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SEQUENCE LISTING
<110> Kenton s.r.7.
<120> cChimeric recombinant antigens of Toxoplasma gondii
<130> 501-EP
<160> 42
<170> PatentIn version 3.1

<210> 1
<211> 297
<212> DNA

<213> Toxoplasma gondii

<220>
<221> CDbs
<222> (1..(297)

<400> 1
gct gcc tty g%a ggc ctt gcg gcg gat cag cct gaa aat cat cag gct 48
é1a Ala Leu Gly g1y Leu Ala Ala Asp ggn Pro Glu Asn His ng Ala

1

Ctt gca gaa cca gtt acg ggt gt g?g gaa gca gga gtg tcc ccc gtc 96
Leu Ala Glu Pro val Thr Gly va gsy Glu Ala Gly val ser pro val
20 30

aac gaa gct g?t gag tca tac agt tct gca act tcg g?t gtc caa gaa 144
Asn Glu éga Gly Glu ser Tyr Zgr Ser Ala Thr Ser Gly val GIn Glu
45 ,

gct acc gcc cca g%t gca gtg ctc ctg gac gca atc gat gcc gag tcg 192
Ala ggr Ala Pro Gly Ala gg Leu Leu Asp Ala Ile Asp Ala Glu Ser
60

gat aag gtg gac aat cag gcg gag g%a g?t gag cgt atg aag aag gtc 240
égp Lys val Asp Asn GIn Ala Glu Gly Gly ggu Arg Met Lys Lys gaT
70 0

gaa gag gag ttg tcg tta tty agg cgg gaa tta tat gat cgc aca gat 288
Glu Glu Glu Leu Ser Leu Leu Arg Arg ggu Leu Tyr Asp Arg ghr Asp
85 5
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cge cct g%t 297
Arg Pro Gly

<210> 2
<211> 99
<212> PRT

<213> Toxoplasma gondii

<400> 2
Ala Ala Leu Gly Gly teu Ala Ala Asp GIn Pro Glu Asn His Gln Ala
1 5 10 15

Leu Ala Glu gro val Thr Gly val ggy Glu Ala Gly val ggr Pro val
0

Asn Glu Aga Gly Glu Ser Tyr 2Sr Ser Ala Thr ser 2;y val Gin Glu
35 .

Ala ggr Ala Pro Gly Ala ¥?1 Leu Leu Asp Ala ége Asp Ala Glu ser

Asp Lys val Asp Asn Gln Ala Glu Gly Gly Glu Arg Met Lys Lys val
65 70 75 80

Glu Glu Glu Leu Ser Leu Leu Arg Arg Glu Leu Tyr Asp Arg Thr Asp
85 20 95

Arg Pro Gly

<210> 3
<211> 231
<212> DNA

<213> Toxoplasma gondii

<220>
<221> (DS
<222> (1)..(023L)

<400> 3
gct acc gcg gec acc gcyg tca gat gac gaa ctg atg agt cga atc cga 48
Ala Thr Ala Ala Thr Ala Ser Asp Asp Glu Leu Met Ser Arg Ile Arg

2
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1 5 10 15
aat tct gac ttt ttc gat g?t caa gca ccc gtt gac agt ctc aga ccg 96
Asn Ser Asp Phe Phe Asp Gly GIn Ala Pro val Asp Ser Leu Arg Pro
20 25 30
acg aac gcc g%t gtc gac tcg aaa g?g acc gac gat cac ctc acc acc 144
Thr Asn Ala Gly val Asp Ser Lys Gly Thr Asp Asp His Leu Thr Thr
35 40 45
agc atg gat aag gca tct gta gag agt cag ctt ccg aga aga gag cca 192
ser Met Asp Lys Ala Ser val Glu Ser GIn Leu Pro Arg Arg Giu Pro
50 55 60
ttg gag acg gag cca gat gaa caa gaa gaa gtt cat tic 231
Leu GTu Thr Glu Pro Asp Glu GIn Glu Glu Val His Phe
65 70 75
<210> 4
<<211> 77
<212> PRT

<213> Toxoplasma gondii

<400> 4
Ala Thr Ala Ala Thr Ala Ser Asp Asp Glu Leu Met Ser Arg Ile Arg
1 5 10 15

Asn Ser Asp Phe Phe Asp Gly GlIn Ala Pro val Asp Ser Leu Arg Pro
20 25 30

Thr Asn é%a Gly val Asp Ser kgs Gly Thr Asp Asp 2;5 Leu Thr Thr

Ser Met Asp Lys Ala Ser ggT Glu ser GIn Leu Pro Arg Arg Glu Pro
50 60

Leu Glu Thr Glu Pro asp Glu Gin Glu Glu val His Phe
65 70 75

<210> 5

<211> 219

<212> DNA

<213> Toxoplasma gondii

<220>
<221> CDS
<222> (1)..(219)
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<400> 5
agg agg act gga tgt cat gcc ttc agg gag aac tgc agc cct g%t aga 48
Arg Arg Thr Gly Cys His Ala Phe Arg Glu Asn Cys Ser Pro Gly Arg
1 5 10 15
tgt att gat gac gcc tcg cat gag aat g?c tac acc tgc gag tgc ccc 96
Cys Ile Asp Asp Ala Ser His Glu Asn Gly Tyr Thr Cys Glu Cys Pro
20 25 30
aca g%g tac tca cgt gag gtg act tcc aag gcg gag gag tcg tgt gt 144
Thr Gly Tyr Ser Arg Glu val Thr Ser Lys Ala Glu Glu Ser Cys va
35 40 45
gaa gga gtc gaa gtc acg ctg gct gag aaa tgc gag aag gaa ttc g%c 192
Glu Gly val Glu val Thr Leu Ala Glu Lys Cys Glu Lys Glu Phe Gly
50 55 60
atc agc gcg tca tcc tge aaa tgc gat 219
Ile ser Ala Ser Ser Cys Lys Cys Asp
65 70
<210> 6
<211> 73
<212> PRT

<213> Toxoplasma gondii

<400> ©
Arg Arg Thr Gly Cys His Ala phe Arg Glu Asn Cys Ser Pro Gly Arg
1 5 10 15

Cys Ile Asp Asp Ala Ser His Glu ggn Gly Tyr Thr Cys ggu Cys Pro
20

Thr Gly Tyr Ser Arg Glu val Zgr Ser Lys Ala Glu igu Ser Cys val
35

Glu Gly val Glu val Thr Leu Ala Glu Lys Cys Glu Lys Glu Phe Gly
50 55 60

ITe ser Ala Ser Ser Cys Lys Cys Asp
65 70

<210> 7

<211> 393

<212> DNA

<213> Toxoplasma gondii
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<220>
<221> CDS
<222> (D..((393)

<400> 7
cca tcg gtc gtc aat aat gtc gca agg tgc tcc tac g?t gca gac agc 48
;ro Ser val val an Asn val Ala Arg g%s Ser Tyr Gly Ala égp Ser

act ctt ggt cct gtc aag ttg tct gcg gaa g?a ccc act aca atg acc 96
Thr Leu Gly Pro val Lys Leu Ser éga Glu Gly Pro Thr §3r Met Thr
20

ctc gtg tgc ggg aaa gat g%a gtc aaa gtt cct caa gac aac aat cag 144
Leu val Cys Gly Lys Asp Gly val Lys val Pro GIn Asp Asn Asn Gln
35 40 45
tac tgt tcc g?g acg acg ctg act g?t tgc aac gag aaa tcg ttc aaa 192
Tyr Cys Ser Gly Thr Thr Leu Thr Gly Cys Asn Giu Lys Ser Phe Lys
50 55 60
gat att ttg cca aaa tta act gag aac ccg tgg cag g?t aac gct tcg 240
Asp ITe Leu Pro Lys Leu Thr Glu Asn Pro Trp Gln Gly Asn Ala Ser
65 70 75 80
agt gat aag ggt gcc acg cta acg atc aag aag gaa gca ttt cca gcc 288
ser Asp Lys Gly Ala Thr Leu Thr Ile Lys Lys Glu Ala Phe Pro Ala
85 90 95
gag tca aaa agc gtc att att g?a tgc aca g%g gga tcg cct gag aag 336
Glu Ser Lys Ser val Ile Ile Gly Cys Thr Gly Gly Ser Pro Glu Lys 4
100 105 110
cat cac tgt acc gtg aaa ctg gag ttt gcc g?g gct gca g?g tca gca 384
His His Cys Thr val Lys Leu Glu Phe Ala Gly Ala Ala Gly Ser Ala
115 120 125
aaa tcg gct 393
Lys Ser Ala
130
<210> 8
<211> 131~
<212> PRT

<213> Toxoplasma gondii

<400> 8
Pro Ser val val Asn Asn val Ala Arg Cys Ser Tyr Gly Ala Asp Ser
1 5 10 15

Thr Leu Gly 550 val Lys Leu Ser éga Glu Gly Pro Thr ggr Met Thr
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Leu val ggs Gly Lys Asp Gly Xg] Lys val Pro Glin ﬁgp Asn Asn Gln

Tyr g%s Ser Gly Thr Thr %gu Thr Gly Cys Asn ggu Lys Ser Phe Lys

Asp Ile Leu Pro Lys Leu Thr Glu Asn Pro Trp Gln Gly Asn Ala Ser
65 70 75 80

Ser Asp Lys Gly Ala Thr Leu Thr ITe Lys Lys Glu Ala Phe Pro Ala
85 S0 95

Glu Ser Lys Ser val Ile Ile Gly Cys Thr Gly Gly Ser Pro Glu Lys
100 105 110

His His cys Thr val Lys Leu Gilu phe Ala Gly Ala Ala Gly Ser Ala
115 120 125

Lys Ser Ala
130
<210> 9
<211> 237
<212> DNA

<213> Toxoplasma gondii

<220>
<221> (DS
<222> (1)..(237

<400> 9
€CC cag gat gcc att tgc tcg gat tgg tcc gca tgg agc ccc tgc agt 48
iro Gln Asp Ala Ile Cys Ser Asp Trp Ser Ala Trp Ser Pro Cys Ser

gta tcc tgc ggt gac g%a agc caa atc agg acg cga act gag gtt tct 96
val Ser Cys Gly Asp Gly Ser Gln gge Arg Thr Arg Thr Glu val ser
20 30

gct ccg caa cct g%a aca cca aca tgt ccg gac tgc cct geg ccc atg 144
Ala Pro GIn Pro Gly Thr Pro Zgr Cys Pro Asp Cys Zgo Ala Pro Met
35

g%a agg act tgc gtg gaa caa g%c gga ctt gaa gaa atc cgt gaa tgc 192
Gly Arg Thr cys val Glu §1n Gly Gly Leu Glu géu Ile Arg Glu Cys
50 5

agt gcg gyg gta tgt gct gtt gac gct g%a tgt g%c gtc tgg gttt 237
ser Ala Gly val cys Ala val Asp Ala Gly Cys Gly val Trp val
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65 70 75

<210> 10
<211> 79
<212> PRT

<213> Toxoplasma gondii

<400> 10
Pro GIn Asp Ala ITe Cys Ser Asp Trp Ser Ala Trp Ser Pro Cys Ser
1 5 10 15

val ser Cys géy Asp Gly Ser Gln gge Arg Thr Arg Thr gAu val ser

Ala Pro GIn Pro Gly Thr Pro Thr Cys Pro Asp Cys Pro Ala Pro Met
35 40 45
Gly Arg Thr cys val Glu GIn Gly Gly Leu Glu Glu Ile Arg Glu Cys
50 55 : 60

ser Ala Gly val cys Ala val Asp Ala Gly Cys Gly val Trp val
65 70 75

<210> 11

<211> 678

<212> DNA

<213> Toxoplasma gondii

<220>
<221> CDS
<222> (1)..(678)

<400> 11

aac gaa ccg gtg gcc cta gct cag ctc agc aca ttc ctc gag ctc gtc 48
Asn Glu Pro val Ala Leu Ala GIn Leu igr Thr Phe Leu Glu igu val

1 5

gag gtg cca tgt aac tct gtt cat gtt cag g?g gtg atg acc ccg aat 96
Glu val pro %ys Asn ser val His val GIn Gly val Met ggr Pro Asn
0 25

caa atg gté aaa gtg act ggt gca gga tgg gat aat g%c gtt ctc gag 144
GlIn Met val Lys val Thr Gly Aga Gly Trp Asp Asn gsy val Leu Glu
35 4

7
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ttc tat gtc acg agg cca acg aag aca g?c g?g gac aca agc cga agc 192
Phe Egr val Thr Arg Pro ggr Lys Thr Gly Gly Asp Thr ser Arg ser
60

cat ctt gcg tcg atc atg tgt tat tcc aag gac att gac ggc gt ccg 240
215 Leu Ala ser Ile ggt Cys Tyr Ser Lys Asp Ile Asp Gly val Pro
5 75 80

tca gac aaa gcg g?a aag tgc ttt ctg aag aac ttt tct g%t gaa gac 288
Ser Asp Lys Ala g y Lys Cys Phe Leu g%s Asn Phe Ser Gly g1u Asp
5 5

tcg tcg gaa ata gac gaa aaa gaa gta tct cta ccc atc aag agc cac 336
Ser Ser Glu Ile Asp Glu Lys Glu XS; Ser Leu Pro Ile i{g Ser His
100

aac gat gcg ttc atg ttc gtt tgt tct tca aat gat g?a tce geca ctc 384
Asn Asp Ala Phe Met Phe val ggg Ser Ser Asn Asp g g Ser Ala Leu
115 2

cag tgt gat gtt ttc gcc ctt gat aac acc aac tct age gac g%g tgg 432
Gln Cys Asp val phe Ala igg Asp Asn Thr Asn igg Ser Asp Gly Trp
130

aaa gtg aat acc gtg gat ctt g?c gtc agc gttt agt ccg gat ttg gca 480
Lys val Asn Thr val Asp Leu Gly val ser val Ser Pro Asp Leu Ala
145 150 155 160

ttc gga ctc act gca gat g%g gtC aag gtg aag aag ttg tac gca agc 528
Phe Gly Leu Thr Ala Asp Gly Val Lys val Lys Lys Leu Tyr Ala Ser
165 170 175
agc g?c Ctg aca gcg atc aac gac gac cct tcc ttg g?g tgc aag gct 576
Ser Gly Leu Thr Ala Ile Asn Asp Asp Pro Ser Leu Gly Cys Lys Ala
180 185 190
CCT CCC cat tct ccg ccg gecc gga gag gaa ccg agt ttg ccg tcg cct 624
Pro Pro His Ser Pro Pro Ala Gly Glu Glu Pro Ser Leu Pro Ser Pro
195 200 205
gaa aac agc g%g TCt gca aca cca gcg gaa gaa agt ccg tct gag tct 672
Glu Asn ser Gly ser Ala Thr Pro Ala Glu Glu Ser Pro Ser Glu Ser
210 215 220 '
gaa tct 678
Glu ser
225
<210> 12
<211> 226
<212> PRT

<213> Toxoplasma gondii

<400> 12

Asn Glu Pro val Ala Leu Ala GIn Leu Ser Thr Phe Leu Glu Leu val

1 5 10 15

Glu val Pro Cys Asn Ser val His val Gln Gly val Met Thr Pro Asn
8
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20 25 30

Gln Met §§1 Lys val Thr Gly an Gly Trp Asp Asn Gly val Leu Glu
45

Phe g%r val Thr Arg Pro ggr Lys Thr Gly Gly 28p Thr ser Arg ser

His Leu Ala Ser Ile Met Cys Tyr Ser Lys Asp Ile Asp Gly val Pro
65 70 75 80

ser Asp Lys Ala ggy Lys Cys Phe Leu ggs Asn Phe Ser Gly g1u Asp
5

Ser ser Glu Ile Asp Glu Lys Glu val Ser Leu Pro Ile Lys Ser His
100 105 110

Asn Asp Ala Phe Met Phe val Cys Ser Ser Asn Asp Gly Ser Ala Leu
115 ‘ 120 125

Gln Cys Asp val Phe Ala Leu Asp Asn Thr Asn Ser Ser Asp Gly Trp
130 135 140

Lys val Asn Thr val Asp Leu Gly val Ser val Ser Pro Asp Leu Ala
145 150 155 160

Phe Gly Leu Thr Ala Asp Gly val Lys val Lys Lys Leu Tyr Ala ser
165 170 175

Ser Gly Leu Thr Ala Ile Asn Asp Asp Pro Ser Leu Gly Cys Lys Ala
180 185 190

Pro Pro His Ser Pro Pro Ala Gly Glu Glu Pro Ser Leu Pro Ser Pro
195 200 205

Glu Asn Ser Gly Ser Ala Thr pro Ala Glu Glu Ser Pro Ser Glu Ser
210 215 220

Glu Ser
225

<210> 13
<211> 26
<212> DNA

<213> Artificial Sequence

<220>
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<223>
<400>

Primer K551
13

ggactagtcg gctcccccag gatgec

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

<220>
<223>
<400>

14
44
DNA

Artificial Sequence

Primer K553
14

catccagtcc tgctaccgcc accagaccag acgccacatc cage

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

<220>
<223>
<400>

15
44
DNA

Artificial Sequence

Primer K552
15

gtggcgtctg gtctggtggce ggtagcagga ctggatgtca tgcec

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

<220>
<223>
<400>

16
45
DNA

Artificial Sequence

Primer K555
16

tgacgaccga gctaccgcca ccagagttat cgcatttgca ggatg

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

17
45
DNA

Artificial Sequence
10

PCT/EP2006/001760

26

44

44

45
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<220>
<223>
<400>

atgcgataac tctggtggcg gtagctcggt cgtcaataat gtcge

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

<220>
<223>
<400>

Primer K554
17

18
31
DNA

Artificial Sequence

Primer 556
18

ccgecggecge tagecgattt tgctgaccct ¢

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

<220>
<223>
<400>

19
33
DNA

Artificial Sequence

Primer K563
19

ggactagtcg gctggctgec ttgggaggcc ttg

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

<220>
<223>
<400>

gccgeggtag cactaccgcc accagacaaa ccagggegat ctgtg

<210>

20
45
DNA

Artificial sequence

Primer K565
20

21

PCT/EP2006/001760

45

31

33

45
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<211>
<212>
<213>

<220>
<223>
<400>

44
DNA

Artificial Sequence

Primer K564
21

gccctggttt gtctggtgge ggtagtgcta ccgeggecac cgceg

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

<220>
<223>
<400>

22
46
DNA

Artificial Ssequence

Primer K567
22

ccggttcgtt actaccgcca ccagagaaat gaacttcttc ttgttc

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

<220>
<223>
<400>

23
46
DNA

Artificial Sequence

Primer K566
23

gaagttcatt tctctggtgg cggtagtaac gaaccggtgg ccctag

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

<220>
<223>
<400>

24
30
DNA

Artificial Sequence

Primer K568

24
12

PCT/EP2006/001760

44

46

46
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ccgcggecge agattcagac tcagacggac

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

<220>
<223>
<400>

25
40
DNA

Artificial sequence

Primer K572
25

cgttactacc gccaccagag ttatcgcatt tgcaggatga

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

<220>
<223>
<400>

26
39
DNA -

Artificial sequence

Primer K571
26

taactctggt ggcggragta acgaaccggt ggecctage

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

<220>
<223>
<220>
<221>
<222>
<223>

<400>

27
894
DNA

Artificial Sequence

EC2

<hs
(D..(894)

27

PCT/EP2006/001760

30

40

39

act agt cgg ctc ccc cag gat gcc att tgc tcg gat tgg tcc geca tgg 48
Thr ser Arg Leu Pro Gln Asp Ala Ile Cys Ser Asp Trp Ser Ala Trp

13
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1 5 10 15
agc ccc tgc agt gta tcc tgc g%t gac g?a agc caa atc agg acg cga 96
ser Pro Cys Ser val Ser Cys Gly Asp Gly Ser Gln Ile Arg Thr Arg
_ 20 25 30
act gag gtt tct gct ccg caa cct g?a aca cca aca tgt ccg gac tgc 144
Thr Glu val ser Ala Pro Gln Pro Gly Thr Pro Thr Cys Pro Asp Cys
35 40 45
cct gcg ccec atg g%a agg act tgc gtg gaa caa g%c g?a ctt gaa gaa 192
Pro Ala Pro Met Gly Arg Thr Cys val Glu GIn Gly Gly Leu Glu Glu
50 55 60
atc cgt gaa tgc agt gcg g%g gta tgt gct gtt gac gct g%a tot g%c 240
ITe Arg Glu Cys Ser Ala Gly Val Cys Ala val Asp Ala Gly Cys Gly
65 70 75 80
gtc tgg tct ggt ggc g?t agc agg act g?a tgt cat gcc ttc agg gag 288
val Trp Ser Gly Gly Gly Ser Arg Thr Gly Cys His Ala Phe Arg Glu
85 90 95
aac tgc agc cct ggt aga tgt att gat gac gcc tcg cat gag aat g%c 336
Asn Cys Ser Pro Gly Arg Cys Ile Asp Asp Ala ser His Glu Asn Gly
100 105 110
tac acc tgc gag tgc ccc aca g?g tac tca cgt gag dgtg act tcc aag 384
Tyr Thr Cys Glu Cys Pro Thr Gly Tyr Ser Arg Glu val Thr Ser Lys
115 120 125
gcg gag gag tcg togt gtg gaa gga gtc gaa gtc acg Ctg gct gag aaa 432
Ala Glu Glu ser Cys val Glu Gly val Glu val Thr Leu Ala Glu Lys
130 : 135 140
tgc gag aag gaa ttc ggc atc agc gcg tca tcc tgC aaa tgc gat aac 480
Cys Glu Lys Glu Phe Gly ITe Ser Ala ser ser Cys Lys Cys Asp Asn
145 150 155 160
Tct ggt ggc ggt agc tcg gtc gtc aat aat gtc gca agg tgc tcc tac 528
ser Gly Gly Gly Ser ser val val Asn Asn val Ala Arg Cys ser Tyr
165 170 175
ggt gca gac agc act ctt g%t cct gtc aag ttg tct gcg gaa gga ccc 576
Gly Ala Asp Ser Thr Leu Gly Pro Val Lys Leu Ser Ala Glu Gly Pro
180 185 190
act aca atg acc ctc gtg tgc ggg aaa gat g?a gtc aaa gtt cct caa 624
Thr Thr Met Thr Leu val Cys Gly Lys Asp Gly val Lys val Pro Gln
195 200 205
gac aac aat cag tac tgt tcc ggg acg acg ctg act g?t tgc aac gag 672
Asp Ash Asn Gln Tyr Cys Ser Gly Thr Thr Leu Thr Gly Cys Asn Glu
210 215 220
aaa tcg ttc aaa gat artt ttg cca aaa tta act gag aac ccyg tgg cag 720
Lys Ser phe Lys Asp Ile Leu Pro Lys Leu Thr Glu Asn Pro Trp GIn
225 230 235 240
ggt aac gct tcg agt gat aag ggt gcc acg cta acg atc aag aag gaa 768
Gly Asn Ala Ser ser Asp Lys Gly Ala Thr Leu Thr ITe Lys Lys Glu
245 250 255
gca ttt cca gcc gag tca aaa agc gtc att att g?a tgc aca g%g g%a 816
Ala Phe Pro Ala Glu Ser Lys Ser val Ile Tle Gly Cys Thr Gly Gly
260 265 270
tcg cct gag aag cat cac tgt acc gtg aaa ctg gag Tttt gcc ggg gct 864

14
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Ser Pro Glu Lys His His Cys Thr val Lys Leu Glu Phe Ala Gly Ala
285

275 280
gca g%g tca gca aaa tecg get age ggc cgc 894
Ala Gly Ser Ala Lys Ser Ala ser Gly Arg
290 295
<210> 28
<211> 298
<212> PRT .

<213> Artificial Sequence

<220>

<223> EC2

<400> 28

Ihr Ser Arg Leu Pro Gin Asp Ala Ile Cys Ser Asp Trp Ser Ala Trp

Ser Pro Cys Ser val Ser Cys Gly égp Gly Ser GIn Ile Arg Thr Arg
20 30

Thr GTu val ser Ala Pro Gln Pro Gly Thr Pro Thr Cys Pro Asp Cys
35 40 45

Pro Ala Pro Met Gly Arg ggr cys val Glu Gln ggy Gly Leu Glu Glu
50

Ile Arg Glu Cys ser Ala Gly val Cys Ala val Asp Ala Gly Cys Gly
65 70 75 80

val Trp Ser Gly g;y Gly Ser Arg Thr 88y Cys His Ala Phe ggg Glu

Asn Cys Ser Pro Gly Arg Cys Ile Asp Asp Ala Ser His Glu Asn Gly
100 105 110

Tyr Thr Cys Glu Cys Pro Thr Gly Tyr Ser Arg Glu val Thr Ser Lys
115 120 125

Ala Glu Glu ser cys val Glu Gly val Glu val Thr Leu Ala Glu Lys
130 135 140

Cys Glu Lys Glu pPhe Gly ITe Ser Ala Ser Ser Cys Lys Cys Asp Asn
145 150 155 160

ser Gly Gly Gly ser ser val val Asn Asn val Ala Arg Cys Ser Tyr
165 170 175

15
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Gly Ala Asp Ser Thr Leu Gly Pro val Lys Leu Ser Ala Glu Gly Pro
180 185 190

Thr Thr Met Thr Leu val Cys Gly Lys Asp Gly val Lys val Pro Gln
195 200 205

AsSp Asn Asn Gln Tyr Cys Ser Gly Thr Thr Leu Thr Gly Cys Asn Glu
210 215 220

Lys Ser Phe Lys Asp Ile Leu Pro Lys Leu Thr Glu Ash Pro Trp GlIn
225 230 235 240

Gly Asn Ala Ser Ser Asp Lys Gly Ala Thr Leu Thr Ile Lys Lys Glu
245 250 255

Ala phe Pro Ala Glu Ser Lys Ser val Ile Ile Gly Cys Thr Gly Gly
260 265 270

Ser Pro Glu Lys His His Cys Thr val Lys Leu Glu Phe Ala Gly Ala
275 280 285

Ala Gly Ser Ala Lys Ser Ala Ser Gly Arg
290 295

<210> 29

<211> 1258

<212> DNA

<213> Artificial Sequence

<220>

<223> EC3

<220>

<221> DS

<222> (1)..(1257)

<400> 29
act agt cgg ctg gct gcc ttg g%a g?c ctt gcg gat cag cct gaa aat 48
Ihr Ser Arg Leu Ala Ala Leu Gly Gly igu Ala Asp GlIn Pro Glu Asn

5 15

cat cag gct ctt gca gaa cca gtt acg g%t gtg g%g gaa gca gga gtg 926
His GIn Ala Leu Ala Glu Pro val ;gr Gly val Gly Glu éga Gly val
20

tcc ccc gtc aac gaa gct ggt gag tca tac agt tct gca act tcg ggt 144
Ser Pro val Asn Glu Ala Gly Glu Ser Tyr Ser Ser Ala Thr ser Gly

16
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35 40 45
gtc caa gaa gct acc gcc cca ggt gca gtg ctc ctg gac geca atc gat 192
val GIn Glu Ala Thr Ala Pro Gly Ala val Leu Leu Asp Ala Ile Asp
50 55 60
gcc gag tcg gat aag gtg gac aat cag gcg gag gga ggt gag cgt atg 240
Ala Glu Ser Asp Lys Val Asp Asn Gin Ala Glu Gly Gly Glu Arg Met
65 70 75 80
aag aag gtc gaa gag gag ttg tcg tta ttg agg cgg gaa tta tat gat 288
Lys Lys val Glu Glu Glu Leu Ser Leu Leu Arg Arg Glu Leu Tyr Asp
85 90 95
cgc aca gat cgc cct ggt ttg tct g%t g%c g%t agt gct acc gcg gcc 336
Arg Thr Asp Arg Pro Gly Leu Ser Gly Gly Gly Ser Ala Thr Ala Ala
100 105 110
acc gcg tca gat gac gaa ctg atg agt cga atc cga aat tct gac ttt 384
Thr Ala Ser Asp Asp Glu Leu Met Ser Arg Ile Arg Asn Ser Asp phe
115 120 125
ttc gat g?t caa gca ccc gtt gac agt ctc aga ccg acg aac gcc g?t 432
phe Asp Gly GIn Ala pro val Asp Ser Leu Arg Pro Thr Asn Ala Gly
130 135 140
tc gac tcg aaa g?g acc gac gat cac ctc acc acc agc atg gat aag 480
al Asp Ser Lys Gly Thr Asp Asp His Leu Thr Thr Ser Met Asp Lys
145 150 155 160
gca tct gta gag agt cag ctt ccg aga aga gag cca ttg gag acg gag 528
Ala ser val Glu ser Gln Leu Pro Arg Arg Glu Pro Leu Glu Thr Glu
165 170 175
cca gat gaa caa gaa gaa gtt cat ttc tct g%t ggc g%t agt aac gaa 576
Pro Asp Glu GIn Glu Glu val His Phe Ser Gly Gly Gly Ser Asn Glu
180 185 190
ccg gtg gcc cta gct cag ctc age aca ttc ctc gag ctc gtc gag gtg 624
pro val Ala Leu Ala Gin Leu Ser Thr Phe Leu Glu Leu val Glu val
195 200 : 205
cca tgt aac tct gtt cat gtt cag g?g gty atg acc ccg aat caa atg 672
Pro Cys Asn Ser Val His val GIn Gly val Met Thr Pro Asn Gln Met
- 210 215 220
gtc aaa gtg act ggt gca gga tgg gat aat ggc gtt ctc gag ttc tat 720
val Lys val Thr Giy Ala Gly Trp Asp Asn Gly Val Leu Glu Phe Tyr
225 230 235 240
gtc acg agg cca acg aag aca g%c g%g gac aca agc cga agc cat ctt 768
val Thr Arg Pro Thr Lys Thr Gly Gly Asp Thr Ser Arg Ser His Leu
245 250 255
gcg tcg atc atg tgt tat tcc aag gac att gac ggce gtg ccg tca gac 816
Ala ser Ile Met Cys Tyr Ser Lys Asp Ile Asp Gly val Pro Ser Asp
260 265 270
aaa gcg g%a aag tgc ttt ctg aag aac ttt tct ggt gaa gac tcg tcg 864
Lys Ala Gly Lys Cys Phe Leu Lys Asn Phe Ser Gly Glu Asp Ser ser
275 280 285
gaa ata gac gaa aaa gaa gta tct cta ccc atc aag agc cac aac gat 912
Glu Tle Asp Glu Lys Glu val Ser Leu Pro Ile Lys Ser His Asn Asp
290 295 300
gcg ttc atg ttc gtt tgt tct tca aat gat gga tcc gca ctc cag tgt 960

17
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Ala Phe Phe val

305

Met Cys ser

310
ctt
Leu
325

ctt
Leu

a1y

dac
Asn

tte
Phe

aac
Asn

gat
Asp

gtt

gce
val

gat
Ala

Asp

' gat
ASDp
340

gat
Asp

aat
Asn

acc
Thr

gt
va

ggc
Gly

ctc
Leu

act
Thr

aag
Lys

gca
Ala
355

gtc
val

atc
Ile

aca
Thr
370

tct
Ser

ctg
Leu

gac
Asp

&1y
390

gac
Asp
375

acg
Ala

cat
His
385

ccg
Pro

ccg
Pro

gce
Ala

dag
Glu

tct
Ser

cca
Pro

agc
Ser

gca
Ala

aca
Thr
405

gcg
Ala

gcg

gce
Ala

gcg ¢
Ala

Ala

30
419

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

PRT

Artificial Segquence

<220>

<223> EC3

<400> 30

Thr ser Arg Leu ?1a Ala Leu

1

His GIn Ala Leu Ala Glu Pro

20

Ser Pro ga? Asn Glu Ala Gly
5

val Gin Glu Ala Thr Ala Pro

50 55
Ala Glu ser Asp

Asp Lys val
65 70

ser

acce
Thr

agc
ser

gt
va
360

cct
Pro

gaa
Glu

gaa
Glu

Gly
val
Glu
40

Gly

Asn

Asn

aac
Asnh

gtt
val
345

aag
Lys

tcc
Ser

ccg
Pro

gaa
Glu

Gly
Thr
25

Ser

Ala

Gin

Asp

tct
Ser
330

agt
Ser

aag
LyS

ttg
Leu

agt
Ser

agt
ser
410

Leu
10
Gly

Tyr

val

Ala

Gly
315

agce
Ser

ccg
Pro

Tty
Leu

ety

ttg
Leu
395

ccg
Pro

Ala
val
Ser

Leu

Glu
75

18

Ser

gac
Asp

gat
Asp

tac
Tyr

tgc
cys
380

ccy
Pro

tct
Ser

Asp
Gly
Ser

Leu
60

Gly

Ala

a1y

ttg
Leu

gca
Ala
365

aag
Lys

tcg
ser

gag
Glu

Gln
Glu
Ala
45

Asp

Gly

l.eu

tag
Trp

gca
Ala
350

agc
ser

gct
Ala

cct
Pro

tct
ser

Pro
Ala
30

Thr

Ala

Glu
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Gln Cys

320 .

gt
va

sty
&y

ccc
Pro

aaa 1008
Lys

335

tte
Phe

1056

agc 1104

Ser

cct 1152

Pro

aac 1200
Asn

400

gaa
Glu

Tct
Ser

gaa 1248
Glu

415
1258

Glu
15

Asnh
Gly val
ser

Gly

Ile Asp

Met
80

Arg
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Lys Lys val Glu ggu Glu Leu ser Leu ggu Arg Arg Glu Leu Tyr Asp
95

Arg Thr Asp Arg Pro Gly Leu Ser Gly Gly Gly ser Ala Thr Ala Ala
100 105 110

Thr Ala Ser Asp Asp GIu Leu Met Ser Arg Ile Arg Asn Ser Asp Phe
115 120 125

Phe Asp Gly. G1n Ala Pro val Asp Ser Leu Arg Pro Thr Asn Ala Gly
130 135 140

val Asp Ser Lys Gly Thr Asp Asp His Leu Thr Thr Ser Met Asp Lys
145. 150 155 160

Ala ser val Glu Ser GIn Leu Pro Arg Arg Glu Pro Leu Glu Thr ¢lu
165 170 175

Pro Asp Glu GIn Glu Glu val His Phe ser Gly Gly Gly ser Asn Glu
180 185 190

Pro val Ala Leu Ala GIn Leu Ser Thr pPhe Leu Glu Leu val Glu val
195 200 205

Pro Cys Asn ser val His val Gin Gly val Met Thr Pro Asn Gln Met
210 215 220

val Lys val Thr Gly Ala Gly Trp Asp Asn Gly val Leu Glu Phe Tyr
225 230 235 240

val Thr Arg Pro Thr Lys Thr Gly Gly Asp Thr Ser Arg Ser His Leu
245 250 255

Ala ser Ile Met Cys Tyr Ser Lys Asp Ile Asp Gly val Pro ser Asp
260 265 270

Lys Ala Gly Lys Cys Phe Leu Lys Asn Phe Ser Gly Glu Asp ser ser
275 280 285

Glu ITe Asp Glu Lys Glu val ser Leu Pro Ile Lys Ser His Asn Asp
290 295 300

Ala Phe Met Phe val Cys Ser Ser Asn Asp Gly ser Ala Leu GIn Cys
305 310 : 315 320

Asp val Phe Ala Leu Asp Asn Thr Asn Ser Ser Asp Gly Trp Lys val
325 330 335

Asn Thr val Asp Leu Gly val ser val Ser Pro Asp Leu Ala pPhe Gly
19
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340 345 350

Leu Thr Ala Asp Gly val Lys val Lys Lys Leu Tyr Ala Ser Ser Gly
355 360 365

Leu Thr Ala Ile Asn Asp Asp Pro Ser Leu Gly Cys Lys Ala Pro Pro
370 375 380

His Ser Pro Pro Ala Gly Glu Glu Pro Ser Leu Pro Ser Pro Glu Asnh
385 390 395 400

ser Gly ser Ala Thr Pro Ala Glu Glu Ser Pro Ser Glu Ser Glu Ser
405 410 415

Ala Ala Ala

<210> 31
<211> 1183
<212> DNA

<213> Artificial sequence

<220>
<223> EC4
<220>
<221> (DS

<222> (1)..(1182)

<400> 31

act agt cgg ctc ccc cag gat gcc att tgc tcg gat tgg tcc gca tgg 48
Thr Ser Arg Leu Pro Gln Asp Ala Ile E%S Ser Asp Trp Ser A;a Trp

1 ' 5 1

agc ccc tgc agt gta tcc tgce g?t gac g%a agc caa atc agg acg cga 96
Ser Pro Cys Ser val Ser Cys Gly égp Gly Ser Gin Ile ?gg Thr Arg
20

act gag gtt tct gct ccg caa cct g?a aca cca aca tgt ccg gac tgc 144
Thr Glu §a1 Ser Ala Pro Gin Zgo Gly Thr Pro Thr Cgs Pro Asp Cys
5 4

CCC gCg ccc atg gga agg act tgc gtg gaa caa ggc g?a ctt gaa gaa 192
Pro Ala Pro Met Gly Arg g?r Cys val Glu Gln gay Gly Leu Glu Glu
50

atc cgt gaa tgc agt gcg g?g gta tgt gct gtt gac gct gga tgt ggc 240
Gly

Ile Arg Glu Cys Ser Ala val Cys Ala val Asp Ala Gly Cys Gly
65 70 75 80

20
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gtc tgg tct ggt g%c ggt agc agg act g?a tgt cat gcc ttc agg gag 288
val Trp Ser Gly gSy Gly Ser Arg Thr goy Cys His Ala Phe Arg Glu
95

aac tgc cgc cct ggt aga tgt att gat gac gcc tcg cat gag aat g%c 336
“Asn Cys Arg iro Gly Arg Cys Ile QSE Asp Ala Ser His glu Asn Gly
00 0

tac acc tgc gag tgc ccc aca tgg tac tca cgt gag gtg act tcc aag 384
Tyr Thr gys Glu Cys Pro Thr Irg Tyr Ser Arg Glu ng Thr Ser Lys
15 2

gcy gag gag tcg tgt gtg gaa g%a gtc gaa gtc acg ctg gct gag aaa 432
Ala g;g Glu Ser Cys val ggg Gly val Glu val Igg Leu Ala Glu Lys

tgc gag aag gaa ttc g?c atc agc gcg tcc tec tgc aaa tgc gat aac 480
Cys Glu Lys Giu Phe Gly Ile Ser Ala Ser Ser Cys Lys Cys Asp Asn
145 150 155 160

tct ggt g?c g%t agt aac gaa ccg gtg gcc cta gct cag ctc age aca 528
Ser Gly Gly Gly ser Asn Glu Pro va Q;S Leu Ala GIn Leu i;g Thr
165

ttc ctc gag ctc gtc gag gtg cca tgt aac tct gtt cat gtt cag g?g 576
Phe Leu Glu Leu Vval Glu val Pro ggg Asn Ser val His VST Gln Gly
180 190

gtg atg acc ccg aat caa atg gtc aaa gtg act ggt gca g?a tgg gat 624
val Met Igg Pro Asn Gln Met ggg Lys val Thr Gly 98? Gly Trp Asp

aat ggc gtt ctc gag ttc tat gtc acg agg cca acg aag aca g%c ggg 672
Asn Gly val Leu Glu Phe ;{g val Thr Arg Pro ;gg Lys Thr Giy Gly
210

gac aca agc cga agc cac ctt gcg tcg atc atg tgt tat tcc aag gac 720
Asp Thr Ser Arg Ser His Leu Ala Ser Ile Met Cys Tyr Ser Lys Asp
225 230 235 240

att gac ggc gtg ccg tca gac aaa ¢gcg gga aag tgc ttt ttg aag aac 768
Ile Asp Gly val 522 ser Asp Lys Ala ggg Lys Cys Phe Leu 5§s Asn
5

ttt tct ggt gaa gac tcg tcg gaa ata gac gaa aaa gaa gta tct cta 816
Phe ser Gly Glu Asp Ser ser Giu %ég Asp Glu Lys Glu g?g ser Leu
260

ccc atc aag agc cac aac gat gcg ttc atg ttc gtt tgt tct tca aat 864
Pro ITe Lys Ser His Ash Asp S;g Phe Met Phe Vval %g; Ser Ser Asn
275

gat gga tcc gca ctc cag tgt gat gtt ttc gcc ctt gat aac acc aac 912
Asp Gly ser Ala Leu Gln ggg Asp val phe Ala %88 Asp Asn Thr Asn
290

tct agc gac g%g tgg aaa gtg aat acc gtg gat ctt gac gtc agc gtt 960
Ser ser Asp Gly Trp Lys val Asn Thr val Asp Leu Asp val ser Val
305 310 315 320

agt ccg gat ttg gca ttc gga ctc act gca gat ggg gtc aag gtg aag 1008
Ser Pro Asp Leu é?a Phe Gly Leu Thr égg Asp Gly val Lys gg; Lys
25

aag ttg tac gca agc agc ggc ctg aca gcg atc aac gac gac cct tcc 1056
Lys Leu Tyr Ala Ser Ser Gly Leu §2E Ala ITe Asn Asp ??8 Pro Ser
340

21



WO 2006/094665 PCT/EP2006/001760

ttg g%g tgc aag gct cct ccc cat tct ccg ccg gee g%a gag gaa ccg 1104
Leu Gly Cys Lys Ala Pro Pro His Ser Pro Pro Ala Gly Glu Glu Pro
355 360 365

agt ttg ccg tcg cct gaa aac agc g%g tct gca aca cca gcg gaa gaa 1152
Ser Leu Pro Ser Pro Glu Asn Ser Gly Ser Ala Thr Pro Ala Glu Glu

370 375 380
agt ccg tct gag tct gaa tct gcg gec gcg g - 1183
Ser Pro Ser GIu Ser Glu Ser Ala Ala Ala
385 390
<210> 32
<211> 394
<212> PRT

<213> Artificial sequence

<220>

<223> EC4

<400> 32

Ihr Ser Arg Leu gro GIn Asp Ala Ile i%s ser Asp Trp Ser éga Trp

Ser Pro Cys ;er val ser Cys Gly ggp Gly ser GIn Ile ggg Thr Arg
0

Thr Glu §?1 Ser Ala Pro Gln Zgo Gly Thr Pro Thr ggs Pro Asp Cys

Pro éga Pro Met Gly Arg T?r Cys val Glu Gln ggy Gly Leu Glu Glu
5

Ile Arg Glu Cys Ser Ala Gly val Ccys Ala val Asp Ala Gly Cys Gly
65 70 75 80

val Trp Ser Gly ggy Gly ser Arg Thr géy Cys His Ala phe Sgg Glu

Asn Cys Arg Pro Gly Arg Cys Ile Asp Asp Ala Ser His Glu Asn Gly
100 105 110

Tyr Thr Cys Glu Cys Pro Thr Trp Tyr Ser Arg Glu val Thr Ser Lys
115 120 125

Ala Glu Glu Ser Cys val Glu Gly val Glu val Thr Leu Ala Glu Lys
130 : 135 140

Ccys Glu Lys Glu Phe Gly ITe Ser Ala Ser Ser Cys Lys Cys Asp Asn
22
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145 150 155 160

Ser Gly Gly Gly Ser Asn Glu Pro val Ala Leu Ala GlIn Leu Ser Thr
165 170 175

Phe Leu Glu Leu val Glu val Pro Cys Asn Ser val His val GIn Gly
180 185 190

val Met Thr Pro Asn GIn Met val Lys val Thr Gly Ala Gly Trp Asp
195 200 205

Asn Gly val Leu Glu Phe Tyr val Thr Arg Pro Thr Lys Thr Gly Gly
210 . 215 220

Asp Thr Ser Arg Ser His Leu Ala Ser Ile Met Cys Tyr Ser Lys Asp
225 230 235 240

Ile Asp Gly val Pro Ser Asp Lys Ala Gly Lys Cys Phe Leu Lys Ash
245 250 255

Phe Ser Gly Glu Asp Ser Ser Glu Ile Asp Glu Lys Glu val Ser Leu
260 265 270

Pro Ile Lys Ser His Asn Asp Ala Phe Met Phe val Cys Ser Ser Asn
275 280 285

Asp Gly ser Ala Leu Gln Cys Asp val Phe Ala Leu Asp Asn Thr Asn
290 295 300

Ser Ser Asp Gly Trp Lys val Asn Thr val Asp Leu Asp val ser val
305 310 315 320

Ser Pro Asp Leu Ala Phe Gly Leu Thr Ala Asp Gly val Lys val Lys
325 330 335

Lys Leu Tyr Ala Ser Ser Gly Leu Thr Ala ITe Asn Asp Asp Pro Ser
340 345 350

Leu Gly Cys Lys Ala Pro Pro His Ser Pro Pro Ala Gly Glu Glu Pro
355 360 365

Ser Leu Pro Ser Pro Glu Asn Ser Gly Ser Ala Thr Pro Ala Glu Glu
370 375 380

Ser Pro Ser Glu Ser Glu Ser Ala Ala Ala
385 390

<210> 33
<211> 115

23
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<212> PRT

<213> Toxoplasma gondii

<400> 33
ser Gly Gly Thr Gly GIn Gly Leu Gly Ile Gly Glu ser val Asp Leu
1 5 10 15

Glu Met Met ggy Asn Thr Tyr Arg Xg? Glu Arg Pro Thr ggy Ash Pro

Asp Leu Leu Lys Ile Ala Ile z%s Ala Ser Asp Gly Zgr Tyr Ser Glu
35

val Gly Asn val Asn val Glu Glu val Ile Asp Thr Met Lys Ser Met
50 55 60

Gln Arg Asp Glu Asp Ile Phe Leu Arg Ala Leu Asn Lys Gly Glu Thr
65 70 75 80

val Glu Glu Ala Ile Glu Asp val Ala GIn Ala Glu Gly Leu Asn Ser
85 90 95

Glu Gln Thr Leu GIn Leu Glu Asp Ala val ser Ala val Ala Ser Trp
100 105 110

GIn Asp Glu
115

<210> 34
<211> 53
<212> PRT

<213> Toxoplasma gondii

<400> 34

Tyr Ser Ser Pro Arg Ile val val Leu Ile Arg Tyr Cys Phe Phe ser
1 5 10 15

Thr Tyr Arg Leu Thr Met Phe Ala Vval Lys His Cys Leu Leu Trp Ala
20 25 30

val Gly Ala Leu val Asn val igr val Arg Ala Ala géu phe ser Gly
35

Trp Asn Gin Gly Pro
50

24
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<210> 35
<211> 35
<212> PRT

<213> Toxoplasma gondii

<400> 35

1

PCT/EP2006/001760

Glu Asn Pro val Arg Pro Pro Pro Pro ggy Phe His Pro ser Xa1 Ile
5 5

Pro Asn Pro Sro Tyr Pro Leu Gly ;Qr Pro Ala Gly Met ggo Gin Pro
0

Glu val Pro
35

<210> 36
<211> 90
<212> PRT

<213> Toxoplasma gondii

<400> 36
Ala Pro Thr Gln Ser
1 5

Gly val Glu Glu Thr
20

Met val Thr Glu

r

V)

Ser GIn Ser phe ser

Phe Leu Thr Glu Thr
65

Ser Glu His Asp Met
85

<210> 37
<211> 149
<212> PRT

Glu

LYyS

Gln

Met

His

Glu

Thr Arg

Gly
70

Asp

55

val

Gln

Lys

Glu

Ser

40

Ile

Thr

Leu

Glu

Asp

25

Lys

Glu

Met

Leu

Phe Gin Glu Glu Ile Lys Glu
10 15

Asp Pro Glu Met Thr Arg Leu
30
Asn Phe ser kgs Met Ala Lys

Glu Leu ggy Gly ser Ile ser

ITe Glu Leu Pro Lys Thr val
75 80

His
90

25
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‘<213> Toxoplasma gondii

<400> 37
val Met Ala Ser Asp Pro Pro Leu val Ala Asn Gin Trp Thr Cys Pro
1 5 10 15

Asp Lys Lys Ser Thr Ala Ala val Ile Leu Thr Pro Thr Glu Asn His
20 25 30

Phe Thr %gu Lys Cys Pro Lys ZBP Ala Leu Thr Glu zgo Pro Thr Leu

Ala gyr Ser Pro Asn Arg g?n Ile Cys Pro Ala g]y Thr Thr ser ser
0 5 0

cys Thr ser Lys Ala val Thr Leu Ser Ser Leu Ile Pro Glu Ala Glu
65 70 75 80

Asp Ser Trp Trp ghr Gly Asp ser Ala ggr Leu Asp Thr Ala Sgy Ile
5

Lys Leu Thr val pro Ile Glu Lys Phe Pro val Thr Thr Gln Thr Phe
100 105 110

Trp Gly Cys Ile Lys Gly Asp Asp Ala Gin Ser Cys Met val Thr val
115 120 125

Thr val GIn Ala Arg Ala Ser Ser Trp Asn Asn val Ala Arg Cys Ser
130 135 140

Tyr Gly Ala Asp Ser

145

<210> 38
<211> 98
<212> PRT

<213> Toxoplasma gondii

<400> 38

Gly Leu Ser GIn Arg val Pro Glu Leu Pro Glu val Glu Pro Phe Asp
1 5 10 15

Glu val Gly Thr Gly Ala Arg Arg ggr Gly ser Ile Ala ggr Leu Leu
20

Pro GIn Asp Ala val Leu Tyr Glu Asn Ser Glu Asp val Ala val Pro
' 26
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35 40 45

Ser ?Sp ser Ala Ser Thr ggo ser Tyr Phe His val Glu Ser Pro Ser
6

ala ser val Glu Ala Ala Thr Gly Ala val Gly Glu val val Pro Asp
65 70 75 80

cys Glu Glu GIn GIn Giu Gln Gly Asp ggr Thr Leu Ser Asp His Asp
85

95
Phe His
<210> 39
<211> 135
<212> PRT

<213> Toxoplasma gondii

<400> 39

keu Asn Pro Ile éSD Asp Met Leu Phe ggu Thr Ala Leu Thr Aga Asnh
1

Glu Met Met Ggu Asp Ile Thr Trp ggg Pro Arg val Asp §81 Glu Phe
2

Asp Ser Lys Lys Lys Glu met Ile Ile Leu Ala Asp Leu Pro Gly Leu
35 40 45

GIn Lys Asp Asp val Thr Ile Glu val Asp Asn Gly Ala Ile val Ile
50 55 60

Lys Gly Glu Lys Thr Ser Lys Glu Ala Glu Lys val Asp Asp Gly Lys
65 70 75 80

Thr Lys Asn Ile Leu Thr Glu Arg val ggr Gly Tyr Phe Ala ggg Arg
85

Phe GIn Leu Pro Ser Asn Tyr Lys Pro Asp Gly Ile Ser Ala Ala Met
100 105 110

Asp Asn Gly val Leu Arg val Thr Ile Lys val Glu Asp Ser Gly Gly
115 120 125

Ala Lys Gln GlIn Ile Ser val
130 135

27



WO 2006/094665 PCT/EP2006/001760

<210> 40
<211> 144
<212> PRT

<213> Toxoplasma gondii

<400> 40
;ro Cys Pro Ile Asn Ala Thr Cys Gly GIn Phe Glu Glu Trp Ser Thr

Cys Ser val ggr Cys Gly Gly Gly Egu Lys Thr Arg ser égg Asn Pro

Trp Asn Glu Asp GIn GIn His Gly Gly Leu Ser Cys Glu GlIn Gln His
35 40 45

Pro §1y Gly Arg Thr Glu ghr val Thr Cys Asn ggo Gin Ala Cys Pro
0 ‘ 5

val Asp Glu Arg Pro Gly Glu Trp Ala Glu Trp Gly Glu Cys Ser val
65 70 75 ' 80

Thr Cys Gly Asp ggy val Arg Glu Arg ggg Arg Gly Lys Ser ggu val

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

100 105 110
Pro Glu Asp Leu Lys Ile Lys Asn val Glu Tyr Glu Pro Cys Ser Tyr
115 120 125
Pro Ala Cys Gly Ala ser Cys Thr Tyr val Trp Ser Asp Trp Asn Lys
130 135 140
<210> 41
<211> 194 -
<212> PRT

<213> Toxoplasma gondii

<400> 41
ieu Arg Gly Tyr Arg Phe Gly val Trp i%s Lys Gly Arg Cys i§u ASp
5

Tyr Thr Glu Leu Thr Asp Thr val Ile Glu Arg val Glu Ser Lys Ala
28
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20 25 30

Gln Cys ggp val Lys Thr Phe ggu Asn Asp Gly val A%a Ser Asp Gin
4

Pro gis Thr Tyr Pro Leu g?r Ser Gln Ala ser Tgp Asn Asp Trp Trp
0 6

Pro Leu His Gln Ser Asp GIn Pro His Ser Gly Gly val Gly Arg Asn
65 70 75 80

Tyr Gly Phe Tyr gyr val Asp Thr Thr ggy Glu Gly Lys Cys g;a Leu
5

Ser Asp Gin val Pro Asp Cys Leu val Ser Asp Ser Ala Ala val ser
100 105 110

Tyr Thr Ala Ala Gly Ser Leu Ser Glu Glu Thr Pro Asn Phe Ile Ile
115 120 125

Pro Ser Asn Pro Ser val Thr pPro Pro Thr Pro Glu Thr Ala Leu Gln
130 135 140

Cys Thr Ala Asp Lys Phe Pro Asp Ser Phe Gly Ala Cys Asp val Glin
145 A 150 155 160

Ala Cys Lys Arg GlIn Lys Thr Ser Cys val Gly Gly GlIn Ile Gln Ser
165 170 175

Thr Ser val Asp Cys Thr Ala Asp Glu GIn Asn Glu Cys Gly Ser Asn
180 185 190

Thr Ala

<210> 42
<211> 169
<212> PRT

<213> "Toxoplasma gondii

<400> 42
Ser Ala Asn val Thr Ser Ser Glu Pro Ala Lys Leu Asp Leu Ser Cys
1 5 10 15

Ala His Ser Asp Asn Lys Gly Ser Agg Ala Pro Thr Ile Gly Glu Pro
20 2 30

29
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val Pro égp val ser Leu Glu ggn Cys Ala Ala GlIn cys Lys Ala val
45

Asp ggy Cys Thr His Phe ggr Tyr Asn Asp Asp Ser Lys Met Cys His
60

val Lys Glu Gly Lys Pro Asp Leu Tyr Asp Leu Thr Gly Gly Lys Thr
65 70 75 30

Ala Pro Arg Ser ggs Asp Arg Ser Cys Sge Glu GIn His val ser Tyr
95

Glu Gly Ala Pro Asp val Met Thr Ala Met val Thr Ser Gln Ser Ala
100 105 110

Asp Cys Gln Ala Ala Cys Ala Ala Asp Pro ser Cys Glu Ile Phe Thr
115 120 125

Tyr Asn Glu His Asp GIn Lys Cys Thr Phe Lys Gly Arg Gly Phe Ser
- 130 135 140

Ala phe Lys Glu Arg Gly val Leu Gly val Thr Ser Gly Pro Lys Gln
145 150 155 160
Phe Cys Asp Glu Gly Gly Lys Leu Thr

23
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