgcaagtge tcaaagtgst 240
gcaagtgctc aaagtggtegc aagtgetcaa agtggtgcaa gtgctcaaag tggtacaagt 300
getccaagtg gtocaagtgg tacaagtcca tcatctegtt caaacacttt acctegttca 360

aatacttcat ctggtgecaag cccteccaget gatgcaageg attcagatge taaatcttac 420
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getgatttaa aacacagagt acgaaattac ttgttcacta ttaaagaact caaatatccc 480
gaactctttg atttaaccaa tcatatgtta acttigtgtg ataatattca tggtttcaaa 540
tatttaattg atggatatga agaaattaat gaattattat ataaattaaa cttttatttt 600
gatttattaa gagcaaaatt aaatgatgta tgtgctaatg attattgtca aatacctttc 660
aatcttaaaa ttcgtgcaaa tgaattagac gtacttaaaa aacttgtgtt cggatataga 720
aaaccattag acaatattaa agataatgta ggaaaaatgg aagattacat taaaaaaaat 780
aaaacaacca tagcaaatat aaatgaatta attgaaggaa gtaagaaaac aattgatcaa 840
aataagaatg cagataatga agaagggaaa aaaaaattat accaagctca atatgatctt 900
tctatttaca ataaacaatt agaagaagca (;ataatttaa taagcgtttt agaaaaacgt 960
attgacactt taaaaaaaaa tgaaaacata aagaaattac ttgataagat aaatgaaatt 1020
aaaaatcccc caccggecaa ttctggaaat acaccaaata ctetecttga taagaacaaa 1080
aaaatcgagg aacacgaaga aaaaataaaa gaaattgcca aaactattaa atttaacatt 1140
gatagtttat ttactgatcc acttgaatta gaatattatt taagagaaaa aaataaaaaa 1200
gttgatgtaa cacctaaatc acaagatcct acgaaatctg ttcaaatacc aaaagttcct 1260
tatccaaatg gtattgtata tcctttacca ctcactgata ttcataattc attagetgca 1320
gataatgata aaaattcata tggtgattta atgaatcctc atactaaaga aaaaattaat 1380
gaaaaaatta ttacagataa taaggaaaga aaaatattca ttaataacat taaaaaaaaa 1440
attgatttag aagaaaaaaa cattaatcac acaaaagaac aaaataaaaa attacttgaa 1500
gattatgaaa agtcaaaaaa ggattatgaa gaattacttg aaaaatttta tgaaatgaaa 1560
tttaataata attttaacaa agatgtcgta gataaaatat tcagtgcaag atatacatat 1620
aatgttgaaa aacaaagata taataataaa ttttcatcct ctaataattc tgtatataat 1680
gtfcaaaaat taaaaaaggc tctttcatat cttgaagatt attctttaag aaaaggaatt 1740
tctgaaaaag attttaatca ttattatact ttgaaaactg goctcgaage tgatataaaa 1800
aaattaacag aagaaataaa gagtagtgaa aacaaaattc tagaaaaaaa ttttaaagga 1860
ctaacacatt cagcaaatgg ttccttagaa gtatctgata ttgtaaaatt acaagtacaa 1920
aaagttttat taattaaaaa aatagaagac ttaagaaaga tagaattatt tttaaaaaat 1980
gcacaactaa aagatagtat tcatgtacca aatatttata aaccacaaaa taaaccagaa 2040
ccatattatt taattgtatt aaaaaaagaa gtagataaat taaaagaatt tataccaaaa 2100
gtaaaagaca tgttaaagaa agaacaagct gtcttatcaa gtattacaca acctttagtt 2160
gcagcaageg aaacaactga égatgggggt cactccacac acacattatc ccaatcagga 2220

gaaacagaag taacagaaga aacagaagaa acagaagaaa cagtaggaca cacaacaacg 2280
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gtaacaataa cattaccacc aacacaacca tcaccaccaa aagaagtaaa agttgttgaa 2340
aattcaatag aacataagag taatgacaat tcacaagcct tgacaaaaac agtttatcta 2400
aagaaattag atgaattttt aactaaatca tatatatgtc ataaatatat tttagtatca 2460
aactctagta tggaccaaaa attattagag gtatataatc ttactccaga agaagaaaat 2520
gaattaaaat catgtgatcc attagattta ttatttaata ttcaaaataa catacctget 2580
atgtattcat tatatgatag tatgaacaat gatttacaac atctcttttt tgaattatat 2640
caaaaggaaa tgatttatta tttacataaa ctaaaagagg aaaatcacat caaaaaatta 2700
ttagaggagc aaaaacaaat aactggaaca tcatctacat ccagtcctgg aaatacaacc 2760
gtaaatactg ctcaatccge aactcacagt aattcccaaa accaacaatc aaatgcatce 2820
tctaccaata cccaaaatgg tgtagetgta tcatctggte ctgctgtagt tgaagaaagt 2880
catgatccct taacagtatt gtctattagt aacgatttga aaggtattgt tagtctctta 2940
aatcttggaa ataaaactaa agtacctaat ccattaacca tttctacaac agagatggaa 3000
aaattttatg agaatatttt aaaaaataat gatacctatt ttaatgatga tatcaaacaa 3060
ttcgtaaaat ctaattcaaa agtaattaca ggtttgaccg aaacacaaaa aaatgcatta 3120
aatgatgaaa ttaaaaaatt aaaagatact ttacagttat catttgattt atataataaa 3180
tataaattaa aattagatag attatttaat aagaaaaaag aacttggcca agacaaaatg 3240
caaattaaaa aacttacttt attaaaagaa caattagaat caaaattgaa ttcacttaat 3300
aacccacata atgtattaca aaacttttét gttttcttta acaaaaaaaa agaagctgaa 3360
atagcagaaa ctgaaaacac attagaaaac acaaéaatat tattgaaaca ttataaagga 3420
cttgttaaat attataatgg tgaatcatct ccattaaaaa ctitaagtga agtatcaatt 3480
caaacagaag ataattatgc caatttagaa aaatttagag tattaagtaa aatagatgga 3540
aaactcaatg ataatttaca tttaggaaag aaaaaattat ctttcttatc aagtggatta 3600
catcatttaa ttactgaatt aaaagaagta ataaaaaata aaaattatac aggtaattct 3660
ccaagtgaaa ataataagaa agttaacgaa gctttaaaat cttacgaaaa ttttctccca 3720
gaagcaaaag ttacaacaét tgtaactcca cctcaaccag atgtaactce atctccatta 3780
tctgtaaggg taagtgetag ttcaggatcc acaaaagaag aaacacaaat accaacttca 3840
gegctctttat taacagaatt acaacaagta gtacaattac aaaattatga cgaagaagat 3900
gattccttag ttgtattacc catttttgga gaatccgaag ataatgacga atatttagat 3960
caagtagtaa ctggagaagc aatatctgtc acaatggata atatcctctc aggatttgaa 4020
aatgaatatg atgttatata tttaéaacct ttagctggag tatatagaag cttaaaaaaa 4080
caaattgaaa aaaacatttt tacatttaat ttaaatttga acgatatctt aaattcacgt 4140

cttaagaaac gaaaatattt cttagatgta ttagaatctg atttaatgca atttaaacat 4200



38/38
atatcctcaa atgaatacat tattgaagat tcatttaaat tattgaattc agaacaaaaa 4260
aacacacttt taaaaagtta caaatatata aaagaatcag tagaaaatga tattaaattt 4320
gecacaggaag gtataagtta ttatgaaaag gttttagcga aatataagga tgatttagaa 4380
tcaattaaaa aagttatcaa agaagaaaag gagaagttcc catcatcacc accaacaaca 4440
cctecgtcac cagcaaaaac agacgaacaa aagaaggaaa gtaagttcct teccattttta 4500
acaaacattg agaccttata caataactta gttaataaaa ttgacgatta cttaattaac 4560
ttaaagécaa agattaacga ttgtaatgtt gaaaaagatg aagcacatgt taaaataact 4620
aaacttagtg atttaaaagc aattgatgac aaaatagatc tttttaaaaa cccttacgac 4680
ttcgaagcaa ttaaaaaatt gataaatgat gatacgaaaa aagatatget tggcaaatta 4740
cttagtacag gattagttca aaattttcct aatacaataa tatcaaaatt aattgaagga 4800
aaattccaag atatgttaaa catttcacaa caccaatgcg taaaaaaaca atgtccagaa 4860
aattctggat gtttcagaca tttagatgaa agagaagaat gtaaatgttt attaaattac 4920
aaacaagaag gtgataaatg tgttgaaaat ccaaatccta cttgtaacga aaataatget 4980
ggatgtgatg cagatgecac atgtaccgaa gaagattcag gtagcageag aaagaaaatc 5040
acatgtgaat gtactaaacc tgattcttat ccactttteg atggtatttt ctgcégttcc 5100
tctaacttct taggaatatc attcttatta atactcatgt taatattatart_;agtttcatt 5160
taa 5163
<210> 79
<211> 654
<212> DNA
<213> Pfs25 gene XM_001347551

<400> 79
atgaataaac tttacagttt gtttcttttc cttttcattc aacttagcat aaaatataat 60

aatgcgaaag ttaccgtgga tactgtatge aaaagaggat ttttaattca gatgagtget 120
catttggaat gtaaatgtga aaatgatttg gtgttagtaa atgaagaaac atgtgaagaa 180
aaagftctga aatgtgacga aaagactgta aataaaccat gtggagattt ttccaaatgt 240
attaaaatag atggaaatcc cgtttcatac gettgtaaat gtaatcttgg atatgatatg 300
gtaaataatg tttgtatacc aaatgaatgt aagaatgtaa cttgtggtaa cggtaaatgt 360
atattagata caagcaatcc tgttaaaact ggagtttgct catgtaatat aggcaaagtt 420
cccaatgtac aagatcaaaa taaatgttca aaagatggag aaaccaaatg ctcattaaaa 480
tgcttaaaag aaaatgaaac ctgtaaagcet gttgatggaa tttataaatg tgattgtaaa 540
gatggattta taatagataa tgaaagctct atatgtactg ctttttcagec atataatatt 600

ttaaatctaa gcattatgtt tatactattt tcagtatget tttttataat gtaa 654



