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<170>
<210> 1
<211>
<212>
<213>

<400> 1

DNA

2316

PCT

PatentIn version 3.3

Trypanosoma congolense

atgtgtgaaa ggaagtcggt gtttgcattc

tctggggggc

ccgctgacat
ctcttcagac
gggcgcggtg
gccggcgeca
cgcctgagtg
aagggtgagg
ccgagagcag
aaggatgcat
actgtcgata
cttgtgacat
ggtaaaagtg
cagagtaggt
cgcgttgcac
ctgatgatag
ctaacatgga
gccgacgatg
ctttttgect
tggatgacag
acgggcgcect

agcttcagtt

cggccggtgc

atcagggaac
gctgcagcga
cctggggcaa
tgttcgaggg
ggtacaattc
aagggcatca
ctgttatcgt
cagtggtagg
tgtcaagccc
aaagttttgt
ttatgaagga
ttgtaatggg
catgcgtcat
tggatattga
tcgttgcgea
cggatgcctc
ttgaccgggg
atcgtatgtt
acaacaagcg
ttggtgccct
ccctaagcag

tcgatacatg

ctggtgcacg
gtccacagat
agggaaccct
caactcattg
gtgggtcgat
gggccccgga
gaatgaaaag
tgacaagatc
gtccgacgaa
tggtgatgct
gctgaagaag
cgacacaata
tgcccgctat
tgactgcaca
caacttgaag
gaagacacgc
tgacatcttg
cttcagctcc
cacacactgc
actgtataca
tctctttttt

gaagactgcc

cctgaggtag
ccgectgttgce
tcaacgtggc
aacgtaccgg
ctggaggtaa
gggtacgccg
gccgctgact
gtagagtctc
tttttccttt
tcaaatctag
tctgtccact
aactcgtgga
ttctttccac
aggcataacg
aaccctaccc
aacaaagtgt
agatatgcac
agtgtcaggg
gcgacggcag
ctcggaccca
agggaaaagc
accaatctca

gataaacgtg
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tcaagaatgg
ttatctcagc
tggagaagcg
gcgcatcata
atgaccagat
gaatgtggat
ggatgcaaga
atcgatatgc
ctatcaccag
acgttaggct
ggaacggccc
aggactttgt
ttgttgccct
atgagaattg
ttcttctgtg
acagatctgt
tgactaactt
tcggtgagac
gcaaccggcc
tatcaaccgg
tgtattctct
ccggcagact

ttatggggct

gcgatcagtc
aatatttctg
gagagtggag
ctcctctgac
tgtgacgctc
gaaaactatc
aaagaactgg
gttgatgggc
caacaaatca
atacattgga
tcgttcactc
agaaggcagc
aactcacaag
gaccttcacc
gaaaaacgag
ggatatgggg
ccagcaccac
tgatttgctt
gcttctcctg
tcacctgttc
ccatcaggaa
gcgcacgatg

ttatggcccg

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380



tctgeccgecg
gggcttgttg
ggcatggacg
gggtgtgccg
Ctaataagca
cgcattcctc
atctggtatg
gctatggagg
acttacgttg
tccatggaag
gcagacgccc
gctgacgtga
agcggtgacg
gcagtgttaa
cgtcggagag
aacgccacag
<210> 2

<211> 2073
<212> DNA
<213>
<400> 2

ggacgaccaa
gcttttggtc
gtgtgctgca
ctcatgttgt
acggtctcac
tccttggagt
acaacaagac
tagggaagac
acgggcggeg
tggacgaaat
tcaacgtgac
ggacgttgct
atgaagaaca
tccccgegat
ctggcacaac

acgatacgtt

915-PCT
tttcaaatcc

caccgcgagt
tggccccttg
gtggcccgtg
cgtcgtcatg
aaccgtgagg
atgggcacag
gtaccagctg
cgtgggcgca
gtacattggc
tgtgttcaac
taccatgaag
ggaggctgag
tgttctcctt

gatgcctcca

ggaggtgagc

Trypanosoma congolense

atgtgtacta ctggcatgcg agtggcactc

gaacaggcgc
tttacactct
cacatacatt
cgtttggcag
acatggacaa
atactgtacg
atagatactg
atcgttggaa
ggtacacaag
aagttttatc
gtggagctga
ggcgagaatt
tttgtatgga

tacgagtcaa

gagttggtgt
ttgccgaagg
ctcttgtcaa
gtgaaatgcg
aggatgttat
aggcaattgt
ttgggacagg
aggtggaagt
ttcccttaaa
ggggagtaaa
caaatagcca
ggaacctaga
atggacgact

ttaacttcgg

cacccctaat
cgaggagcat
agttggggac
actcaacact
agctgtgggt
aaaagagaat
taatattaat
atcgcgeggt
ggggagcatt
gggtgcagtt
caatcaagac
gcctctecgat

catgctgggt
aagggagtgg

- sequence 1isting.ST25

gctgagccgt
aatgccacgc
aagagggtga
gggggcgaga
agtgtggctg
aacggttcaa
atgggcggtg
gtcttcacag
gagaggggta
aaccgtgaca
atgctgctgt
ggcaggagcg
tcgggcggcg
ttcggtgcgg
gcgaccgtgc

aagtga

acggtacttt
gcaggccatg
acctataggc
gtgctggtgg
ttctccctgt
atggggagta
agtatttacc
ataagtagcc
ttattttccc
cctgatgggc
gtgacagagg
gttcctgttg
cctggtgtgt
aaccaatcga

gtagaggctg
Page 2

ccagcttcga
actggcagga
ctacgggcta
gcgaaaacaa
ttcacactgc
actgggccac
atgaagttgg
tcaaaggagg
tcatagtgcc
aggctatgac
ataactacga
cgttcgagac
gcagtatgct
ctgcattctt

daCCacaaccc

gtttgactca
aaccaaattc
ttgccgctgt
ctatcggaga
gcagcgtaga
cgagttacca
tatttgccgg
gaggttggga
agtcagccaa
tcagaatggg
tggggtcact
tgatttactc
gtaaaggtta
gtaagggaca

tcacttccta

tcccacaacg
tgagtacctt
cacgatggag
agtgtatcac
ccccaaggtt
tgatgtgggt
cgcagtactc
cgtcgcacgc
gcagtcgcag
aaagtgctca
gctcagcccc
tatcggaatg
gtggaccttg
cctagtgcgg

ttactttatg

ttacatcctt
cgttaatgaa
tgactccgtt
acggaggtat
tggtggtaag
ctcttacccc
aggatacgat
ccceccttett
agtaacttgg
acctgtgagc
tgtatttctt
tacgaatgac
ttgtcacatt
tcaaattgta

ttcgcgtgtg

1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2316

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900



tgggcgatcg
agaagggtgt
atttggctct
atcgtcggtg
ataggatatt
cagttggatg
acaggtgcag
gtcgtactcc
aacattaacg
agaggtgctg
tacgaattca
gttttggctg
gccgacggga
ttgcacaact
gttgatggca
cgcatttcat
cttatggttc
atgtttttac
aaaccaacag
ctggctataa
<210>
<211>
<212>
<213>
<400> 3

3
2097
DNA

aagcagaaca
tggtctttgc
ctgatggtga
agggaacgtt
tgcgcgatga
atgcattggc
ttgaaggtgg
tttccaacga
taacaggggc
catggtatgt
cacttgtgat
tagccgtcaa
ggtggcactt
caacgcatca
cggcattatc
atttttacat
ggaatgtagc
aatcttattg
gtgatggagt
tatcttacgc

915-PCT
cggcaagcta
ccagcgaagc
ccattttgct
gttgttcgat
atttagcagt
aaagataaaa
cggtgtcgtc
tgttaacgcc
tacaaaagcc
aggtgagagg
gacggtggtg
cgaaggtgat
aacatttggc
agtggcagtt
cagcgcgaga
tgggggttat
actctacaag
ggccaggtgc
cgaggcgcca

tgtccaggca

Trypanosoma congolense

atgagcccca cgaggatggc gaacgttcat

tctttcgcat
gtcgatgctg
tataggtccc
gacaccacgg
acgtcgctgg
acacatcagg
gtgtacgtcc
gtgattatgc
tgggtggatt

ttgttgttct
gtgataaggg
catcgctcct
acgaaaagaa
tgacgcaggt
aagaccgcga
ttgtcttttg
cgtatgtggc
ggacggcact

cattcgcgtg
gaaccatgag
cgcagtgcaa
gtatgtggat
tgcaattcgg
gagtactctt
caagaatata
cacagggacc

caacccgatt

tacaattttg
atcaatgata
gaaatagatc
gagaacacgc
tcagtgccgt
tctgtgctgce
aagaatctca
actcactgga
gatggtggcg
agtgggacac
ataagtgaag
agcaacaaaa
ggtaagtatg
accatgtacg
aatagcatca
ggtaacccaa
cgggagctaa
cctgccaaat

ggccgtatgg
tag

gcacttgcgc
agccacatgc
gtaggggtca
ggctcactga
gtaatcacgg
agtgacaagg
catccaaccg
ggtgcgaacg
gtgctaccgc
agggctctcc

Page 3

ttacagcaac
aattgcgaga
atattcatct
tcctttactt
atgacattgg
gtatgtggaa
gatgcattga
aggatgttta
ttttatttag
agatgtacac
gagtgaaaga
ttctcgaggt
tgcctactgt
gtggctcttt
aggttctcaa
ggaccacccc
gttccctaga
cgttgttggc

gactgtttct

acgcggggat
cctccgaggg

acagaacggg
tcaccgtgtc
aatacagccg
cggacttcca
ccgttgctag
actcgctgac
tcggtgcaat

tccctggatt

- sequence 1isting.ST25

agttgaagga
ggtgctccgg
cgatgatgac
ctacagaaaa
taacattgcc
aattgaatca
tgtctcgect
cggcactgcc
ggggacgaac
cttcgtaaat
gaacatccct
atcttacaat
cggctttcat
ttccgttaag
acagccctcg
taatggggag
gctggacgtg
tgcacaagaa

ttacttgttg

gcgactcgtc
gctagcgcgg
gccgtactcg
agaaacgtgg
agactatggt
tgcggtttac
cggtgacaag
tggtgatcag
tggcgaaacg

tgttggaggg

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2073

60
120
180
240
300
360
420
480
540
600



aagagggcaa
atcattatcc
tcaacgaacg
gaatcttcag
ttcacaaaag
atatcgcgceg
gtagttgcca
ggtggcggtg
agtgacggca
agccacaaca
gagaagacat
gcgttggagg
gataccgccc
acgctaagcg
gcacggagca
gtcgccgcac
atcacggtga
caagaggatg
cggcacggaa
ttggtgctcg
acgatgggaa
ggtggatatg
ttatataatc
atcaccgccg
atggtgaaca
<210> 4

<211> 771
<212> PRT
<213>
<400> 4

1

gtaggttttt
ccgtgcaggt
gtggctcgag
ttctggaatg
tttatgaatc
tgttcggcaa
atattgacaa
acggtgatga
accgcattgt
accttctcta
ccgecggttct
catggaagag
catgcgaaag
agaggcaatg
ttccccaagg
aggggcaaaa
gcatacacga
ccggcgcaga
acgaacatgg
tgtgcgaggc
gaaggctggt
gactcgagaa
gcccactaaa
ccacgactat

gcaaacagga

915-PCT
tggtggcggc

ggtgcgaacg
ttgggctctc
gaagggcaag
gggcgacatg

ctcaccaaac
cgtccctgtt
cagtgggcgc
gaaagtaggg
cgacaaggga
cgtcaggagc
gcaagacagc
cggggttccc
gatcgacgct
ggtgttgttt
tcagcggtac
gcgaacaaca
cttggaactt
gtccacgtcg
gggggatgcc
ggagagcgga
gaggagcccc
taagacggag
agtaaaggca

ccaccccacc

Trypanosoma congolense

- sequence 1isting.ST25

ggtaatggca
gacgatgaat
gcgaaaggag
ctcctcctgg
ggcaccaagt
cgtacaggac
atgatttttt
atccgtgaaa
cacatttact
aaacttttct
ctcgacgatg
tacctctcaa
atcgacggcc
tacttatccg
gagggaccta
cactttgtca
gacagggcgc
tcgtacacag
9999cgtggg
tcgctctatc
gcgccacttg
aacggtaagc
attgacacag
tttgaacaaa

gctcctaaca

Met Cys Glu Arg Lys Ser val Phe Ala Phe Pro
5

10

Gly Arg Ser val ser Gly Gly His Gln Gly Thr
20 25

Leu Leu Ile Ser Ala Ile Phe Leu Pro Leu Thr

35

40
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ttgcgacacc
actttgcctc
taacagacgc
tttcacggtc
ggacagaagc
ccggtaacca
cgcacacaac
ttcaccagcg
gggatgacca
gtgcatacga
agctgagcaa
ccgtgtgtgc
ttgtggggct
tcagcgctga
ttcgtggggg
gcaaacactt
cgctgctggt
ccgaccatcg
tgaaggaccg
ttgacgggaa
gagtatccca
tgaccgtgag
tgttccatgt

aaaaccgcgt

atgaggaggc

gcaaggaacg
aattatatac
agggtgcaga
aaacgacggc
tctcgggacg
aggcagtgcc
tgtactccac
catatggctt
cctgcaaagc
ggcgggagcg
ggttgaggca
atcggggtcg
cctctccacc
ggtggtgggc
caggtggcca
tacgctggtg
attgcggccc
gtggcacgtg
ggagcaccag
gcgcatgccg
cttcagcata
gaatgttatg
gagggataaa

caacgtccag

atgtggg

Glu val val Lys Asn

15

Trp Cys Thr Pro Leu
30

Cys Cys Ser Glu Ser

45

660

720

780

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2097



Thr

Trp

65

Gly

Ile

Ala

Pro

val

145

Pro

Ser

Leu

Asp

Met

225

Gly

Leu

Asn

Cys

val
305

Asp

50

Gly

Arg

val

Gly

Arg

Asn

Asp

Ala

210

Lys

Lys

Thr

Asp

Thr

290

Ala

Ser

Lys

Gly

Thr

Met

115

Ala

val

Ala

Lys

val

195

Ser

Glu

Ser

Glu
275

Asn

Thr

Gly

val

Leu

100

Trp

Ala

Asn

Ala

Ser

180

Arg

val

Leu

val

Lys

Asn

Pro

Asn

Trp

Asn

Phe

85

Ala

Met

Asp

Glu

val

165

Lys

Leu

His

Lys

val

245

Gln

Trp

Thr

Leu

Leu

Pro

70

Glu

Gly

Lys

Trp

Asp

Tyr

Trp

Ser

Thr

Leu

Lys

915-PCT - sequence

Glu Lys Arg Arg val
55

Asn

Gly

Ala

Thr

Met

135

val

Gly

Ala

Ile

Asn

215

Asn

Gly

Arg

Phe

Leu

295

Asn

val

Asn

Arg

Ile

120

Gln

Glu

Asp

Leu

Gly

Gly

Ser

Asp

Ser

Thr

280

Leu

Lys

Pro

Ser

Arg

Glu

Ser

Lys

Ser

185

Thr

Pro

Trp

Thr

Cys

265

Arg

Trp

val

Gly

Leu

90

Asn

Leu

Lys

His

Ile

170

Ser

val

Arg

Lys

Ile

250

val

val

Lys

Tyr

Ala

75

Leu

Ser

Ser

Asn

Pro

Asp

Ser

Asp

235

Phe

Ile

Ala

Asn

Arg
315

Page 5

Tisting.

Glu

60

Ser

Glu

Trp

Glu

Trp

Tyr

Phe

Ser

Lys

Leu

220

Phe

Phe

Ala

Leu

Glu

300

Ser

Leu

Tyr

val

val

Gly

Lys

Ala

Leu

Asp

Ser

205

Leu

val

Pro

Arg

Asp

285

Leu

val

ST25

Phe

Ser

Asn

Asp

His

Gly

Leu

Ser

Glu

190

Phe

val

Glu

Leu

Tyr

270

Ile

Met

Asp

Arg

Ser

Asp

95

Gly

Gln

Glu

Met

Ile

175

Ser

val

Thr

Gly

val

255

Arg

Asp

Met

Pro

Asp

80

Tyr

Gly

Gly

Thr

Asn

Gly

Phe

Ser
240

Asp

val



915-PCT - sequence 1listing.ST25

Leu Thr Trp Thr Asp Ala Ser Lys Thr Arg Arg Tyr Ala Leu Thr Asn
325 330 335

Phe GIn His His Ala Asp Asp val Asp Arg Gly Asp Ile Leu Ser val
340 345 350

Arg val Gly Glu Thr Asp Leu Leu Leu Phe Ala Tyr Arg Met Phe Phe
355 360 365

Ser Ser Ala Thr Ala Gly Asn Arg Pro Leu Leu Leu Trp Met Thr Asp
370 375 380

Asn Lys Arg Thr His Cys Leu Gly Pro Ile Ser Thr Gly His Leu Phe
385 390 395 400

Thr Gly Ala Phe Gly Ala Leu Leu Tyr Thr Arg Glu Lys Leu Tyr Ser
405 410 415

Leu His GIn Glu Ser Phe Ser Ser Leu Ser Ser Leu Phe Phe Thr Asn
420 425 430

Leu Thr Gly Arg Leu Arg Thr Met Arg Pro val Leu Asp Thr Trp Lys
435 440 445

Thr Ala Asp Lys Arg val Met Gly Leu Tyr Gly Pro Ser Ala Ala Gly
450 455 460

Thr Thr Asn Phe Lys Ser Ala Glu Pro Ser Ser Phe Asp Pro Thr Thr
465 470 475 480

Gly Leu val Gly Phe Trp Ser Thr Ala Ser Asn Ala Thr His Trp Gln
485 490 495

Asp Glu Tyr Leu Gly Met Asp Gly val Leu His Gly Pro Leu Lys Arg
500 505 510

val Thr Thr Gly Tyr Thr Met Glu Gly Cys Ala Ala His val val Trp
515 520 525

Pro val Gly Gly Glu Ser Glu Asn Lys Vval Tyr His Leu Ile Ser Asn
530 535 540

Gly Leu Thr val val Met Ser val Ala val His Thr Ala Pro Lys val
545 550 555 560

Arg Ile Pro Leu Leu Gly val Thr val Arg Asn Gly Ser Asn Trp Ala
565 570 575

Thr Asp val Gly Ile Trp Tyr Asp Asn Lys Thr Trp Ala Gln Met Gly
580 585 590

Page 6



Gly

Gln

Gly

Ser

Thr

Leu

Met

Glu

705

Ala

Phe

val

val

Asp

Leu

610

Arg

Met

Lys

Tyr

Lys

Glu

val

Leu

His

ser
770

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

<400>

Glu

595

val

Arg

Glu

Cys

Asn

675

Gly

Gln

Leu

val

His

755

Lys

5

699
PRT
Trypanosoma congolense

5

val

Phe

val

val

Ser

660

Tyr

Arg

Glu

Ile

Gly

Thr

Gly

645

Ala

Glu

Ser

Ala

Pro

725

Arg

Pro

Ala

val

Ala

630

Glu

Asp

Leu

Ala

Glu

710

Ala

Arg

Tyr

915-PCT - sequence 1listing.ST25

val

Met

Ala

Ser

Phe

695

Ser

Ile

Arg

Phe

Leu Ala Met Glu val

600

Gly

Arg

Tyr

Leu

Pro

680

Glu

Gly

val

Ala

Met
760

Met Cys Thr Thr Gly Met Arg val
1 5

His Tyr Ile Leu Glu GIn Ala Arg
20

His Glu Pro Asn Ser val Asn Glu

35

40

Gly
Gly
Ile
Asn
665
Ala
Thr
Gly
Leu

Gly

Asn

Ala
val
25

Phe

val Ala

Ile Ile
635

Gly Asn

val Thr

Asp val

Ile Gly

Gly ser

715

Leu Phe
730

Thr Thr

Ala Thr

Leu Thr
10

Gly val

Thr Leu

Page 7

Arg

620

val

Arg

val

Arg

Met

700

Met

Gly

Met

Asp

val

Thr

Gly Lys Thr

605

Thr

Pro

Asp

Phe

Thr

685

Ser

Leu

Ala

Pro

Asp
765

Leu

Pro

Tyr

Gln

Lys

Asn

670

Leu

Gly

Trp

Ala

Pro

750

Thr

Cys

val

Ser

Ala

655

Met

Leu

Asp

Thr

Ala

735

Ala

Leu

Leu
15

Tyr

Asp

Gln

640

Met

Leu

Thr

Asp

Leu

720

Phe

Thr

Thr

Asn Ala Gly
30

Phe Ala Glu Gly Glu

45



Glu

Leu

65

Arg

Asp

Ser

Glu

Lys

Gly

Ala

Asn

225

Gly

Tyr

Ser

Glu

Ala
305

His

50

val

Leu

Gly

Thr

Asn

130

Thr

val

val

Leu

val

210

Ser

Glu

cys

Ser

Trp

Glu

Thr

Lys

Ala

Gly

Ser

115

Ser

Gly

Gly

Thr

His

Asn

Tyr

val

Gly

Lys

100

Tyr

Ile

Asn

Lys

Trp

180

Met

Thr

Asn

Trp

Ile

260

Gly

Glu

Gly

Arg

Gly

Glu

85

Thr

Tyr

Ile

val

165

Gly

Gly

Glu

Gln

Asn

245

Phe

His

Ala

Lys

Leu

Asp

70

Met

Trp

Ser

Leu

Asn

150

Glu

Thr

Pro

val

Asp

230

Leu

val

Gln

val

Leu
310

915-PCT - sequence listing.

Ala Ala val Asp Ser

val

Arg

Thr

Tyr

Phe

135

Ile

val

Gln

val

Glu

Trp

Ile

Thr

295

Tyr

Leu

Leu

Lys

Pro

120

Ala

Ser

Ser

val

Ser

200

Ser

Pro

Pro

Asn

val

280

Ser

Asn

val

Asn

Gly

Ser

Arg

Pro

185

Lys

Leu

val

Leu

Gly

Tyr

Tyr

Phe

Ala

Thr

90

val

Leu

Gly

Arg

Gly

Leu

Phe

val

val

250

Arg

Glu

Ser

val

Ile

75

Phe

Ile

Tyr

Tyr

Lys

Tyr

Phe

Ile

235

Pro

Leu

sSer

Arg

Thr
315

Page 8

val

60

Gly

Ser

Ala

Glu

Asp

140

Trp

Phe

Gly

Arg

Leu

220

Tyr

Gly

Met

Ile

val

300

Ala

His

Glu

Leu

val

Ala

125

Ile

Asp

Ser

Ser

Ser

val

Leu

Asn

285

Trp

Thr

ST25

Ile

Arg

cys

Gly

110

Ile

Asp

Pro

Gln

Ile

190

val

Glu

Thr

Cys

Gly

Phe

Ala

val

His

Arg

ser

95

Met

val

Thr

Leu

Ser

175

Pro

Lys

Leu

Asn

Glu

Ser

Tyr

80

val

Gly

Lys

val

Leu

160

Asp

Gly

Thr

240

Gly

Gln

Arg

Glu

Gly



915-PCT - sequence 1listing.ST25

Arg Arg val Leu val Phe Ala GIn Arg Ser Ile Asn Asp Lys Leu Arg
325 330 335

Glu val Leu Arg Ile Trp Leu Ser Asp Gly Asp His Phe Ala Glu Ile
340 345 350

Asp His Ile His Leu Asp Asp Asp Ile val Gly Glu Gly Thr Leu Leu
355 360 365

Phe Asp Glu Asn Thr Leu Leu Tyr Phe Tyr Arg Lys Ile Gly Tyr Leu
370 375 380

Arg Asp Glu Phe Ser Ser Ser val Pro Tyr Asp Ile Gly Asn Ile Ala
385 390 395 400

Gln Leu Asp Asp Ala Leu Ala Lys Ile Lys Ser val Leu Arg Met Trp
405 410 415

Lys Ile Glu Ser Thr Gly Ala val Glu Gly Gly Gly val val Lys Asn
420 425 430

Leu Arg Cys Ile Asp val Ser Pro val val Leu Leu Ser Asn Asp val
435 440 445

Asn Ala Thr His Trp Lys Asp val Tyr Gly Thr Ala Asn Ile Asn val
450 455 460

Thr Gly Ala Thr Lys Ala Asp Gly Gly val Leu Phe Arg Gly Thr Asn
465 470 475 480

Arg Gly Ala Ala Trp Tyr val Gly Glu Arg Ser Gly Thr Gln Met Tyr
485 490 495

Thr Phe val Asn Tyr Glu Phe Thr Leu val Met Thr val val Ile Ser
500 505 510

Glu Gly val Lys Glu Asn ITe Pro val Leu Ala val Ala val Asn Glu
515 520 525

Gly Asp Ser Asn Lys Ile Leu Glu val Ser Tyr Asn Ala Asp Gly Arg
530 535 540

Trp His Leu Thr Phe Gly Gly Lys Tyr val Pro Thr val Gly Phe His
545 550 555 560

Leu His Asn Ser Thr His Gln val Ala val Thr Met Tyr Gly Gly Ser
565 570 575

Phe Ser val Lys val Asp Gly Thr Ala Leu Ser Ser Ala Arg Asn Ser
580 585 590

Page 9



Ile

Asn

625

Met

Ala

Met

Gln

Lys

Tyr

610

val

Phe

Ala

Gly

Ala
690

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

<400>

val
595

Gly

Ala

Leu

Gln

Leu

675

Gly

6
717
PRT

Leu

Asn

Leu

Gln

Glu

660

Phe

Gly

Lys

Pro

Tyr

Ser

645

Lys

Leu

Gly

Gln

Arg

Tyr

Pro

Tyr

Thr

915-PCT - sequence listing.

Pro Ser Arg Ile Ser Tyr Phe

Thr

615

Arg

Trp

Thr

Leu

Asp
695

600

Thr

Glu

Ala

Gly

Leu

680

Asn

Trypanosoma congolense

6

Met Ser Pro
1

Met

Met

His

Ser

65

Asp

Arg

Lys

Arg

Pro

Glu

50

Leu

Thr

Asp

Ala

Leu

Ser

35

val

Leu

Thr

Tyr

Thr

val

20

Glu

Gly

Ala

Asp

Gly

Phe

Arg

5

Ser

Gly

val

val

Glu

85

Thr

His

Met

Phe

Leu

Asn

Gln

70

Lys

Ser

Ala

Ala

Ala

Ala

Arg

55

Gly

Lys

Leu

val

Asn

Phe

Arg

40

Thr

Ser

Tyr

val

Tyr

Pro

Leu

Arg

Asp

Leu

Arg

val

val

25

val

Gly

Leu

val

Thr

105

Thr

Asn

Ser

650

Gly

Ala

val

His

10

val

Asp

Pro

Ile

Asp

90

Gln

His

Page 10

Gly

ser

635

Pro

val

Ile

Ala

Ala

Leu

Ala

Tyr

Thr

75

val

val

Gln

Glu

620

Leu

Ala

Glu

Ile

Leu

Ile

Gly

Ser

60

val

Ile

Ala

Glu

605

Leu

Glu

Lys

Ala

Ser
685

Ala

Arg

Asp

45

Tyr

Ser

Thr

Ile

Asp

ST25

Tyr

Met

Leu

Ser

Pro

670

Tyr

His

val

30

Lys

Arg

Glu

Glu

Arg

Arg

Ile

val

Asp

Leu

655

Gly

Ala

Ala

15

Ser

Gly

Ser

Thr

Tyr

95

Ser

Glu

Gly

Arg

val

640

Leu

Arg

val

Gly

His

Asn

Pro

Trp

80

Ser

Asp

Ser



Thr

val

145

val

Ile

Leu

Gly

val

225

Ser

Ala

Leu

Asp

Phe

305

val

Thr

Glu

val

Leu
385

Leu
130
Phe
Ile
Gly
Leu
Gly
2

Gln
Thr
Gly
val
Met
290
Gly
val

val

Ile

His

Cys

Met

Glu

Pro

195

Gly

val

Asn

Cys

Ser

275

Gly

Asn

Ala

Leu

His

355

His

Tyr

Pro

Lys

Pro

Thr

180

Gly

Asn

val

Gly

Arg

Arg

Thr

Ser

Asn

His

340

Gln

Ile

Asp

Thr

Asn

Tyr

165

Trp

Phe

Gly

Arg

Gly

Glu

Ser

Lys

Pro

Ile

325

Gly

Arg

Tyr

Lys

Ala

Ile

150

val

val

val

Ile

Thr

230

sSer

sSer

Asn

Trp

Asn

310

Asp

Gly

Ile

Trp

Gly

915-PCT - sequence 1listing.ST25

val Ala Ser Gly Asp Lys val Tyr val

135

Gly

Ala

Asp

Gly

Ala

215

Asp

Ser

Ser

Asp

Thr

295

Arg

Asn

Gly

Trp

Asp

375

Lys

Ala

Thr

Trp

Asp

Trp

val

Gly

Glu

Thr

val

Asp

Leu

360

Asp

Leu

Asn

Gly

Thr

185

Lys

Pro

Glu

Ala

Leu

265

Phe

Ala

Gly

Pro

Gly

Ser

His

Phe

Asp

Thr

170

Ala

Arg

Gln

Tyr

Leu

250

Glu

Thr

Leu

Pro

val

330

Asp

Asp

Leu

Cys

Page 11

Ser

155

val

Leu

Ala

Gly

Phe

235

Ala

Trp

Lys

Gly

Asp

Gly

Gln

Ala
395

140

Leu

Leu

Asn

Ser

Thr

220

Ala

Lys

Lys

val

Thr

300

Asn

Ile

Ser

Asn

Ser

380

Tyr

Thr

Pro

Pro

Arg

Ile

Ser

Gly

Gly

Tyr

Ile

Gln

Phe

Gly

Arg

Ser

Glu

Gly

Leu

Ile

190

Phe

Ile

Ile

val

Lys

270

Glu

Ser

Gly

Ser

350

Ile

His

Ala

Asp

Gly

Arg

Phe

Ile

Ile

Thr

255

Leu

Ser

Arg

Ser

His

335

Ile

val

Asn

Gly

Leu

Gln
160

Gly

Pro

Tyr

240

Asp

Leu

Gly

val

Ala

320

Thr

Arg

Lys

Asn

Ala
400



Glu

Lys

Ser

val

Gly

val

Thr

Arg

Arg

Tyr

Ser

Leu

625

Leu

val

Lys

val

Thr

Pro

450

Gln

Arg

Arg

Ser

Thr

530

Ala

His

Glu

Leu

Gly

Glu

Tyr

Arg

Thr

Glu

val

435

Trp

Ser

Trp

Asp

Asp

Gly

Ala

Lys

Asn

Asp

Ser

Ala

420

Cys

Asp

Ile

Ile

Pro

500

His

Arg

Leu

Asn

Gln

580

Gly

Pro

Arg

Arg

Lys

Ala

405

Ala

Ala

Gly

Asp

Pro

485

val

Phe

Ala

Glu

Glu

565

Leu

Lys

Leu

Ser

Pro

645

Ile

val

Leu

Ser

Leu

Ala

470

Gln

Ala

Thr

Pro

Leu

550

His

val

Arg

Gly

Pro

630

Leu

Thr

915-PCT - sequence 1listing.ST25

Leu val Arg Ser Leu Asp Asp Glu Leu

Glu

Gly

val

455

Tyr

Gly

Ala

Leu

Leu

535

Ser

Gly

Leu

Met

val

615

Asn

Asn

Ala

Ala

Ser

440

Gly

Leu

val

Gln

val

520

Leu

Tyr

Ser

val

Pro

600

Ser

Gly

Lys

Ala

Trp

425

Asp

Leu

Ser

Leu

val

Thr

Thr

585

Thr

His

Lys

Thr

Thr
665

410

Lys Arg

Thr Ala

Leu Ser

val ser

475

Phe Glu

490

Gln Asn

Thr val

Leu Arg

Ala Asp

Ser Gly

570

Glu Ala

Met Gly

Phe Ser

Leu Thr

635

Glu Ile
650

Thr Ile

Page 12

Gln

Pro

Thr

460

Ala

Gly

Gln

Ser

Pro

540

His

Ala

Gly

Arg

Ile

620

val

Asp

val

Asp

Glu

Pro

Arg

Ile

525

Gln

Arg

Trp

Asp

Arg

Thr

Lys

Ser

430

Glu

Leu

val

Ile

Tyr

510

His

Glu

Trp

val

Ala

590

Leu

Gly

Asn

val

Ala
670

415

Tyr

Ser

Ser

val

Glu

Asp

val

Tyr

val

Phe

655

Phe

Ser

Leu

Gly

Gly

Gly

Phe

Arg

val
560

Asp

Leu

Gly

Met
640



675

915-PCT - sequence 1listing.ST25 )
Gln Lys Asn Arg val Asn val GIn Met val Asn Ser Lys Gln Asp His

680

Pro Thr Ala Pro Asn Asn Glu Glu Ala Cys Gly

690

695

Leu Ala Ala Leu Leu Leu Leu Ala Leu Leu Thr
710

705

<210> 7

<211> 2205
<212> DNA
<213>

<400> 7

Trypanosoma congolense

atgtggccgg tgaattgtta cgcgctgctg

cccatgcatg
tgggctctga
ccgggctgga
ccaacgggtg
ctcgttggcg
actgtgcact
ggggatgcgc
agcactgacg
gcccactact
ctcgttgggc
atagccgatt
gccactgatg
gtttcgggaa
aacgggacga
atcctgtact
ggcacgtccg
gatggtggac
gagatgctca
agctcgagtg
ccgaagaacc
aatcgtatgt
ctgctgtaca

tacagcctcc

gtgtggaagg

ccactgccgce
ggaacaagac
aggaggtgta
tggatggtgt
gaccgaagct
cgtaccgcat
gctacatcac
gtgggagaac
cccgegtegt
ggtacaatgt
gggagccctt
tgtcgatcag
gccctggcac
ttgtgctgec
cggctgacga
aggctgccct
agggctaccg
acagcatctc
gcttcatcac
ttaagggctc
ggcatgtcgg
ctccggacgg
accttgtgcg

cacaggacga

tgtgggaacg
gaccccgaaa
cgacgatgag
gcgtgctgag
gaactcaccc
accctcaatt
gtcgacggat
gtggaagagg
tgatcccact
cacgcggggc
cgtgtacaag
ctgggagagg
gcagttcctt
agtgcaggca
tggaaagtca
cactgagtgg
tatgatattc
ccgcgtgatt
ggtgacagtg
gtattatcgt
gcaggtctct
ggtcctgtac
ccttgtggac

gcttctcctg

715

gcgcttgttg
acgcaccagg
gatggcgagg
tgggaggagt
tggtaccgtc
gacatgaaca
gttgaggttg
tatttcttca
gaggttataa
gttgttgcga
tactggcaca
ggcacggtga
actgcactga
ggaggggctg
aggaacaaag
tggcactttg
gacggcaagc
gaatcgagtg
ggcaactctc
gagggtgtgc
gatcgcctgce
gagggcgacg
tgcttgcatg
gagctgaaaa
ggcaactgcc

Page 13

685

Ala Leu Ser Thr Ser

700

Leu Thr

tggcgggtca
cgctgctatg
tgtggtggag
ggtttatgga
gcatgaagga
gcaccggcat
gcggtgtgct
cggacaccgt
tcccgaatgg
agggtaataa
atcagaacga
acgtgggcac
agtcgctgta
ggggtggtgt
ccaaccgtgt
ggaagggtga
tgctgattag
accttggtgc
cgggtcgeag
ctgtgatgct
agatgtggat
acaacagtgc
agcagaacat
gcattaaatc

tcccgggcga

gtgctgcggc
gggctccaaa
caacccccag
gcaggaggga
tgggtatata
gacgatgcgg
aatgtgtgtt
tgccgcatac
tcgtgtggat
catttatgtt
cgaggctgcg
gaaggacaat
caacttcccg
tgtaacatcc
tgtgagcatg
ggccggtgta
tgcacgatcc
gacgtggaaa
tggtcctggce
tctcacccat
gacggacggc
ctacagctcc
tgatgaggtg
aacggctctg

taaatatgat

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500



cccgggtgtg
gagaagacgt
actgctgaag
gagcaggggc
gtgcggtttg
gggaaggtga
gggaatgagt
gtgctaacgc
actgtgagcg
ggcaccccag
gtgtacaatc
attcgtgtgce
<210> 8

<211> 2205
<212> DNA
<213>

<400> 8
atgtggccgg

cccatgcatg
tgggctctga
ccgggctgga
ccaacgggtg
ctcgttggceg
actgtgcact
ggggatgcgc
agcactgacg
gcccactact
ctcgttgggce
atagccgatt
gccactgatg
gtttcgggaa
aacgggacga
atcctgtact
ggcacgtccg
gatggtggac
gagatgctca

acggcatccc
ggcccgacgc
gcgtgcggct
aggaccagcg
acgagatgcc
acaagatact
acaacagcac
tccacgacgg
tgcgcgtggce
ttgatggagg
gaccgctgcg
ctgggagcga

tgaattgtta
ccactgccgce
ggaacaagac
aggaggtgta
tgaatggtgt
gaccgaagct
cgtaccgcat
gctacatcac
gtgggagaac
cccgegtegt
ggtacaatgt
gggagccctt
tgtcgatcag
gccctggeac
ttgtgctgcec
cggctgacga
aggctgccct
agggctaccg

acagcatctc

915-PCT
caccgctggg

gtatcggtgc
cgacgtgagt
gtattacttt
acggggggag
gaaggtgtcg
agccgctgag
gatcgtctcc
gagccctgag
cgccaaggag
tggcgtggag
caacggtgtc

Trypanosoma congolense

cgcgctgctg
tgtgggaacg
gaccccgaaa
cgacgatgag
gcggggtgag
gaactcaccc
accctcaatt
gtcgacggat
gtggaagagg
tgatcccact
cacgcggggc
cgtgtacaag
ctgggagagg
gcagttcctt
agtgcaggca
tggaaagtca
cactgagtgg
catgatattc

ccgcgtgatt

- sequence 1isting.ST25

cttgccgggce
gtgaacgctg
ggcggtggec
accaacagcg
ctcccgttgce
ctgagcgggg
ccgctgageg
ctgcacgttg
gagctgctga
cacgtcaaca
ctgcttgggc
ctcagtggcg

gcgcttgttg
acgcaccagg
gacggcgagg
tgggaggagt
tggtaccgtc
gacatgaaca
gttgaggttg
tatttcttca
gaggttataa
gttgttgcga
tactggcaca
ggcacggtga
actgcactga
ggaggggctg
aggaacaagg
tggcactttg
gacggcaagc
gaatcgagtg

ggcaactcgc

Page 14

tgctggtagg
caaccagcgg
atgttgtgtg
agttcacgct
tggggtttgt
tggagtggct
tgaacgagag
acgggggtaa
acattcatca
tcacagtgag
tattcgcgaa

ggtaa

tggcgggtca
cgctgctgtg
tgtggtggag
ggtttatgga
gcatgacgga
gcaccggcac
gcggtgtgct
cggacaccgt
tcccgaatgg
agggtaataa
ataggaacga
acgtgggcac
agtcgctgta
ggggtggtgt
ccaaccgtgt
ggaagggtga
tgctgattag
accttggtgc
cgggtcgcag

acccctgacg
cgctgtgagc
gcccgtgagt
cgccgtcacg
gaaccgcaaa
cctggectac
ccaccaggtg
cacgacggcg
tctcttegtt

caatgtcctg

caggggacgg

gtgctgcggce
gggctccaaa
caacccccag
gcaggaggga
tgggtatata
gacgatgcgg
aatgtgtgtt
tgccgcatac
tcgtgtggat
catttatgtt
caaggctgcc
gaagggcact
caacttcccg
tgtaacatcc
tgtgagcatg
ggccggtgta
tacacgatcc
gacgtggaaa
tggtcctggce

1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2205

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140



agctcgagtg
ccgaagaacc
aatcgtatgt
ctgctgtaca
tacagcctcc
gtgtggaagg
cccgggtgtg
gagaagacgt
actgctgaag
gagcaggggc
gtgcggtttg
gggaaggtga
gggaatgagt
gtgctaacgc
actgtgagcg
ggcaccccag
gtgtacaatc
attcgtgtgc
<210> 9

<211> 2202
<212> DNA
<213>

<400> 9
atgcggccgg

cacatgcatg
tgggctctga
ccgggctgga
ccaacgggtg
ctcgttggcg
actgtgcact
ggggatgcgc
agcactgacg
gcccactact
ctcgttgggc

atagccgatt

gcttcatcac
ttaagggcgt
ggcatgtcgg
ctccggacgg
accttgtgcg
cacaggacga
acggcatccc
ggcccgacgce
gcgtgcggct
aggaccagcg
acgagatgcc
agaagatact
acaacagcac
ttcacgacgg
tgcgegtggce
ttgatggagg
gaccgctgcg
ctgggagcga

tgaattgtta
ccactgccgce
ggaacaagac
aggaggtgta
tgaatggtgt
gaccgaagct
cgtaccgcat
gctacatcac
gtgggaaaac
cccgegtegt
ggtacaatgt

gggagccctt

915-PCT
ggtgacagtg
gtactctcgt
gcaggtctct
ggtcctgtac
ccttgtggac
gcttctcctg
caccgctggg
gtatcggtgc
cgacgtgggt
gtattacttt
acggggggag
gaaggtgtcg
agccgctgag
gatcgtctcc
gagccctgeg
cgccaaggag
tggcgtggag

caacagtgtc

Trypanosoma congolense

cgcgctgctg
tgtgggaacg
gaccccgaaa
cgacgatgag
gcggggtgag
gaactcaccc
accctcaatt
gtcgacggat
gtggaagacg
tgatcccact

cacgcggggc
cgtgtacaag

- sequence 1isting.ST25

gagggtgtgc
gatcgcctgce
gagggcgacg
tgcttgcatg
gagctgaaaa
ggcaactgcc
cttgccgggce
gtgaacgctg
ggcggtggec
accaacagcg
ctcccgttgce
ctgagcgggg
ccgctgaacg
ctgcacgttg
gagctgctga
cacgccaaca
ctgcttgggc
ctcagtggcg

gcgcttgttg
acgcaccagg
gatggcgagg
tgggaggagt
tggtaccgtc
gacatgaaca
gttgaggttg
tatttcttca
gaggttataa
gttgttgcga
tactggcaca
ggcacggtga

Page 15

ctgtgatgct
agatgtggat
acaacagtgc
agcagaacat
gcattaaatc
tcccgggega
tgctggtagg
caaccagcgg
atgttgtgtg
agttcacgct
tggggtttgt
tggagtggct
tgaatgagag
acgggggtaa
acattcatca
tcacagtgag
tattcgcgaa

ggtaa

tggcgggtca
cgctgctgtg
tgtggtggag
ggtttatgga
gcatgaagga
gcaccggcac
gcggtgtgct
cggacaccgt
tcccgaatgg
agggtaataa
atcagaacga

acgtgggcac

tctcacccat
gacggacggc
ctacagctcc
tgatgaggtg
aacggctctg
taaatatgat
acccctgacg
cgctgtgagce
gcccgtgagt
cgccgtcacg
gaaccgcaaa
cctggcatac
ccaccaggtg
catgacggcg
tctcttegtt

caatgtcctg

caggggacgg

gtgctgcggc
gggctccaaa
caacccccag
gcaggaggga
tgggtatata
gacgatgcgg
aatgtgtgtg
tgccgcatac
tcgtgtggat
catttatgtt
cgaggctgcc
gaagggcact

1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2205

60
120
180
240
300
360
420
480
540
600
660
720



gccactgatg
gtctcgggaa
aacgggacga
atcctgtact
ggcacgtccg
gatggtggac
gagatgctca
agctcgagtg
ccgaagaacc
aaccgtatgt
ctgctgtaca
tacagcctcc
gtgtggaagg
cccgggtgtg
gagaagacgt
actgctgaag
gagcaggggc
gtgcggtttg
gggaaggtga
gggaatgagt
gtgctaacgc
actgtgagcg
ggcaccccag
gtgtacaatc
attcgtgtgc
<210>
<211>

<212>
<213>

10
2337
DNA

<400> 10
atgagccatt
tgcctttact
gggggccatt
cggactctgg
gatgacaatg

caacttggtg

tgtcgatcag
gccctggcac
ttgtgctgec
cggctgacga
aggctgccct
agggctaccg
acagcatctc
gcttcatcac
ttaagggctc
ggcatgtcgg
ctccggacgg
accttgtgcg
cacaggacga
acggcatccc
ggcccgacgc
gcgtgcggct
aggaccagcg
acgagatgcc
acaagatact
acaacagcac
tccacgacgg
tgcgcgtggce
ttgatggagg
gaccgctgcg
ctgggagcga

gcttcgtgcec
tggcgcacgc
gggtcgtggg
aatgcaatgg
atggcttaca

ttgctaaaga

915-PCT
ctgggagagg

gcagttcctt
agtgcaggca
tggaaagtca
cactgagtgg
catgatattc
ccgcgtgatt
ggtgacagtg
gtattatcgt
gcaggtctct
ggtcctgtac
ccttgtggac
gcttctcctg
caccgctggg
gtatcggtgc
ggacgtgggt
gtattacttt
acggggggag
gaaggtgtcg
agccgctgag
gatcgtctcc
gagccctgag
cgccaaggag
tggcgtggag
caacggtgtc

Trypanosoma congolense

agcatggtcc
ctctggaaac
taaggagtgc
gaactgcagc
ggaggagacc
tatggaaggg

- sequence 1isting.ST25
actgcactga agtcgctgta caacttcccg

ggaggggctg ggggtggtgt tgtaacatcc

aggaacaaag
tggcactttg
gacggcaagc
gaatcgagtg
ggcaactcgc
gagggtgtgc
gatcgcctgce
gagggcgacg
tgcttgcatg
gagctgaaaa
ggcaactgcc
cttgccgggce
gtgaacgctg
ggcggtggec
accaacagcg
ctcccgttgce
ctgagcgggg
ccgctgageg
ctgcacgttg
gagctgctga
cacgccaaca
ctgcttgggc
ctcagtggcg

aaggccttgt
ggacgaacga
cttgccgtta
cccgatgaag
attaattgcg

aagcatgttg
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ccaaccgtgt
gggagggtga
tgctgattag
accttggtgc
cgaaacgtaa
ctgtgatgct
agatgtggat
acaacagtgc
agcagaacat
gcattaaatc
tcccgggcga
tgctggtagg
caaccagcgg
atgttgtgtg
agttcacgct
tggggtttgt
tggagtggct
tgaacgagag
acgggggtaa
acattcatca
tcacagtgag
tattcgcgaa

99

gcctectgcet
cacgtgagtt
acgaagaagg
actcacagag
tactagagcc

tggactcatt

tgtgagcatg
ggccggtgta
tacacgatcc
gacgtggaaa
tggtcctggce
tctcacccat
gacggacggc
ctacagctcc
tgatgaggtg
aacggctctg
taaatatgat
acccctgacg
cgctgtgagc
gcccgtgagt
cgccgtcacg
gaaccacaaa
tctggcectac
ccaccaggtg
cacgacggcg
tctcttegtt

caatgtcctg

caggggacgg

gctttctcac
gtttctggga
ttccgecgec
acgaagtgcg
cagatcgaag

tcgtattcca

780

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2202

60
120
180
240
300
360



tcgatcgttg
aacgaccttt
gagactgaag
cccactgttg
gatgcgtact
actgtgacga
caaaacttga
tatattggcg
caagtcctga
gaatcgtggc
tggtgggatg
gtttacgaat
gtgatcggaa
acattggaag
caccgtgacc
atttccgaag
ctctactgct
gaagacgagc
ctctcaggga
actgctggcc
taccgttgtg
agtggttgga
taccactttg
aagggcgact
aaactgtcgg
ggatccaggg
ggtgtgatat
ggcgccaatg
gctttgccgt
gagactgaac
gcagctggcea
gacaagcccg

ttcagagggc

aagtggacgg
cttttattga
taataatcaa
ttgtcaaaaa
ggacgtggca
agtcgctgag
agtatttgct
gagttggcaa
acacgaacag
agtttagcaa
acaaactgct
caagcgacct
actcgccggg
ggatgcgtgt
gtttgcagct
gtgatgataa
tgtacgagca
tggaaagcat
actgttcctc
tcgttgggct
tcgatgccag
acagcagccg
ccgatgttca
tctcactggt
ctataaagag
gctctcttcc
ctgtttatgc
agcttctaaa
ggggcagcegce
tggagtcact
tatccgctgce
atgctgtacc

tttaccaaat

915-PCT
tgtattaatt
cacggttgcc
gaatgctaga
caacaccata
gggaggtggt
aggtgggaaa
gagcacagtt
ctgtgtcgta
atctgtcatg
gagtgctaca
cctgaatggt
tggcacaaca
ccgcaatcaa
gatgctcata
gtggttgacg
cgggccctac
ggacaaagcc
taagtccata
accggatggt
gctctctgga
tgtcgaaaat
tgtgctttgg
cttcacgttg
ggggtttgag
cgccttatgg
ctgcgacgaa
caacggaaga
tatatctaac
agtggtacga
ttacctcaac
tcgtgatgct
attgaagcta

ggcttctctc

- sequence 1isting.ST25

accgtatctg
agatacagtg
gtgaatgcag
tttgttctcg
ggcgattggg
ccatctgtaa
ggtaagatag
acgccgaacg
gccatgataa
ccggttggga
agaacaaaca
tggacagaag
ccgggaagtt
actcaaccga
gacggtaatc
agctccctgt
gccgttttga
gtgaagctat
gattatactg
ccttcagatg
gtggtcaatg
cctgtcagca
gttgcaaatc
atgtacgaag
gagatgtgtc
gttcatcaag
cacctatcag
ttctttgttg
gatgtgctgc
ggggatgtaa
gaactgctgc
gcaataatta

gtgctacttg
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acgtgcgtta
cagatggtgg
agcactctcg
ttgggaggta
atattctcat
acattgagtg
atggtaggtc
gtaccatcgt
tttactcaac
caacagagtc
atgatttagg
tcgttgggac
cagggagttc
agaatataaa
gcgtgtggct
tgtatacgtc
gtatctacct
ggaaggatca
agggctgcgt
aggatgtatg
ttgcagatgg
gtcaggggca
tgcgtctggt
gagagacgag
acaccgattt
tcgcactcac
tgctggatac
ggcatccggg
tctataaccg
taaaagtggt
atgtccgagg
ccggtgatgg
gattaatgtt

cctcaactct
gaggacgtgg
cgtcgttgat
caacaagagt
gcacaagggc
ggatgagcca
actgattcag
actccctgtt
agatgaaggg
ctctattgtg
ctaccgcaag
catttcacgc
tattgccata
aggttcttgg
ggtggggcag
gaatgggacc
tatcaagcta
ggacgcgctt
cggcattccc
gcatgacgcg
cctgcagcetg
ggaccaaaaa
aggggcgeca
gaaaactgta
aaccacgagg
acttcgtaat
gaaggttgcg
agtggggggt
cccgctgeat
gaaccacggc
agatggtgga
tgtggtgcgg

atcttaa

420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2337



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

<400> 11
atgagccatt

11
2337
DNA

tgcctttact
gggggccatt
cagactctgg
gatgacaatg
caacttggtg
tcgatcgttg
aacgaccttt
gagactgaag
cccactgttg
gatgcgtact
actgtgacga
caaaacttga
tatattggcg
caagtcctga
gaatcgtggc
tggtgggatg
gtgtacgaat
gtgatcggaa
acattggaag
caccgtgacc
atttccgaag
ctctactgct
gaagacgagc
ctctcaggga
actgctggcc
taccgttgtg
agtggttgga
taccactttg
aagggcgact

aaactgtcgg

gcttcgtgec
tggcgcacgc
gggtcgtggg
aatgcaatgg
atggcttaca
ttgccaaaga
aagtggacgg
cttttattga
taatcatcaa
ttgtcaaaaa
ggacgtggca
agtcgctgag
agtatttgct
gagttggaaa
acacgaacag
agttcagcaa
acaaactgct
cgagcgacct
actcgccggg
ggatgcgtgt
gtttgcagct
gtgatgatga
tgtacgagca
tggaaagcat
actgttcctc
tcgttgggct
tcgatgccag
acagcagccg
ccaatgttca
tctcactggt

ctataaagag

915-PCT

Trypanosoma congolense

agtatggtcc
ctctggaaac
taaggagtgc
gaactgcagc
ggaggagacc
tatggaaggg
tgtattaatt
cacggttgcc
gaacgccaga
caacaccata
gggaggtggt
aggcgggaaa
gagcacagtt
ctgcgtcgta
atctgtgatg
gagtgctaca
cctgaatggt
tggcacaaca
ccgcaatcaa
gatgctaata
gtggttgacg
cggaccctac
ggacaaatcc
taagtccata
accggatggt
gctctctgga
tgtcgataat
tgtgctttgg
cttcacgctg

ggggtttgag
cgccttttgg

- sequence 1isting.ST25

aaggccttgt
ggacgaacga
cttgctgtta
cccgatgaag
attaattgcg
aagcatattg
accgtatctg
agatacagtg
gtgaatgcag
tttgttctcg
ggcgattggg
ccatctgtaa
ggtaagatag
acgccgaacg
gccatgataa
ccggttggga
agaacaaaca
tggaaagaag
ccgggaagtt
actcaaccga
gacggtaatc
agctccctgce
gccgttttga
gtgaagctat
gattatactg
ccttcagatg
gtggtcaatg
cccgtcagea
gttgcaaatc
acgtacgaag
gagatgtgtc
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gccttctget
cacgtgagtt
acaaggaagg
actcacggat
cactagagcc
tggactcatt
acgtgcgtta
cggatggtgg
agcactctcg
ttgggaggta
atattctcat
acattgagtg
atggtaggtc
gtaccatcgt
tttactcaac
caacagagtc
acgatttagg
tcgttgggac
cagggagttc
agaatataaa
gcgtgtggct
tgtatacgtc
gtatttacct
ggaaggatca
agggctgcgt
gggatgtgtg
ttgcagatgg
gtcaggggca
tgcgactggt
gagagaggag

acaccgattt

gctttctcac
gtttctggga
ttccgtcgec
acgaagtgcg
cagatcggag
tcgtattcca
cctcaactct
gaggacgtgg
tgtcgttgat
caacaagagt
gcacaagggc
ggatgagcca
actgattcag
actccctgtt
agatgaaggg
ctctattgtg
ctaccgcaag
gatttcacgc
tattgccata
aggttcttgg
ggtggggcag
gaatgggacc
tataaagcta
ggacgcgctt
cggcattccc
gcacgacgcg
cctgcaactg
ggaccaaaaa
aggggcgcca
gaaaactgta

aaccacgagg

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860



ggatccaggg
ggtgtgatat
ggcgccaatg
gctttgccgt
gagactgaac
gcagctggca
gacaagccca
ttcagagggc
<210>
<211>

<212>
<213>

12
2217
DNA

<400> 12

atgccctcat
gctgcccagt
aataaagatt
gaaaagggat
cagacaagcg
gggaaggaaa
gtgcttatcg
acagctatga
aatgctagac
gataacttgt
aaaaacggca
ggtggggtac
acctctgtcg
ggtattgtaa
tccgtcatga
acttccacac
ctcacaagca
ggaacttcat
cgtaacgatc
atgctcgtta
tggctcacgg
agtgcctaca

aacattcgtg

gctctcctcc
ctgtttatgc
agcttctaaa
ggggcagcgc
tggagtcact
tatccgccgce
atgctgtccc

tttaccaaat

acctcctgec
gcatctcaac
gtctcatcac
acgcttccgt
aggcctgcac
gacatttgat
cgacattcga
aatacagtgc
taactgataa
ttatttttgt
aagactggga
catcagtgag
gtaaaataga
caccgaaagg
acatgcttct
ccgcgggceac
gaacaactcc
ggaatgaagc
ctggggggtc
ctcacccgga
acggcaatcg
gctacctgtt

agatatacag

915-PCT
ctgcgacgaa

caacggaaga
cataactaat
agtggtacga
ttacctcaac
tcgtgatgcet
attgaagcta

ggcttctctc

Trypanosoma congolense

tgcagccgta
gacccgcgag
tgcggagggt
cgaaagtaca
gttggaaccc
tcactccttc
tacacgttat

cgatcagggg
cttttcccgce

tgggaggtac
tgtactgttg
ctttacatgg
cggcaggtcc
tactatcgtg
gtattcaagt
aactgaggcc
ggatgtcggc
gatcggaagt
aggtagctca
aaatgcgaag
gatgtggctt
atacactaaa

catttatcta

- sequence 1isting.ST25

gttcatcaag
cacctatcag
ttctttgttg
gatgtgctgc
ggggatgtaa
gaactgctgc
gcaataatta

atgctacttg

gtgctgtact
gcattcatgg
agtcgacgtt
acaaaagatg
gaggtgcgcg
cgaattccct
cttcacgctt
aagacgtgga
gtcgttgatc
aacacctcat
tacaaggcca
gacgaacccc
ctcatacaat
tttccagttc
aacgacggaa
tcccttgttt
agccgcaaag
atctctcgtg
attgccataa
ggtaggtgga
gttggacaga
aatgggacgt

gccecggctgg
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tcgcactcac
tgctggatac
ggcatccggg
tctataaccg
taaaagtggt
atgtccgaga
ccgatgatgg

gattaatgtt

gctttggcgg
aggccggtca

ctaaggcttc
tgaacactcg
acaactctac
cacttgttga
ccgacagcag
aaactgaaat
caacggttgt
ctaccccatg
aggtaaggaa
tacacctgaa
acattggtgg
aggttttaaa
aaacctggga
ggtgggatgg
tatatttaac
taattggtaa
ctgtggaggg
atcgcgaccg
tttctgaagg
tattgtgtct

aggatgagat

acttcgtgat
gaagattgcg
agtgggggac
cccgctgeat
gaaccacggc
agacggagga
tgtggcgcgg

atcttaa

actcgttcct
gtggtcggta
aggctcttac
aggtggtgta
ttcaggtgat
gatagacggc
tctcatagac
cataataaaa
tgttaagggt
ggtctggcag
ggaatcagcg
gcatctgctc
cgttggaaat
caccaacaaa
gttcagcaaa
acaactactt
aagcgacctc
ctcgcggtac
agtaccggtg
aatgcgactg
ggacgacaac
ctacgagcga

ggaggatata

1920
1980
2040
2100
2160
2220
2280
2337

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380



aagtcaactg
aacaaaaagc
gcgggcecttc
tccaagaata
gtggtgtggc
tttaccttcg
ttcgaaaaca
gtcttgacgt
acacatcagg
ccttcgattg
aacttgttta
aataatgtca

agcagggacc

gagtggcgtt

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

<400> 13
atgggatatt

13
DNA

acgtatcact
agcttgttcc
ctgcaatcta
aataaaacta
gaaaaaggat
aagagaatgc
ttaattggca
gttgccaagt
gctcgtgtgg
agtatttatg
aacggcaacg
ggcaaacctg
ctggtggatc
gtcgtaacac

gtcgccgcaa

2364

tgaggctatg
gccggagegg
cgaggaaaag
acaagcaagt
cagtgggtga
tcgcaaccat
atgaagaaag
atggaggtct
tcgcgcetgac
cgaacgtaag
cttcaacccc
tcctgtacaa
tcatcgatga

tccacgtgtg

ctaaatcggt
gcacaacggc
tcccaggggg
aagagtggaa
tcggtgcegtc
acacactcaa
gccgcgttca
ttgcagacgc
acagtgctga
attcgtttca
tgcttgttgg
attgggacat
ccgcaaacat
aaatagaggg
cggacggcac

tgataatgta

915-pPCT
gaaagcgcat
ctgcacaggc
tgtttggcca
ctcccacgat
tcaaggtcaa
ctattttgat
tactaaaact
gctcgaggaa
acttcataat
actgaagctc
ggcccccgtc
ccgtatgcta
agtgggagat
gatactactg

Trypanosoma congolense

tcggcagacg
gtatggatcg
gctttggtac
agccgggtat
cgggaaagaa
gccaagggaa
ctcctttcgce
gcgatatttg
cggcggtgag
ctcccgegtg
aaggtacaac
acttatgtac
tgagtggaca
caagtcgctc
gatcgtattt

ttcgagtgac

- sequence 1isting.ST25

gacgagctcc
attcctatca
gatgcatata
ccgccatcga
gaccaacgat
cgagcgccac
ctgacagttt
atccctatga
ggggaggtga
cacgagcctg
aaaaccggta
aacgaaaccg
gtgcatcccg

gccgcgtatg

ttgatatgcc
ggaatcaggg
aagaaagatg
gcgtggtggc
ctttgccgca
agcgtgctct
ataccttcga
agctccgegg
acgtggaaaa
gtggatccca
acctccaaca
aagggtaccg
ggcacccaga
acgcagtttc
cccatccagg
gatggcgcca
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tgtcgggaga
ccggcctegt
attgtgtgga
gaagcaccat
accactttgt
aggaggtttc
ccatcgggaa
cgcggctgga
gcctgcacgt
acaggctact
aaggtagcac
aacttgcacg
tgtctggagg
tgctcgtggce

tcttgttggt
gggaggagga
agtggaagga
cgtggcggtc
aggaatggga
ttagggagag
tggttgaggc
acttcacttt
ctgaagtcat
cagttgccgt
cgtattggac
taaccaagac
atttgaagta
ttggtggtgt
taaaaaattc

cgtggcactt

ctgtcaactg
tggacttctc
tgccagtata
gaagcggcgt
caacacccac
actgatggga
Ccggaaggttg
ctggagtgta
tgatgggaac
aaacatctcc
ggttaccgtg
tttattcaac
tggagtcggc
ctattga

cgcgattgac
gaagaatcga
tggcaattgg
gtggtgctcc
ctctcagagg
tagtggcaca
gaacggtgtg
catcgacacg
cattgaaaat
gaagaataac
catgcaaaat
ctccgaagat
cctcctgaag
aggtaatact

atggaatcaa

gggaggaggc

1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2217

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960



gcaacacccg
aattgcagaa
tggaaagagt
aaaggtagct
acgcagccta
gatggcagtc
agctcgctgce
ggagttttga
gtgagattat
gatggcagcg
gcgcaaggaa
acaagtgatg
gtgcgtgcac
gcaactgtgc
tttcagaaaa
aagtgtaagg
catcaggttg
atcccacagt
ttccttggac
gtcctcctgt
ggtgtaatca
tcgatgcgceg
ataatccaca
ttgttgatat
<210>
<211>

<212>
<213>

14
2319
DNA

<400> 14
atgatgggat
gacacgtatc
cgaagcttgt
tggctgcaat
tccaataaaa
agggaaaaag

acaaagagaa

ttggtacaac
cggacttggg
cattaggggc
caggcagtgc
agaatacgaa
gtgtgtggtt
tgtacactag
gcatttacct
ggaaggagca
attgcaacgg
acgcgtggec
cagatggtct
agggccagga
gattaaatgg
gcacaaggga
aagggccagt
caattatgtt
tggatacaag
atcctgaggt
acaaccgacc
agccggtcgg
ttgacacagc

gcaatgggga
cggcgctatt

attctaaatc
actgcacaac
tcctcccagg
ctaaagagtg
ctatcggtgc
gatacacact

tgcgccgegt

915-PCT
agaggcatcc

gtaccgcaaa
gctctctcgt
tattactttg
aggggattac
agtcggacag
tgacgataag
tgtccatctc
ggatgcactc
cgtgcccacc
tgatgcatat
gcagcttggc
tcagcggtat
catctcgaac
taccctgatt
accaggtgtc
ccaaaatggc
catcgtggat
tggcagcagg
gcttaccgaa
tattgttaaa
taataaacga
ggcaccgatc

ctag

Trypanosoma congolense

ggttcggcag
ggcgtatgga
ggggctttgg

gaaagccggg
gtccgggaaa

caagccaagg

tcactccttt

- sequence 1isting.ST25

gctatctggt
gtattcgaga
gtgattggta
gaggtcgagg
aaccgtgatc
atatcacgag
ctttattgcc
gttgacgaac
ctctctggca
gctggcctcg
aattgtgtaa
gggttgaaca
tactttgcga
ctagaaatac
gtctcgattg
aatgtggatg
agggtctctg
gcctccgcetce
tttacttcgg
ggtgagtcca
ggcgtttcac
ggatacacaa

aggcagctga

acgttgatat
tcgggaatca
tacaagaaag
tatgcgtggt
gaactttgcc
gaaagcgtgc

cgcatacctt
Page 21

gggacggcaa

caaccgacct
actcgccaga
gtgtgcaagt
gcctacaact
gcgatgacaa
tgtatgaaca
tggagaaaat
attgctctgc
tcgggctget
atgccagcct
ggggccgtgt
acgttcggtt
cgctaatggg
tggatgatgc
ctccggaatg
tttatgccga
tactgaatat
ccgatgtaat
agattctcta
tcgctaccaa
attttccact

gtcggttagt

gcctcttgtt
99ggggagga
atgagtggaa
ggccgtggeg
gcaaggaatg
tctttaggga
cgatggttga

actggttctc
tgggacaacg
ccgcaagcag
catgcttatt
gtggctgagt
cagtccctac
ggatatccgg
caaagcgacc
aactgccgag
ttccggacct
cgtgaatgtt
gtcgtggecg
cactctggtc
atttgagaac
ttactggtcg
ccagaagttt
cgggattcac
ctctagcttt
cgtaaaaaat
tgccaacgaa
gactccggcg
gaaattaacg

tatcattgta

ggtcgcgatt
ggagaagaat
ggatggcaat
gtcgtggtgc
ggactctcag
gagcagtggc
ggcgaatggt

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2364

60
120
180
240
300
360
420



gtgttaattg
acggttgcca
aatgctcgtg
aacagtattt
cactacggca
gatggcaaac
gaaaccggac
actgtcgtaa
catgtcgctg
ggcgcaacac
ctcaattgca
acgtggaaag
cagcctggaa
attacgcagc
agtgatggca
tacagctcgc
gaagaggtgt
accgtgagat
gaggatggca
cctgcgcaag
gttacaagtg
ccggtgegtg
gtcgcaactg
aattcaaaag
ggaggcgaga
gcgctgatac
ctcgataaaa
agcaactata
aaactgagtg
gacgggttaa
tcggattcca
gtggctctga

<210>
<211>

15
734

gcattgcaga
agtacagtgc
tggattcgtt
atgtgcttgt
acgattggga
ctgccgcaaa
tatacgttgg
caccggacgg
caatgataat
ccgttggtac
gaacggactt
agtcattagg
gctcaggcag
ctaagaatac
gtcgtgtgtg
tgctgtacac
acagtattta
tatggaagga
gcgattgcaa
gaaacgcgtg
atgcagatgg
cacagggcca
tgcagttaat
gagaaaatct
gaaaaaaagt
ttaatggtgg
gggttgctgc
tgggagatac
aaagcgagct
attacttaaa
acgtcagcga

ttttgcttct

915-PCT
tgcgcgatat
tgacggcggt
tcactcccgce
tggaaggtac
catacttatg
cattgagtgg
agggcatgag
cacgatcgta
gtattcgagt
aacagaggca
ggggtaccgc
ggcgctctct
tgctattact
aaaaacgagg
gttagtcgga
tagtgacgat
ccttgtccat
gcaggatgca
cggcgtgecc
gcctgatgea
tctgcagett
ggatcagcgg
gaaggcacca
gaccttgtgg
tgttgcgccg
cagtgtgtcc
caaaaataaa
aaacaacata
caaactgttg
agagcagcaa
tcctgctgac

ggttatagga

- sequence 1isting.ST25

ttgagctccg
gagacgtgga
gtggtggatc
aacatctcca
tacaagggta
acctcggtat
gctacgcagt
tttcccatcc
gacgatggcg
tccgctatct
aaagtattcg
cgtgtgattg
ttggaggtcg
tatagtcgtg
cagatatcac
aagctttatt
ctcgttgacg
ctcctctctg
accgctggcec
tataattgtg
agcgggttga
tattactttg
aatagcaacg
gtggcaagta
tcactgagca
gtgtacgctg
ttgttaaata
ttcacaaaga
tccctcaacc
ggtggctccg
aacgaaacct

cagaactga
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cggacttcac
aaactgaagt
ccacagttgc
aagcgtattg
ccgtaaccaa
taaaccttaa
ttcttggtgg
aggtaaaaaa
ccacgtggca
ggtgggacgg
agacaaccga
gtaactcgcc
agggtgtgca
atcgcctaca
gaggcgatga
gcctgtatga
aactggagaa
gcaattgctc
tcgtcgggcet
taaatgccag
acaggggccg
cgaccgttcg
ttgccgtgtt
caacgtggac
gcgatgcatc
atggcgtaca
ttgatcattt
acatgctcct
gggaggctat
agagcgaaat

ctgaaaagat

tttcatcgac
catcattgaa
cgtgaagaat
gacgtggcaa
gacctccgaa
gtcgcttctg
tgtaggtaat
ttcatggaat
cttgggagga
caaactggtt
ccttgggaca
agaccgcaag
agtcatgctt
actgtggctg
caacagtccc
acaaaatatt
aatcaaagcg
tgcaactgcc
gctttccgga
cctcgtgaat
tgtgtcgtgg
gttcactctg
ggggtttgga
cctgacgtac
cgttcaattt
tgtaccgcaa
cttcgccgaa
gtataaccgg
aagagctgct
aaagtctact

gtttctgcaa

480

540

600

660

720

780

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2319



<212>
<213>

<400>

PRT
Trypanosoma congolense

15

Met Trp Pro

1

Gln

Gln

Pro

Glu

65

Pro

Asp

Asn

Ser

Tyr

145

Ser

Gly

Ala

Arg

Glu

225

Ala

cys

Ala

Thr

Gly

Ser

Ile

130

Ile

Thr

Arg

Lys

Gly

210

Pro

Thr

cys

Leu

35

Asp

Tyr

Gly

Tyr

Thr

115

val

Thr

Asp

val

Tyr

Phe

Asp

val

Gly

20

Leu

Gly

Asp

val

Ile

100

Gly

Glu

Ser

Gly

Asp

180

Asn

Trp

val

val

Asn

5

Pro

Trp

Glu

Asp

Asp

85

Leu

Met

val

Thr

Asn

His

Tyr

Ser
245

cys

Met

Gly

val

Glu

70

Gly

val

Thr

Gly

Arg

His

Ile

Asn

915-PCT - sequence listing.

Tyr

His

Ser

Trp

55

Trp

val

Gly

Met

Gly

Tyr

Thr

Tyr

Tyr

Gln

215

Gly

Ser

Ala

Ala

Trp

Glu

Arg

Gly

Arg

val

Phe

Trp

Ser

val

200

Asn

Thr

Trp

Leu

Thr

25

Trp

Ser

Glu

Ala

Pro

105

Thr

Leu

Phe

Lys

Arg

Leu

Asp

val

Glu

Leu

10

Ala

Ala

Asn

Trp

Glu

90

Lys

val

Met

Thr

Arg

val

val

Glu

Asn

Arg
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Ala

Ala

Leu

Pro

Phe

75

Trp

Leu

His

Cys

val

Gly

Ala

val

235

Thr

Leu

val

Arg

Gln

60

Met

Tyr

Asn

Ser

val

140

Thr

val

Asp

Arg

Ala

220

Gly

Ala

val

Gly

Asn

45

Pro

Glu

Arg

Ser

Tyr

125

Gly

val

Ile

Pro

Tyr

205

Ile

Thr

Leu

ST25

val

Thr

30

Lys

Gly

Gln

Arg

Pro

110

Arg

Asp

Ala

Ile

Thr

190

Asn

Ala

Lys

Lys

Ala

15

Thr

Thr

Trp

Glu

Met

95

Asp

Ile

Ala

Ala

Pro

175

val

val

Asp

Asp

Ser
255

Gly

His

Thr

Lys

Gly

80

Lys

Met

Pro

Arg

Tyr

160

Asn

val

Thr

Trp

Asn

240

Leu



Tyr

Ala

Gln

Ala

305

Ser

Ser

val

Phe

385

Pro

Met

Asp

Leu

Leu

465

val

Asp

Asn

Gly

Ala

290

Asp

Thr

Ala

Asp

Ile

370

Ile

Lys

Thr

Asp

Tyr

450

val

Trp

Lys

Leu

Phe

Gly

Arg

Asp

Ser

Arg

Leu

355

Gly

Thr

Asn

Asp

Asn

435

Cys

Arg

Lys

Tyr

Leu
515

Pro

260

Gly

Asn

Gly

Glu

Ser

340

Gly

Asn

val

Leu

Gly

Ser

Leu

Leu

Ala

500

val

val

val

Lys

Lys

Ala

325

Asp

Ala

Ser

Thr

Ala

val
Gln
485

Pro

Gly

Ser

val

Ala

Ser

310

Ala

Gly

Thr

Pro

val

390

Gly

Arg

Tyr

Glu

Asp

Asp

Gly

Pro

915-PCT - sequence listing.

Gly

Thr

Asn

295

Trp

Leu

Gly

Trp

Gly

Glu

val

Met

Ser

Gln

455

Glu

Glu

Cys

Leu

Ser

Ser

280

Arg

His

Thr

Gln

Lys

Arg

Gly

Tyr

Trp

Ser

440

Asn

Leu

Leu

Asp

Thr
520

Pro Gly Thr Gln Phe

265

Asn

val

Phe

Glu

Gly

Glu

Ser

val

Ser

His

425

Leu

Ile

Lys

Leu

Gly

val

Gly

Trp

Tyr

Met

Gly

Pro

Arg

val

Leu

Asp

Ser

Leu

490

Ile

Lys
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Thr

ser

Lys

Asp

Arg

Leu

Pro

val

395

Asp

Gly

Tyr

Glu

Ile

475

Gly

Pro

Thr

Ile

Met

300

Gly

Gly

Met

Asn

Gly

Met

Arg

Gln

Thr

val

460

Lys

Asn

Thr

Trp

val

285

Ile

Glu

Lys

Ile

Ser

365

Ser

Leu

Leu

val

Pro

445

Tyr

Ser

cys

Ala

Pro
525

ST25

Leu

270

Leu

Leu

Ala

Leu

Phe

350

Ile

Ser

Leu

Gln

ser

430

Asp

Ser

Thr

Leu

Gly

510

Asp

Gly

Pro

Tyr

Gly

Leu

335

Glu

Ser

Ser

Thr

Met

415

Glu

Gly

Leu

Ala

Pro

495

Leu

Ala

Gly

val

Ser

val

320

Ile

Ser

Arg

Gly

His

400

Trp

Gly

val

His

Leu

480

Gly

Ala

Tyr



Arg

val

545

Glu

Leu

Leu

val

Asn

625

val

Asn

Leu

Lys

Pro
705

cys

530

Arg

Gln

Ala

Leu

ser

610

Ser

Leu

Thr

Asn

Glu

690

Leu

val

Leu

Gly

val

Thr

Thr

Thr

Ile

675

His

Arg

Ile Arg val

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

<400>

16
734
PRT

Asn

Asp

Gln

Thr

580

Phe

Ser

Ala

Leu

Ala

660

His

val

Gly

Pro

Ala

val

Asp

565

val

val

Gly

Ala

His

645

Thr

His

Asn

val

Gly

Ala

Arg

Asn

val

Glu

630

Asp

val

Leu

Glu
710

Ser

915-PCT - sequence

Thr Ser Gly Ala val

535

Gly

Arg

Phe

Arg

Glu

615

Pro

Gly

Ser

Phe

Thr

695

Leu

Asp

Gly

Tyr

Asp

Lys

Trp

Leu

Ile

val

val

680

val

Leu

Asn

Trypanosoma congolense

16

Met Trp Pro val Asn Cys Tyr Ala
1 5

Gln Cys Cys Gly Pro Met His Ala
20

Gly

Tyr

Glu

585

Gly

Leu

Ser

val

Arg

Gly

Ser

Gly

Gly

Leu

Thr
25

His

Phe

570

Met

Lys

Leu

val

ser

650

val

Thr

Asn

Leu

val
730

Leu
10

Ala
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val

555

Thr

Pro

val

Ala

Asn

635

Leu

Ala

Pro

val

Phe

715

Leu

Ala

Ala

Tisting.

ser

540

val

Asn

Arg

Asn

Tyr

620

Glu

His

Ser

val

Leu

700

Ala

Ser

Leu

val

Thr

Trp

Ser

Gly

Ser

val

Pro

Asp

val

Asn

Gly

val

Gly

ST25

Ala

Pro

Glu

Glu

590

Ile

Asn

Asp

Glu

670

Gly

Tyr

Arg

Gly

Glu

val

Phe

575

Leu

Leu

Gln

Gly

Asn

Gly

Gly

ser

560

Thr

Pro

Lys

Tyr

val

640

Gly

Leu

Arg

Arg
720

val Ala Gly
15

Thr Thr His

30



Gln

Pro

Glu

65

Pro

Asp

Asn

Ser

Tyr

145

Ser

Gly

Ala

Arg

Glu

225

Ala

Tyr

Ala

Gln

Ala

Thr

Gly

Ser

Ile

130

Ile

Thr

Arg

Lys

Gly

Pro

Thr

Asn

Gly

Ala
290

Leu

35

Asp

Tyr

Gly

Tyr

Thr

115

val

Thr

Asp

val

Tyr

Phe

Asp

Phe

Gly

Arg

Leu

Gly

Asp

val

Ile

100

Gly

Glu

Ser

Gly

Asp

180

Asn

Trp

val

val

Pro

260

Gly

Asn

Trp

Glu

Asp

Asn

85

Leu

Thr

val

Thr

Asn

His

Tyr

Ser

245

val

val

Lys

Gly

val

Glu

70

Gly

val

Thr

Gly

Asn

Ser

val

Ala

915-PCT - sequence listing.
Ser Lys Trp Ala Leu Arg Asn
40

Trp

55

Trp

val

Gly

Met

Tyr

Thr

Tyr

Tyr

Arg

Gly

Ser

Gly

Thr

Asn
295

Trp

Glu

Arg

Gly

Arg

val

Phe

Trp

Ser

val

200

Asn

Thr

Trp

Ser

Ser

280

Arg

Ser

Glu

Gly

Pro

105

Thr

Leu

Phe

Lys

Arg

Leu

Asp

val

Glu

Pro

265

Asn

val

Asn

Trp

Glu

90

Lys

val

Met

Thr

Arg

val

val

Lys

Asn

Arg

Gly

Gly

val
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Pro

Phe

75

Trp

Leu

His

Cys

val

Gly

Ala

val

235

Thr

Thr

Thr

Ser

Gln

60

Met

Tyr

Asn

Ser

val

140

Thr

val

Asp

Arg

Ala

220

Gly

Ala

Gln

Met
300

45

Pro

Glu

Arg

Ser

Tyr

Gly

val

Ile

Pro

Tyr

Ile

Thr

Leu

Phe

val

285

Ile

ST25
Lys

Gly

Gln

Arg

Pro

110

Arg

Asp

Ala

Ile

Thr

190

Asn

Ala

Lys

Lys

Leu

270

Leu

Leu

Thr

Trp

Glu

Met

95

Asp

Ala

Ala

Pro

175

val

val

Asp

Gly

Ser

255

Gly

Pro

Tyr

Thr

Lys

Gly

80

Thr

Met

Pro

Arg

Tyr

160

Asn

val

Thr

Trp

Thr

240

Leu

Gly

val

Ser



Ala

305

Gly

Ser

Ser

val

Phe

385

Pro

Met

Asp

Leu

Leu

465

val

Asp

Gly

Arg

val

545

Glu

Asp

Thr

Thr

Asp

Ile

370

Ile

Lys

Thr

Asp

Tyr

450

val

Trp

Lys

Leu

530

Arg

Gln

Asp

Ser

Arg

Leu

355

Gly

Thr

Asn

Asp

Asn

435

Cys

Arg

Lys

Tyr

Leu

515

val

Leu

Gly

Gly

Glu

Ser

340

Gly

Asn

val

Leu

Gly

Ser

Leu

Leu

Ala

500

val

Asn

Asp

Gln

Lys

Ala

325

Asp

Ala

Ser

Thr

Ala

His

val

Gln

485

Pro

Gly

Ala

val

565

Ser

310

Ala

Gly

Thr

Pro

val

390

Gly

Arg

Tyr

Glu

Asp

Asp

Gly

Pro

Ala

915-PCT - sequence listing.
Trp His Phe Gly Ly
1

Leu

Gly

Trp

Gly

Glu

val

Met

Ser

Gln

455

Glu

Glu

Cys

Leu

Thr

535

Arg

Thr

Gln

Lys

Arg

Gly

Tyr

Trp

Ser

440

Asn

Leu

Leu

Asp

Thr

520

Ser

Gly

Tyr

Glu

Gly

Glu

Ser

val

Ser

His

425

Leu

Ile

Lys

Leu

Gly

Gly

Tyr

Trp

330

Tyr

Met

Gly

Pro

Arg

val

Leu

Asp

Ser

Leu

490

Ile

Lys

Ala

His

Phe
570
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315

Asp

Arg

Leu

Pro

val

395

Asp

Gly

Tyr

Glu

Ile

475

Gly

Pro

Thr

val

val

555

Thr

Gly

Met

Asn

Arg

Gln

Thr

val

460

Lys

Asn

Thr

Trp

Ser

540

val

Asn

s Gly Glu

Lys

Ile

Ser

365

Ser

Leu

Leu

val

Pro

445

Tyr

Ser

Cys

Ala

Pro

525

Thr

Trp

Ser

ST25
Ala

Leu

Phe

350

Ile

Ser

Leu

Gln

Ser

430

Asp

Ser

Thr

Leu

Asp

Ala

Pro

Glu

Gly

Leu

335

Glu

Ser

Ser

Thr

Met

415

Glu

Gly

Leu

Ala

Pro

495

Leu

Ala

Glu

val

Phe
575

val

320

Ser

Arg

Gly

His

400

Trp

Gly

val

Leu
480

Gly

Tyr

Gly

Ser

560

Thr



Leu

Leu

val

Asn

625

val

Asn

Leu

Lys

Pro

705

Ile

Ala

Leu

Ser

610

Ser

Leu

Met

Asn

Glu

690

Leu

Arg

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

<400>

val

Thr

Thr

Thr

Ile

675

His

Arg

val

17
734
PRT

Thr

580

Phe

Ser

Ala

Leu

Ala

660

His

Ala

Gly

Pro

val

val

Gly

Ala

His

645

Thr

His

Asn

val

Gly

Arg

Asn

val

Glu

630

Asp

val

Leu

Ile

Glu

710

Ser

915-PCT - sequence 1listing.ST25

Phe Asp Glu Met Pro Arg Gly Glu Leu

Arg

Glu

615

Pro

Gly

Ser

Phe

Thr

695

Leu

Asp

Lys

600

Trp

Leu

Ile

val

val

680

val

Leu

Asn

Trypanosoma congolense

17

Met Arg Pro

1

Gln

Gln

Pro

Glu

65

Pro

cys

Ala

Thr

cys

Leu

35

Asp

Tyr

Gly

val

Gly

20

Leu

Gly

Asp

val

Asn

5

His

Trp

Glu

Asp

Asn

Cys Tyr Ala

Met

Gly

val

Glu

70

Gly

His

Ser

Trp

55

Trp

val

Ala

Lys

Trp

Glu

Arg

585

Gly

Leu

Asn

val

Ser

Gly

Ser

Leu

Thr

25

Trp

Ser

Glu

Gly

Lys

Leu

val

Ser

650

val

Thr

Asn

Leu

val
730

Leu

10

Ala

Ala

Asn

Trp

val

Ala

Asn

635

Leu

Ala

Pro

val

Phe

715

Leu

Ala

Ala

Leu

Pro

Phe
75

Lys

His

Ser

val

Leu

700

Ala

Ser

Leu

val

Arg

Gln

60

Met

Glu Trp Tyr
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Ser

val

Pro

Asp

685

val

Asn

Gly

val

Gly

Asn

45

Pro

Glu

Arg

590

Ile

Asn

His

Asp

Ala

670

Gly

Tyr

Arg

Gly

val

Thr

30

Lys

Gly

Gln

Arg

Leu

Glu

Gln

Gly

Asn

Gly

Ala

15

Thr

Thr

Trp

Glu

Met

Pro

Lys

Tyr

val

640

Gly

Leu

Ala

Arg

Gly

His

Thr

Lys

Gly

80

Lys



Asp

Asn

Ser

Tyr

145

sSer

Gly

Ala

Arg

Glu

225

Ala

Tyr

Ala

Gln

Ala

305

Ser

Ser

Gly

Ser

Ile

130

Ile

Thr

Arg

Lys

Gly

210

Pro

Thr

Asn

Gly

Ala

290

Asp

Thr

Thr

Asp

Tyr

Thr

115

val

Thr

Asp

val

Tyr

Phe

Asp

Phe

Gly

Arg

Asp

Ser

Arg

Leu

Ile

100

Gly

Glu

Ser

Gly

Asp

180

Asn

Trp

val

val

Pro

260

Gly

Asn

Gly

Glu

Ser

340

Gly

85

Leu

Thr

val

Thr

Gly

Ala

Asn

Tyr

Ser

245

val

val

Lys

Lys

Ala

325

Asp

Ala

val

Thr

Gly

Ile

Asn

Ser

val

Ala

Ser

310

Ala

Gly

Thr

915-PCT - sequence listing.

Gly

Met

Tyr

Thr

Tyr

Tyr

Gln

215

Gly

Ser

Gly

Thr

Asn

295

Trp

Leu

Gly

Trp

Gly

Arg

120

val

Phe

Trp

Ser

val

200

Asn

Thr

Trp

Ser

Ser

280

Arg

His

Thr

Gln

Lys

90

Pro Lys Leu Asn Ser

105

Thr

Leu

Phe

Lys

Arg

Leu

Asp

val

Glu

Pro

265

Asn

val

Phe

Glu

Gly

Glu

val

Met

Thr

Thr

170

val

val

Glu

Asn

Gly

val

Gly

Trp

330

Tyr

His

cys

val

Gly

Ala

val

235

Thr

Thr

Thr

ser

Glu

315

Asp

Arg

Ser

val

140

Thr

val

Asp

Arg

Ala

220

Gly

Ala

Gln

Met
300
Gly

Gly

Met

Met Leu Asn
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Tyr

125

Gly

val

Ile

Pro

Tyr

205

Ile

Thr

Leu

Phe

val

285

Ile

Glu

Lys

Ile

Ser

ST25

Pro

110

Arg

Asp

Ala

Ile

Thr

190

Asn

Ala

Lys

Lys

Leu

270

Leu

Leu

Ala

Leu

Phe

350

Ile

95

Asp

Ala

Ala

Pro

175

val

val

Asp

Gly

Ser

255

Gly

Pro

Tyr

Gly

Leu

335

Ser

Met

Pro

Arg

Tyr

160

Asn

val

Thr

Trp

Thr

240

Leu

Gly

val

Ser

val

320

Ile

Ser

Arg



val

Phe

385

Pro

Met

Asp

Leu

Leu

465

val

Asp

Gly

Arg

val

545

Glu

Leu

Leu

val

Asn

Ile

370

Ile

Lys

Thr

Asp

Tyr

450

val

Trp

Lys

Leu

cys

530

Arg

Gln

Ala

Leu

ser

610

Ser

355

Gly

Thr

Asn

Asp

Asn

435

cys

Arg

Lys

Tyr

Leu

515

val

Leu

Gly

val

Thr

Asn

val

Leu

Leu

Leu

Ala

500

val

Asn

Asp

Gln

Thr

580

Phe

Ser

Ala

Ser

Thr

Ala

val

Gln

485

Pro

Gly

Ala

val

565

val

val

Gly

Ala

Pro

val

390

Gly

Arg

Tyr

Glu

Asp

Asp

Gly

Pro

Ala

Arg

Asn

val

Glu

915-PCT - sequence listing.

Ser

Met

Ser

Gln

455

Glu

Glu

Cys

Leu

Thr

535

Gly

Arg

Phe

His

Glu

615

Pro

360

Arg

Gly

Tyr

Trp

Ser

440

Asn

Leu

Leu

Asp

Thr

520

Ser

Gly

Tyr

Asp

Lys

Trp

Leu

Asn

val

Tyr

His

425

Leu

Lys

Leu

Gly

Gly

Tyr

Glu

585

Gly

Leu

Ser

Gly

Pro

Arg

val

Leu

Asp

Ser

Leu

490

Ile

Lys

Ala

His

Phe

570

Met

Lys

Leu

Pro

val

395

Asp

Gly

Tyr

Glu

Ile

475

Gly

Pro

Thr

val

val

555

Thr

Pro

val

Ala

Gly

380

Met

Arg

Gln

Thr

val

460

Lys

Asn

Thr

Trp

ser

540

val

Asn

Arg

Asn

Tyr
620

val Asn Glu
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365

Ser

Leu

Leu

val

Pro

445

Tyr

Ser

cys

Ala

Pro

525

Thr

Trp

Ser

Gly

Ser

ST25

Ser

Leu

Gln

ser

430

Asp

Ser

Thr

Leu

Gly

510

Asp

Ala

Pro

Glu

Glu

590

Ile

Asn

Ser

Thr

Met

415

Gly

Leu

Ala

Pro

495

Leu

Ala

Glu

val

Phe

575

Leu

Leu

Gln

Gly

His

400

Trp

Gly

val

His

Leu

480

Gly

Tyr

Gly

ser

560

Thr

Pro

Lys

Tyr

val



625

val

Asn

Leu

Lys

Pro

705

Ile

Leu

Thr

Asn

Glu

690

Leu

Arg

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

<400>

Thr

Thr

Ile

675

His

Arg

val

18
778
PRT

Leu

Ala

660

His

Ala

Gly

Pro

His
645

Thr

Asn

val

630

Asp

val

Leu

Ile

Glu

710

Ser

915-PCT - sequence listing.

635

Gly ITe val Ser Leu His val

Ser

Phe

Thr

695

Leu

Asp

val

val

680

val

Leu

Asn

Trypanosoma congolense

18

Met Ser His

1

Leu

Thr

Glu

Cys

65

Asp

Pro

val

Leu

Leu

Thr

Asp

Arg

val

Ile
130

Ser

Arg

35

Leu

Gly

Asn

Ser

Cys

His

20

Glu

Ala

Asn

Asp

Lys

Ser

val

Phe

5

Cys

Leu

val

Cys

Gly

85

Gln

Phe

Ser

val

Leu

Phe

Asn

Ser

70

Leu

Leu

Arg

Asp

Pro

Tyr

Leu

Glu

55

Pro

Gln

Gly

Ile

val
135

Ala

Leu

Gly

40

Glu

Asp

Glu

val

Pro

120

Arg

Arg

665

Gly

Ser

Gly

Gly

Trp

Ala

25

Gly

Gly

Glu

Glu

Ala

105

Ser

Tyr

650

val Ala

Thr Pro

Asn val

Leu Phe
715

val Leu
730

ser Lys
10

His Ala

Gly His

Ser Ala

Asp Ser

75

Thr Ile
90

Lys Asp

Ile val

Leu Asn
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Ser

val

Leu

700

Ala

Ser

Ala

Ser

Trp

Ala

60

Gln

Asn

Met

Glu

Ser
140

Pro

Asp

685

val

Asn

Gly

Leu

Gly

val

45

Arg

Arg

Cys

Glu

val

125

Asn

ST25

Asp

Glu

670

Gly

Tyr

Arg

Gly

Cys

Asn

30

val

Thr

Arg

val

Gly

Asp

Asp

Gly

655

Glu

Gly

Asn

Gly

Leu

15

Gly

Gly

Leu

Ser

Leu

95

Lys

Gly

Leu

640

Gly

Leu

Arg

Arg

Leu

Arg

Lys

His

val

Ser



Phe

145

Glu

Arg

Leu

Gly

Ser

225

Gln

Ser

Asn

val

Phe

305

Trp

Gly

Glu

Asn

Met

385

His

Ile

Thr

val

val

Gly

Leu

Asn

Leu

Gly

Met

290

Ser

Trp

Tyr

val

Gln

370

Arg

Arg

Asp

Glu

val

Arg

Leu

Thr

275

Ala

Lys

Asp

Arg

val

355

Pro

val

Asp

Thr

val

Asp

180

Arg

Asp

Gly

Lys

Gln

260

Ile

Met

Ser

Asp

Lys

Gly

Gly

Met

Arg

val

Ile

165

Pro

Tyr

Trp

Gly

Tyr

245

Tyr

val

Ile

Ala

Lys

val

Thr

Ser

Leu

Leu
405

Ala

150

Thr

Asn

Asp

Leu

Thr
310

Leu

Tyr

Ser

Ile
390

Gln

915-PCT - sequence 1listing.ST25

Arg Tyr Ser Ala Asp Gly Gly Arg Thr
155

Lys

val

Lys

Ile

215

Pro

Leu

Gly

Pro

Tyr

Pro

Leu

Glu

Ser

Gly

Thr

Leu

Asn

val

Ser

200

Leu

Ser

Ser

Gly

val

280

Ser

val

Leu

Ser

Arg

Ser

Gln

Trp

Ala

val

185

Asp

Met

val

Thr

val

265

Gln

Thr

Gly

Asn

Ser

345

val

Ser

Pro

Leu

Arg

170

Lys

Ala

His

Asn

val

250

Gly

val

Asp

Thr

Gly

Asp

Ile

Ile

Lys

Thr
410
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val

Asn

Tyr

Lys

Ile

235

Gly

Asn

Leu

Glu

Thr

315

Arg

Leu

Gly

Ala

Asn

395

Asp

Asn

Asn

Trp

Lys

Cys

Asn

Thr

Gly

Asn

Ile

380

Gly

Ala

Thr

Thr

205

Thr

Trp

Ile

val

Thr

285

Glu

Ser

Asn

Thr

Ser

365

Thr

Lys

Asn

Glu

Ile

190

Trp

val

Asp

Asp

val

270

Asn

Ser

Ser

Asn

Thr

350

Pro

Leu

Gly

Arg

His

175

Phe

Gln

Thr

Glu

Gly

Thr

Arg

Trp

Asp

335

Trp

Gly

Glu

Ser

val
415

Trp

Ser

val

Gly

Lys

Pro

240

Arg

Pro

Ser

val

320

Leu

Thr

Arg

Gly



915-PCT - sequence 1listing.ST25

Leu val Gly Gln ITe Ser Glu Gly Asp Asp Asn Gly Pro Tyr Ser Ser
420 425 430

Leu Leu Tyr Thr Ser Asn Gly Thr Leu Tyr Cys Leu Tyr Glu GIn Asp
435 440 445

Lys Ala Ala val Leu Ser Ile Tyr Leu Ile Lys Leu Glu Asp Glu Leu
450 455 460

Glu Ser Ile Lys Ser Ile val Lys Leu Trp Lys Asp Gln Asp Ala Leu
465 470 475 480

Leu Ser Gly Ash Cys Ser Ser Pro Asp Gly Asp Tyr Thr Glu Gly Cys
485 490 495

val Gly ITe Pro Thr Ala Gly Leu val Gly Leu Leu Ser Gly Pro Ser
500 505 510

Asp Glu Asp val Trp His Asp Ala Tyr Arg Cys val Asp Ala Ser val
515 520 525

Glu Asn val val Asn val Ala Asp Gly Leu Gln Leu Ser Gly Trp Asn
530 535 540

Ser Ser Arg val Leu Trp Pro Vval Ser Ser Gln Gly Gln Asp Gln Lys
545 550 555 560

Tyr His Phe Ala Asp val His Phe Thr Leu val Ala Asn Leu Arg Leu
565 570 575

val Gly Ala Pro Lys Gly Asp Phe Ser Leu Vval Gly Phe Glu Met Tyr
580 585 590

Glu Gly Glu Thr Arg Lys Thr val Lys Leu Ser Ala Ile Lys Ser Ala
595 600 605

Leu Trp Glu Met Cys His Thr Asp Leu Thr Thr Arg Gly Ser Arg Gly
610 615 620

Ser Leu Pro Cys Asp Glu val His Gln val Ala Leu Thr Leu Arg Asn
625 630 635 640

Gly val Ile Ser val Tyr Ala Asn Gly Arg His Leu Ser val Leu Asp
645 650 655

Thr Lys val Ala Gly Ala Asn Glu Leu Leu Asn Ile Ser Asn Phe Phe
660 665 670

val Gly His Pro Gly val Gly Gly Ala Leu Pro Trp Gly Ser Ala val
675 680 685
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915-PCT - sequence 1listing.ST25

val Arg Asp val Leu Leu Tyr Asn Arg Pro Leu His Glu Thr Glu Leu
690 695 700

Glu Ser Leu Tyr Leu Asn Gly Asp val Ile Lys val val Asn His Gly
705 710 715 720

Ala Ala Gly Ile Ser Ala Ala Arg Asp Ala Glu Leu Leu His val Arg
725 730 735

Gly Asp Gly Gly Asp Lys Pro Asp Ala val Pro Leu Lys Leu Ala Ile
740 745 750

Ile Thr Gly Asp Gly val val Arg Phe Arg Gly Leu Tyr Gln Met Ala

Ser Leu val Leu Leu Gly Leu Met Leu Ser
770 775

<210> 19

<211> 778

<212> PRT

<213> Trypanosoma congolense
<400> 19

Met Ser His Cys Phe val Pro val Trp Ser Lys Ala Leu Cys Leu Leu
1 5 10 15

Leu Leu Ser His Cys Leu Tyr Leu Ala His Ala Ser Gly Asn Gly Arg
20 25 30

Thr Thr Arg Glu Leu Phe Leu Gly Gly Gly His Trp val val Gly Lys
35 40 45

Glu Cys Leu Ala val Asn Lys Glu Gly Ser val Ala GIn Thr Leu Glu
50 55 60

Cys Asn Gly Asn Cys Ser Pro Asp Glu Asp Ser Arg Ile Arg Ser Ala

Asp Asp Asn Asp Gly Leu GIn Glu Glu Thr Ile Asn Cys Ala Leu Glu
85 90 95

Pro Arg Ser Glu GIn Leu Gly val Ala Lys Asp Met Glu Gly Lys His
100 105 110

Ile val Asp Ser Phe Arg Ile Pro Ser Ile val Glu val Asp Gly val
115 120 125

Leu Ile Thr val Ser Asp val Arg Tyr Leu Asn Ser Asn Asp Leu Ser
130 135 140
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Phe
145
Glu

Arg

Leu

ser

225

Gln

Ser

Asn

val

Phe

305

Trp

Gly

Glu

Asn

Met

385

His

Ile

Thr

val

val

Gly

210

Leu

Asn

Leu

Gly

Met

290

Ser

Trp

Tyr

val

Gln

370

Arg

Arg

Asp

Glu

val

Arg

Leu

Thr

275

Ala

Lys

Asp

Arg

val

355

Pro

val

Asp

Thr

val

Asp

180

Arg

Asp

Gly

Lys

Gln

260

Ile

Met

Ser

Asp

Lys

Gly

Gly

Met

Arg

val

Ile

165

Pro

Tyr

Trp

Gly

Tyr

245

Tyr

val

Ile

Ala

Lys

val

Thr

Ser

Leu

Leu
405

Ala

150

Thr

Asn

Asp

Leu

Thr
310

Leu

Tyr

Ser

Ile
390

Gln

915-PCT - sequence 1listing.ST25

Arg Tyr Ser Ala Asp Gly Gly Arg Thr
155

Lys

val

Lys

Ile

215

Pro

Leu

Gly

Pro

Tyr

295

Pro

Leu

Glu

Ser

Gly

Thr

Leu

Asn

val

Ser

200

Leu

Ser

Ser

Gly

val

280

Ser

val

Leu

Ser

Arg

Ser

Gln

Trp

Ala

val

185

Asp

Met

val

Thr

val

265

Gln

Thr

Gly

Asn

Ser

345

val

Ser

Pro

Leu

Arg

170

Lys

Ala

His

Asn

val

250

Gly

val

Asp

Thr

Asp

Ile

Ile

Lys

Thr
410
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val

Asn

Tyr

Lys

Ile

235

Gly

Asn

Leu

Glu

Thr

315

Arg

Leu

Gly

Ala

Asn

395

Asp

Asn

Asn

Trp

Gly

Glu

Lys

cys

Asn

Thr

Gly

Asn

Ile

380

Gly

Ala

Thr

Thr

205

Thr

Trp

Ile

val

Thr

285

Glu

Ser

Asn

Thr

Ser

365

Thr

Lys

Asn

Glu

Ile

190

Trp

val

Asp

Asp

val

270

Asn

Ser

Ser

Asn

Thr

350

Pro

Leu

Gly

Arg

His
175
Phe

Gln

Thr

Gly

Thr

Arg

Trp

Asp

Trp

Gly

Ser

val
415

Trp

Ser

val

Gly

Lys

Pro

240

Arg

Pro

Ser

Gln

val

320

Leu

Lys

Arg

Gly



915-PCT - sequence 1listing.ST25

Leu val Gly Gln Ile Ser Glu Gly Asp Asp Asp Gly Pro Tyr Ser Ser
420 425 430

Leu Leu Tyr Thr Ser Asn Gly Thr Leu Tyr Cys Leu Tyr Glu Gln Asp
435 440 445

Lys Ser Ala val Leu Ser Ile Tyr Leu Ile Lys Leu Glu Asp Glu Leu
450 455 460

Glu Ser ITe Lys Ser ITe val Lys Leu Trp Lys Asp Gln Asp Ala Leu
465 470 475 480

Leu Ser Gly Asn Cys Ser Ser Pro Asp Gly Asp Tyr Thr Glu Gly Cys
485 490 495

val Gly Ile Pro Thr Ala Gly Leu val Gly Leu Leu Ser Gly Pro Ser
500 505 510

Asp Gly Asp val Trp His Asp Ala Tyr Arg Cys val Asp Ala Ser val
515 520 525

Asp Asn val val Asn val Ala Asp Gly Leu GIn Leu Ser Gly Trp Asn
530 535 540

Ser Ser Arg val Leu Trp Pro val Ser Ser Gln Gly Gln Asp GIn Lys
545 550 555 560

Tyr His Phe Ala Asn val His Phe Thr Leu val Ala Asn Leu Arg Leu
565 570 575

val Gly Ala Pro Lys Gly Asp Phe Ser Leu val Gly Phe Glu Thr Tyr
580 585 590

Glu Gly Glu Arg Arg Lys Thr val Lys Leu Ser Ala Ile Lys Ser Ala
595 600 605

Phe Trp Glu Met Cys His Thr Asp Leu Thr Thr Arg Gly Ser Arg Gly
610 615 620

Ser Pro Pro Cys Asp Glu val His GIln val Ala Leu Thr Leu Arg Asp
625 630 635 640

Gly val Ile Ser val Tyr Ala Asn Gly Arg His Leu Ser val Leu Asp
645 650 655

Thr Lys ITe Ala Gly Ala Asn Glu Leu Leu Asn Ile Thr Asn Phe Phe
660 665 670

val Gly His Pro Gly val Gly Asp Ala Leu Pro Trp Gly Ser Ala val
675 680 685
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val

Glu

705

Ala

Glu

Ile

Ser

Arg

Ser

Ala

Asp

Thr

Leu
770

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

<400>

Asp

Leu

Gly

Gly

755

Met

20
738
PRT

val

Tyr

Ile

Gly

Asp

Leu

Leu

Leu

Ser

725

Asp

Gly

Leu

Leu

Asn

710

Ala

Lys

val

Gly

915-PCT - sequence listing.

Tyr Asn Arg Pro Leu

695

Gly

Ala

Pro

Ala

Leu
775

Asp

Arg

Asn

Arg

Met

Trypanosoma congolense

20

Met Pro Ser
1

Gly

Met

Glu

Ala

65

Gln

Thr

Pro

Arg

Leu

Glu

Gly

50

Ser

Thr

Ser

Ser

Tyr
130

val

Ala

35

Ser

val

Ser

Gly

Leu

115

Leu

Tyr

Pro

20

Gly

Arg

Glu

Glu

100

val

His

Leu

Ala

Gln

Arg

Ser

Ala

85

Gly

Glu

Ala

Leu

Ala

Trp

Ser

Thr

70

Ccys

Lys

Ile

Ser

Pro

Gln

Ser

Thr

Glu

Asp

135

Ala

Cys

val

40

Ala

Lys

Leu

Arg

val

Asp

Ala

745

Phe

Leu

Ala

Ile

25

Asn

Ser

Asp

Glu

His

105

val

Ser

Ile

Ala

730

val

Arg

Ser

val

10

Ser

Lys

Gly

val

Pro

90

Leu

Leu

Leu
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Pro

Gly

val

Thr

Asp

Ser

Asn

75

Glu

Ile

Ile

Ile

His

700

val

Leu

Leu

Leu

Leu

Thr

Cys

Tyr

Thr

val

His

Ala

Asp
140

Glu

val

Leu

Lys

Tyr
765

Tyr

Arg

Leu

45

Glu

Arg

Arg

Ser

Thr

125

Thr

ST25

Thr

Asn

His

Leu

750

Gln

Cys

Glu

30

Ile

Lys

Gly

Asp

Phe

110

Phe

Ala

Glu

His

val

735

Ala

Met

Phe

15

Ala

Thr

Gly

Gly

Asn

95

Arg

Asp

Met

Leu

Gly

Arg

Ile

Gly

Phe

Tyr
val

80

Ser

Thr

Lys



915-PCT - sequence 1listing.ST25
Tyr Ser Ala Asp GIn Gly Lys Thr Trp Lys Thr Glu Ile Ile Ile Lys
145 150 155 160

Asn Ala Arg Leu Thr Asp Asn Phe Ser Arg val val Asp Pro Thr val
165 170 175

val val Lys Gly Asp Asn Leu Phe ITe Phe val Gly Arg Tyr Asn Thr
180 185 190

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

Leu Leu Tyr Lys Ala Lys val Arg Lys Glu Ser Ala Gly Gly val Pro
210 215 220

Ser val Ser Phe Thr Trp Asp Glu Pro Leu His Leu Lys His Leu Leu
225 230 235 240

Thr Ser val Gly Lys Ile Asp Gly Arg Ser Leu Ile GIn Tyr Ile Gly
245 250 255

Gly val Gly Asn Gly Ile val Thr Pro Lys Gly Thr Ile val Phe Pro
260 265 270

val GIn val Leu Asn Thr Asn Lys Ser val Met Asn Met Leu Leu Tyr
275 280 285

Ser Ser Asn Asp Gly Lys Thr Trp Glu Phe Ser Lys Thr Ser Thr Pro
290 295 300

Ala Gly Thr Thr Glu Ala Ser Leu val Trp Trp Asp Gly GIn Leu Leu
305 310 315 320

Leu Thr Ser Arg Thr Thr Pro Asp val Gly Ser Arg Lys val Tyr Leu
325 330 335

Thr Ser Asp Leu Gly Thr Ser Trp Asn Glu Ala Ile Gly Ser Ile Ser
340 345 350

Arg val Ile Gly Asn Ser Arg Tyr Arg Asn Asp Pro Gly Gly Ser Gly
355 360 365

Ser Ser Ile Ala Ile Thr val Glu Gly val Pro val Met Leu val Thr
370 375 380

His Pro Glu Asn Ala Lys Gly Arg Trp Asn Arg Asp Arg Met Arg Leu
385 390 395 400

Trp Leu Thr Asp Gly Ash Arg Met Trp Leu Val Gly GIln Ile Ser Glu
405 410 415
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Gly

Thr

Tyr

val

Tyr

His

val

545

Phe

Ser

val

Glu

Ala

625

Pro

Leu

Gly

Asp

Leu

Leu

450

Leu

Lys

Gly

Asn

530

Gly

Thr

Leu

Ser

Glu

610

Leu

Ser

Asn

Lys

Asp

Leu

435

Ala

Trp

Lys

Leu

515

Pro

Asp

Phe

Met

Ile

595

Thr

Asn

420

Cys

Arg

Lys

Arg

Leu

500

val

Pro

Gln

val

Pro

Leu

Ala

Ser

660

Ser

Ser

Leu

Leu

Ala

Asp

Ser

Gly

Ala

565

Phe

Asn

Met

His

Asn

645

Asn

Thr

Ala

Tyr

Glu

His

470

Ser

Gly

Ala

Arg

Gln

550

Thr

Glu

Gly

Thr

Asn

630

val

Leu

val

915-PCT - sequence listing.

Tyr Ser Tyr Leu Leu Tyr Thr

Glu

Asp

Gly

Leu

Ser

Ser

535

Asp

Ile

Asn

Arg

Arg

Phe

Thr

Arg

440

Glu

Glu

Cys

Pro

Ile

520

Thr

Gln

Tyr

Asn

Leu

600

Leu

Glu

Leu

Thr

val
680

425

Asn

Met

Leu

Thr

Met

Arg

Phe

Glu

585

val

Asp

val

Lys

Ser

665

Asn

Ile

Glu

Leu

Gly

Lys

Lys

Lys

Tyr

570

Glu

Leu

Trp

Ser

Leu

650

Thr

Asn

Arg Glu
Asp Ile

460
Ser Gly
475
Ile Pro
Ser val
Asn Asn
Arg Arg

5
His Phe
555
Arg Ala
ser Thr
Thr Tyr
Ser val

620

Leu His
635
His Glu

Pro Ala

val Ile

Page 39

Ile

445

Lys

Asp

Ile

Trp

val

Pro

Lys

val

Pro

Pro

Leu
685

ST25

Lys

430

Tyr

Ser

Cys

Thr

Pro

510

Gln

val

Asn

Gln

Thr

590

Gly

His

Asp

Asp

val

670

Tyr

Asn

Ser

Thr

Gln

Asp

val

Trp

Thr

Glu

575

Leu

Leu

Gln

Gly

Lys

Asn

Gly

val
Leu

480

Leu

Ser

Pro

His

560

val

Thr

Leu

val

Asn

640

Leu

Thr

Arg



915-PCT - sequence 1listing.ST25
Met Leu Asn Glu Thr Glu Leu Ala Arg Leu Phe Asn Ser Arg Asp Leu
690 695 700

Ile Asp Glu val Gly Asp val His Pro val Ser Gly Gly Gly val Gly
705 710 715 720

Glu Trp Arg Phe His val Trp Ile Leu Leu Ala Ala Tyr val Leu val

725 730 735
Ala Tyr
<210> 21
<211> 787
<212> PRT
<213> Trypanosoma congolense
<400> 21

Met Gly Tyr Ser Lys Ser val Arg Gln Thr Leu Ile Cys Leu Leu Leu
1 5 10 15

val Ala ITe Asp Thr Tyr His Cys Thr Thr Ala Tyr Gly Ser Gly Ile
20 25 30

Arg Gly Glu Glu Glu Lys Asn Arg Ser Leu Phe Leu Pro Gly Gly Leu
35 40 45

Trp Tyr Lys Lys Asp Glu Trp Lys Asp Gly Asn Trp Leu Gln Ser Lys
50 55 60

Glu Trp Lys Ala Gly Tyr Ala Trp Trp Pro Trp Arg Ser Trp Cys Ser
65 70 75 80

Asn Lys Thr Ile Gly Ala Ser Gly Lys Glu Leu Cys Arg Lys Glu Trp
85 90 95

Asp Ser GIn Arg Glu Lys Gly Tyr Thr Leu Lys Pro Arg Glu Ser val
100 105 110

Leu Phe Arg Glu Ser Ser Gly Thr Lys Arg Met Arg Arg val His Ser
115 120 125

Phe Arg ITle Pro Ser Met val Glu Ala Asn Gly val Leu Ile Gly Ile
130 135 140

Ala Asp Ala Arg Tyr Leu Ser Ser Ala Asp Phe Thr Phe Ile Asp Thr
145 150 155 160

val Ala Lys Tyr Ser Ala Asp Gly Gly Glu Thr Trp Lys Thr Glu val
165 170 175

Ile ITe Glu Asn Ala Arg val Asp Ser Phe His Ser Arg val val Asp
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Pro

Tyr

Tyr

Phe

val

Ile

305

Ala

Lys

Glu

Ser

Leu

Arg

Asp

Thr

Asn

210

Asp

Lys

Leu

Leu

Phe

290

Met

Thr

Leu

Thr

Arg

Ser

Gln

Trp

Gly

Lys

val
195

Thr

Pro

Leu

Tyr

Pro

val

Thr

355

val

Ala

Pro

Leu

180

Ala

Ser

Leu

Ala

Lys

Gly

Ile

Ser

val

Leu

340

Asp

Ile

Ile

Lys

Ser

420

Asp

Tyr

val

Asn

Met

Ala

245

Leu

val

Gln

Ser

Gly

Asn

Leu

Gly

Thr

Asn

405

Asp

Asn

cys

Lys

Thr

Tyr

230

Asn

val

Gly

val

Asp

310

Thr

cys

Gly

Asn

Leu

390

Thr

Gly

Ser

Leu

915-PCT - sequence listing.

Asn

Tyr

215

Lys

Ile

Asp

Asn

Asp

Thr

Arg

Thr

Ser

375

Glu

Lys

Ser

Pro

Tyr

185

Asn Ser Ile Tyr val

200

Trp

Gly

Glu

Gln

Thr

280

Asn

Gly

Glu

Thr

Thr

360

Pro

val

Gly

Arg

Tyr

440

Glu

Thr

Thr

Trp

Ile

265

val

Ser

Ala

Ala

Asp

345

Trp

Asp

Glu

Asp

val

425

Ser

Gln

Met

val

Thr

250

Glu

val

Trp

Thr

Ser

330

Leu

Lys

Arg

Gly

Tyr

410

Trp

Ser

Gln

Thr

235

Gly

Gly

Thr

Asn

Gly

Glu

Lys

val

395

Asn

Leu

Leu

Asn

220

Lys

Thr

Lys

Pro

Gln

300

His

Tyr

sSer

Gln

380

Gln

Arg

val

Leu

Asp Ile Arg
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Leu

205

Asn

Thr

Gln

Ser

Asp

285

val

Leu

Trp

Arg

Leu

365

Lys

val

Asp

Gly

Tyr

445

Gly

ST25

190

val

Gly

Ser

Asn

Leu

270

Gly

Ala

Gly

Trp

Gly

Gly

Met

Arg

Gln

430

Thr

val

Gly

Asn

Glu

Leu

255

Thr

Thr

Ala

Gly

Asp

335

val

Ala

Ser

Leu

Leu

415

Ser

Leu

Arg

Asp

Asp

240

Lys

Gln

Ile

Met

Gly

Phe

Leu

Ser

Ile

400

Gln

Ser

Asp

Ser



Ile

465

val

Ala

Leu

Ala

545

val

Phe

Ile

Leu

Gly

His

Asp

Ala

Ser

Asn

705

Gly

450

Tyr

Arg

Thr

val

Tyr

530

Gly

Arg

Thr

Pro

Ile

610

Pro

Gln

Gly

Leu

Arg

Arg

val

Leu

Leu

Ala

Leu

Ala

Leu

Leu

595

val

val

val

Ile

Leu

675

Phe

Pro

val

Trp

Glu

500

Leu

cys

Gln

Gln

val

580

Met

Ser

Pro

Ala

His

660

Asn

Thr

Leu

Lys

His

Asp

Leu

val

Leu

Gly

Ile

Gly

Ile

645

Ile

Ile

Ser

Thr

Pro

Leu

470

Glu

Gly

Ser

Asn

Thr

Phe

val

val

630

Met

Pro

Ser

Ala

Glu

710

val

915-PCT - sequence listing.

455

val

Gln

Ser

Gly

Ala

535

Gly

Asp

val

Glu

615

Asn

Phe

Gln

Ser

695

Gly

Gly

Asp Glu Leu

Asp

Asp

Pro

520

Ser

Leu

Gln

Arg

Asn

600

Asp

val

Gln

Leu

Phe

680

val

Glu

Ile

Ala

Cys

505

Ala

Leu

Asn

Arg

Leu

585

Phe

Ala

Asp

Asn

Asp

Phe

Ser

val

Leu

490

Asn

Gln

val

Arg

Tyr

570

Asn

Gln

Tyr

Ala

Gly

Thr

Leu

val

Lys

460

Glu Lys 1ITe

475

Leu

Gly

Gly

Asn

Tyr

Gly

Lys

Trp

Pro

635

Arg

ser

Gly

Lys

Ile
715

Ser

val

Asn

val

540

Arg

Phe

Ser

ser

620

Glu

val

Ile

His

Asn

700

Leu

Lys Gly val
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Gly

Pro

Ala

525

Thr

val

Ala

Ser

Thr

605

Lys

cys

Ser

val

Pro

685

val

Tyr

Ser

ST25

Lys

Asn

Thr

510

Trp

Ser

Ser

Asn

Asn

590

Arg

Cys

Gln

val

Asp

Glu

Leu

Ala

Leu

Ala

Cys

495

Ala

Pro

Asp

Trp

val

575

Leu

Asp

Lys

Lys

Tyr

655

Ala

val

Leu

Asn

Ala

Thr
480
Ser

Gly

Asp

Pro
560
Arg

Glu

Thr

Phe

640

Ser

Gly

Tyr

Glu

720

Thr



Lys Thr Pro

Thr Asn Phe

755

Pro Ile Arg

770

Ala Leu Phe

785

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

<400>

22
771
PRT

725

915-PCT - sequence listing.

Ala Ser Met Arg val

740

Pro Leu Lys Leu Thr

760

Gln Leu Ser Arg Leu

775

Trypanosoma congolense

22

Met Cys Glu
1

Gly

Leu

Thr

Trp

65

Gly

Ile

Ala

Pro

val

145

Pro

Arg

Leu

Asp

50

Gly

Arg

val

Gly

Arg

Ser

Ile

35

Ser

Lys

Gly

Thr

Met

115

Ala

val

Ala

Arg

val

20

Ser

Thr

Gly

val

Leu

100

Trp

Ala

Asn

Ala

Lys
5
Ser
Ala
Trp
Asn
Phe
85
Ala
Met
Asp

Glu

val
165

Ser val Phe

Gly

Leu

Pro

70

Glu

Gly

Lys

Trp

Gly

Phe

Glu

55

Asn

Gly

Ala

Thr

Met

135

val

Gly

His

Leu

40

Lys

val

Asn

Arg

Ile

120

Gln

Glu

Asp

730

Asp Thr Ala Asn Lys

745

Ile

val

Ala

Gln

25

Pro

Arg

Pro

Ser

Arg

Glu

Ser

Lys

ITe His Ser Asn

765

ITe ITe val Leu

Phe Pro
10

Gly Thr

Leu Thr

Arg val

Gly Ala
75

Leu Leu
90

Asn Ser

Leu Ser

Lys Asn

His Arg
155

Ile Phe
170
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780

Glu

Trp

Cys

Glu

60

Ser

Glu

Trp

Glu

Trp

140

Tyr

Phe

val

Cys

Cys

Leu

Tyr

val

val

Gly

Lys

Ala

Leu

ST25

735

Arg Gly Tyr

750

Gly

Leu

val

Thr

30

Ser

Phe

Ser

Asn

Asp

His

Gly

Leu

Ser

Glu

Ile

Lys

Pro

Glu

Arg

Ser

Asp

95

Gly

Gln

Glu

Met

Ile
175

Ser

Asn

Leu

Ser

Pro

Asp

80

Tyr

Gly

Gly

Thr



Ser

Leu

Asp

Met

225

Gly

Leu

Asn

Cys

val

305

Leu

Phe

Arg

Ser

Asn

385

Thr

Leu

Leu

Asn

Asp

Ala

210

Lys

Lys

Thr

Asp

Thr

290

Ala

Thr

Gln

val

Ser

370

Lys

Gly

His

Thr

Lys

val

195

Ser

Glu

Ser

His

Glu

275

Asn

His

Trp

His

Arg

Ala

Gln

Ser

180

Arg

val

Leu

val

Lys

Asn

Pro

Asn

Thr

His

340

Glu

Thr

Thr

Phe

Glu

420

Arg

Lys

Leu

His

Lys

val

245

Gln

Trp

Thr

Leu

Asp

325

Ala

Thr

Ala

His

Leu

Asp

Tyr

Trp

Ser

Thr

Leu

Lys

Ala

Asp

Asp

Gly

Ccys

390

Ala

Phe

Arg

915-PCT - sequence 1listing.ST25

Ala

Ile

Asn

215

Asn

Gly

Arg

Phe

Leu

295

Asn

Ser

Asp

Leu

Asn

375

Leu

Leu

Ser

Thr

Leu

Gly

200

Gly

Ser

Asp

Ser

Thr

280

Leu

Lys

Lys

val

Leu

360

Arg

Gly

Leu

Ser

Met
440

Ser Ser Pro Ser

185

Thr

Pro

Trp

Thr

Cys

Arg

Trp

val

Thr

Asp

345

Leu

Pro

Pro

Tyr

Leu

425

Arg

val

Arg

Lys

Ile

250

val

val

Lys

Tyr

Arg

Phe

Leu

Ile

Thr

410

Ser

Asp

Ser

Asp

Phe

Ile

Ala

Asn

Arg

Arg

Gly

Ala

Leu

Ser

395

Arg

Ser

Lys

Leu

220

Phe

Phe

Ala

Leu

Glu

300

Ser

Tyr

Asp

Tyr

Leu

380

Thr

Glu

Leu

Pro val Leu
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Asp Glu Ser
190

Ser

205

Leu

val

Pro

Arg

Asp

285

Leu

val

Ala

Ile

Trp

Gly

Lys

Phe

Phe

val

Glu

Leu

Tyr

270

Ile

Met

Asp

Leu

Leu

350

Met

Met

His

Leu

Phe

430

Thr

val

Thr

Gly

val

255

Arg

Asp

Ile

Met

Thr

335

Ser

Phe

Thr

Leu

Tyr

415

Thr

Trp

Asn

Gly

Phe

Ser

240

His

Asp

val

Gly

Asn

val

Phe

Asp

Phe

400

Ser

Asn

Lys



Thr

Thr

465

Gly

Asp

val

Pro

Arg

Thr

Gly

Gln

Gly

Ser

Thr

Leu

Met

Glu
705

Ala

450

Thr

Leu

Glu

Thr

val

530

Leu

Ile

Asp

Asp

Leu

610

Arg

Met

Lys

Tyr

Lys

Glu

Asp

Asn

val

Tyr

Thr

515

Gly

Thr

Pro

val

Glu

595

val

Arg

Glu

Cys

Asn

675

Gly

Gln

Lys

Phe

Gly

Leu

500

Gly

Gly

val

Leu

Phe

val

val

Ser

660

Tyr

Arg

Glu

Arg

Lys

Phe

485

Gly

Tyr

Glu

val

Leu

565

Ile

Gly

Thr

Gly

645

Ala

Glu

Ser

Ala

val

ser

470

Trp

Met

Thr

Ser

Met

550

Gly

Trp

Ala

val

Ala

630

Glu

Asp

Leu

Ala

Glu
710

915-PCT - sequence listing.

455

Ala

Ser

Asp

Met

Glu

535

Ser

val

Tyr

val

Met

Ala

Ser

Phe

695

Ser

Glu

Thr

Gly

Glu

520

Asn

val

Thr

Asp

Leu

600

Gly

Arg

Tyr

Leu

Pro

680

Glu

Gly

Pro

Ala

val

505

Gly

Lys

Ala

val

Asn

585

Ala

Gly

Gly

Asn
665
Ala

Thr

Gly

Ser

Ser

490

Leu

Cys

val

val

Lys

Met

val

Ile

Asp

Ile

Gly
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Ser

475

Asn

His

Ala

Tyr

His

555

Asn

Thr

Glu

Ala

Ile

635

Asn

Thr

val

Gly

ser
715

Phe

Ala

Gly

Ala

His

540

Thr

Gly

Trp

val

Arg

val

Arg

val

Arg

Met

700

Met

Met Gly Leu Tyr Gly Pro Ser
460

Asp

Thr

Pro

His

525

Leu

Ala

Ser

Ala

Pro

Asp

Phe

Thr

685

Ser

Leu

ST25

Ala

Pro

His

Leu

510

val

Ile

Pro

Asn

Gln

590

Lys

Tyr

Gln

Lys

Asn

670

Leu

Gly

Trp

Ala

Thr

Lys

val

Ser

Lys

Thr

val

Ser

Ala

655

Met

Leu

Asp

Thr

Gly

Thr

480

Arg

Trp

Asn

val

560

Gly

Tyr

Asp

Gln

640

Met

Leu

Thr

Asp

Leu
720



Ala val
Phe Leu
val His

val Ser
770

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

<400>

Arg Thr
1
Ala Asp

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

<400>
Pro Lys
1

Leu Thr

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

<400>

Pro val
1
Glu His

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

915-PCT - sequence 1listing.ST25

Leu Ile Pro Ala ITe val Leu Leu Phe Gly Ala Ala Ala Phe
725 730 735

val Arg Arg Arg Arg Ala Gly Thr Thr Met Pro Pro Ala Thr
740 745 750

His Asnh Pro Tyr Phe Met Asn Ala Thr Asp Asp Thr Leu Glu
755 760 765

Lys

23

20

PRT

Trypanosoma vivax

23

Ser ITe Asp Tyr His Leu Ile Asp Thr val Ala Lys Tyr Ser
5 10 15
Asp Gly
20

24

19

PRT

Trypanosoma congolense

24
Asn Ile Lys Gly Ser Trp His Arg Asp Arg Leu Gln Leu Trp
5 10 15

Asp

25

19

PRT

Trypanosoma vivax

25

Ser Ala GIn Gly GIn Asp His Arg Tyr Glu Ala Ala Asn Ala
5 10
Thr

26

12

PRT

Trypanosoma congolense
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915-PCT - sequence 1listing.ST25
<400> 26

Lys val Asp Gly Thr Ala Leu Ser Ser Ala Arg Asn
1 5 10

<210> 27

<211> 16

<212> PRT

<213> Trypanosoma congolense
<400> 27

Lys Ile Glu Ser Thr Gly Ala val Glu Gly Gly Gly val val Lys Asn
1 5 10 15

<210> 28

<211> 12

<212> PRT

<213> Trypanosoma congolense
<400> 28

Lys val Thr Trp Gly Thr GIn val Pro Leu Lys Gly
1 5 10

<210> 29

<211> 13

<212> PRT

<213> Trypanosoma congolense

<400> 29

Arg Glu Trp val Glu Ala val Thr Ser Tyr Ser Arg val
1 5 10

<210> 30

<211> 13

<212> PRT

<213> Trypanosoma congolense

<400> 30

Lys val Gly Asp val Leu val Ala Ile Gly Glu Arg Arg
1 5 10

<210> 31

<211> 14

<212> PRT

<213> Trypanosoma congolense

<400> 31

Lys Leu Tyr Asn Phe val Thr Ala Thr val Glu Gly Arg Arg
1 5 10

<210> 32

<211> 15

<212> PRT

<213> Trypanosoma congolense

<400> 32
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Arg Ile Ser Tyr Phe Tyr Ile Gly Gly Tyr Gly Asn Pro Arg Thr
1 5 10 15

<210> 33

<211> 12

<212> PRT

<213> Trypanosoma congolense
<400> 33

Arg Gly Trp Asp Pro Leu Leu Ile val Gly Lys val
1 5 10

<210> 34

<211> 12

<212> PRT

<213> Trypanosoma congolense

<400> 34

Lys Ile Leu Glu val Tyr Asn Ala Asp Gly Arg Trp
1 5 10
<210> 35

<211> 19

<212> PRT

<213> Trypanosoma congolense

<400> 35

Lys Glu Asn Ile Pro val Leu Ala val Ala val Asn Glu Gly Asp Ser
1 5 10 15

Asn Lys Ile

<210> 36

<211> 30

<212> PRT

<213> Trypanosoma congolense
<400> 36

Lys Ile Gly Tyr Leu Arg Asp Glu Phe Ser Ser Ser val Pro Tyr Asp
1 5 10 15

Ile Gly Asn ITle Ala GIn Leu Asp Asp Ala Leu Ala Lys Ile
20 25 30

<210> 37

<211> 16

<212> PRT

<213> Trypanosoma congolense
<400> 37

Lys Asp Gly Glu val Trp Trp Ser Asn Pro GIln Pro Gly Trp Lys Glu
1 5 10 15

<210> 38
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<211>
<212>
<213>

<400>

Lys Gly Asn Asn Ile Tyr val Leu val
1 5

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

<400>

Arg val val Ser Met Ile Leu Tyr Ser

1

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

<400>

Arg Met ITe Phe Glu Ser Ser Asp Leu

1

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

<400>

Arg Leu GIn Met Trp Met Thr Asp Gly
1 5

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

<400>

Arg Leu Asp val Gly Gly Gly Gly His
1 5

915-PCT - sequence 1listing.ST25

12
PRT
Trypanosoma congolense

38

39

15

PRT

Trypanosoma congolense

39

5

40

15

PRT

Trypanosoma congolense

40

5

41

12

PRT

Trypanosoma congolense

41

42

23

PRT

Trypanosoma congolense

42

Gln Gly Gln Asp Gln Arg Tyr
20

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

<400>

43

13

PRT

Trypanosoma congolense

43

Gly Arg Tyr
10

Ala Asp Asp Gly Lys Ser
10 15

Gly Ala Thr Trp Lys Glu
10 15

Asn Arg Met
10

val val Trp Pro val Ser Glu
10 1

Arg Gly val Glu Leu Leu Gly Leu Phe Ala Asn Arg Gly
1

5

10
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<210> 44

<211> 14

<212> PRT

<213> Trypanosoma congolense

<400> 44

Lys Gly Thr Ala Thr Asp val Ser Ile Ser Trp Glu Arg Thr
1 5 10

<210> 45

<211> 14

<212> PRT

<213> Trypanosoma congolense

<400> 45

Arg Met Lys Asp Gly Tyr Ile Leu Val Gly Gly Pro Lys Leu
1 5 10

<210> 46

<211> 26

<212> PRT

<213> Trypanosoma congolense

<400> 46

Arg val Ala Ser Pro Glu Glu Leu Leu Asn Ile His His Leu Phe val
1 5 10 15

Gly Thr Pro val Asp Gly Gly Ala Lys Glu
20 25

<210> 47

<211> 24

<212> PRT

<213> Trypanosoma congolense

<400> 47

Arg Tyr Ile Thr Ser Thr Asp Tyr Phe Phe Thr Asp Thr val Ala Ala
1 5 10 15

Tyr Ser Thr Asp Gly Gly Arg Thr
20

<210> 48

<211> 10

<212> PRT

<213> Trypanosoma congolense

<400> 48

Arg val Ile Gly Asn Ser Pro Gly Arg Ser
1 5 10

<210> 49

<211> 28

<212> PRT

<213> Trypanosoma congolense
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<400> 49

Arg Ser Gly Pro Gly Ser Ser Ser Gly Phe Ile Thr val Thr
1 5 10

Gly val Pro val Met Leu Leu Thr His
2 25

<210> 50

<211> 13

<212> PRT

<213> Trypanosoma congolense

<400> 50

Arg Gly Glu Leu Pro Leu Leu Gly Phe
1 5

<210> 51

<211> 28

<212> PRT

<213> Trypanosoma congolense

<400> 51

Arg Asn Gly Pro Gly Ser Ser Ser Gly
1 5

Gly val Pro val Met Leu Leu Thr His
20 25

<210> 52

<211> 14

<212> PRT

<213> Trypanosoma congolense

<400> 52

Arg Gly Glu Leu Pro Leu Leu Gly Phe
1 5

<210> 53

<211> 14

<212> PRT

<213> Trypanosoma congolense

<400> 53

Arg Met Thr Asp Gly Tyr Ile Leu val
1 5

<210> 54

<211> 14

<212> PRT

<213> Trypanosoma congolense
<400> 54

Lys Ala Ala Ile Ala Asp Trp Glu Pro
1 5

Pro

val
10

Phe
10

Pro

val
10

Gly
10

Lys

Asn

Ile

Lys

Asn

Gly

Asn

Arg

Thr

Asn

His

Pro

Phe val Tyr
10

Page 51

Lys

val Thr

Lys Gly

Lys Leu

Lys Gly

val Glu
15

val Glu
15



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

<400>

1

Gly Thr Pro val Asp Gly Gly Ala
20

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

<400>

Arg Ile Arg val Pro Gly Ser Asp
1 5

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

<400>

1

Gly Pro Thr Gly val Asp Gly val
20

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

<400>

iys Gly Glu Ala Gly val Gly Thr
5

915-PCT - sequence 1listing.ST25

55

26

PRT

Trypanosoma congolense

55

Arg val Ala Ser Pro Ala Glu Leu
5

56

15

PRT

Trypanosoma congolense

56

57

26

PRT

Trypanosoma congolense

57

Lys Glu val Tyr Asp Asp Glu Trp
5

58

20

PRT

Trypanosoma congolense

58

Asp Gly Lys Leu
20

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

<400>

1

59

17

PRT

Trypanosoma congolense

59

5

Leu

Lys

Asn

Glu

Arg
25

Ser

Asn Ile His His Leu Phe val
10 15

Glu

Ser val Leu Ser Gly Gly
10 15

Glu Trp Phe Met Glu GIn Glu
10 15

Ala

Glu Ala Ala Leu Thr Glu Trp
15

Lys Ala Pro Asn Ser Asn val Ala val Leu Gly Phe Gly Asn Ser Lys
15

10
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Gly

<210> 60
<211> 14
<212> PRT

<213> Trypanosoma congolense
<400> 60

Lys val Phe Glu Thr Thr Asp Leu Gly Thr Thr Trp Lys Glu
1 5 10
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