Pareamento de Schisto.

SmAST22

Citocromo c oxidase subunidade III (NP_0662112)

T 217

E 6e-95
S 804
I 156/165(94%)
P 156/165(94%)
F +1

AST22: 103 FRKYVV*DIFMLRISCKMAFWLFLARELIVFLTIIFCCFWYIKGSSVAISYPLGIPILET 282

Ccos3: 38  FRKYVVWDIFMLRISCKMAFWLFLASELIVFLTIIFCCFWYIKGSSVAISYPLGIPILET 97

AST22: 283 YLLIMSSFFISAFHRNLASVKGRIFVYLSLVCSLLFIFFAVDEFLNSVVNSLCDPYYASC 462

Ccos3: 98  YLLIMSSFFISAFHSNLASVNGRIFVYLSLVCSLLFIFFAVDEFLNSVVNSLCDPYYASC 157

AST22: 463 FMLVGLHLRHVILGRFGLYELSGFQLSRFIRWKNKMLIVY*HFVD 597

Ccos3: 158 FMLVGLHLSHVILGSFGLYELSGFQLSSFIRWKNNMLIVYWHFVD 202

SmAST34

Proteína integral de membrana de 23 kDa (AAA2900.1)
T 218

E 1e-85
S 784
I 150/150(100%)
P 150/150(100%)
F +2

AST34: 2   SFLGCCGAIKENVCMLYMYAFFLVVLLIAELAAAIVAVVYKDRIDSEIDALMTGALDKPT 181

Pim23: 69  SFLGCCGAIKENVCMLYMYAFFLVVLLIAELAAAIVAVVYKDRIDSEIDALMTGALDKPT 128

AST34: 182 KEITEFMNLIQSSFHCCGAKGPDDYRGNVPASCKEENLTYTEGCVSVFGAFLKRNLVIVA 361

Pim23: 129 KEITEFMNLIQSSFHCCGAKGPDDYRGNVPASCKEENLTYTEGCVSVFGAFLKRNLVIVA 188

AST34: 362 CVAFGVCFFQLLSIVIACCLGRQIKEYENV 451

Pim23: 189 CVAFGVCFFQLLSIVIACCLGRQIKEYENV 218

SmAST10

poliubiquitina (AAD02414)
T 295

E 5e-80
S 750
I 150/150(100%)
P 150/150(100%)
F +2

AST10: 2   LVLRLRGGMQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLED 181

Poliu: 136 LVLRLRGGMQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGIPPDQQRLIFAGKQLED 195

AST10: 182 GRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGI 361

Poliu: 196 GRTLSDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVEPSDTIENVKAKIQDKEGI 255

AST10: 362 PPDQQRLIFAGKQLEDGRTLSDYNIQKEST 451

Poliu: 256 PPDQQRLIFAGKQLEDGRTLSDYNIQKEST 285




SmAST23

Citocromo c oxidase subunidade III (NP_0662112)

T 217

E 5e-77
S 723
I 140/145(96%)
P 140/145(96%)
F +1

AST23: 1   VLFFAVLPCIFFYHPFIMTVVLCV*VYLFRKYVV*DIFMLRISCKMAFWLFLARELIVFL 180

Ccos3: 10  VLFFAVLPCIFFYHPFIMTVVLCVWVYLFRKYVVWDIFMLRISCKMAFWLFLASELIVFL 69

AST23: 181 TIIFCCFWYIKGSSVAISYPLGIPILETYLLIMSSFFISAFHRNLASVKGRIFVYLSLVC 360

Ccos3: 70  TIIFCCFWYIKGSSVAISYPLGIPILETYLLIMSSFFISAFHSNLASVNGRIFVYLSLVC 129

AST23: 361 SLLFIFFAVDEFLNSVVNSLCDPYY 435

Ccos3: 130 SLLFIFFAVDEFLNSVVNSLCDPYY 154

SmAST24

Citocromo c oxidase subunidade III (NP_0662112)

T 217

E 2e-60
S 583
I 117/131(89%)
P 119/131(90%)
F +2

AST24: 2   FSLVNLVLFFAVLPCIFFYHPFIMTVVLCV*VYLFRKYVV*DIFMLRISCKMAFWLFLAR 181

Ccos3: 4   FSLVNLVLFFAVLPCIFFYHPFIMTVVLCVWVYLFRKYVVWDIFMLRISCKMAFWLFLAS 63

AST24: 182 ELIVFLTIIFCCFWYIKGSSVAISYPLGIPILETYLLIMSSFFISAFHRNLASVKGRSLF 361

Ccos3: 64  ELIVFLTIIFCCFWYIKGSSVAISYPLGIPILETYLLIMSSFFISAFHSNLASVNGR-IF 122

AST24: 362 IYHLFVPYYLF 394

Ccos3: 123 VYLSLVCSLLF 133

SmAST25

Antígeno estimulatório de células T (Sm10: CAA67208)

T 89

E 6e-24
S 262
I 47/72(65%)
P 56/72(77%)
F +3

AST25: 30  QAEVVKICAEALETYNIEKDIAAFIKKECDKRYNPTWHCIVGRNFGSYVTHETKHFIYLY 209

AecT:  18  QETAVHTAAAALDKYEIEKDVAAYIKKEFDRKYNPNWHCIVGKHFGSYVTHETQHFIYFY 77

AST25: 210 LGQVAILAFKSG 245

AecT:  78  LQERAFLLFKSG 89

SmAST03

Rho GTPase (AAD31508)

T 193

E 3e-16
S 196
I 39/39(100%)
P 39/39(100%0)
F +3

AST03: 3   YAFFECSAKTKEGVSDVFVAATRAALNSAKKKRRRCDLI 119

RhoGT: 155 YAFFECSAKTKEGVSDVFVAATRAALNSAKKKRRRCDLI 193


Pareamento outros organismos

SmAST19

Similar a proteína ribosomal L27A (Schistosoma japonicum: AAP06225)
T 149

S 466
E 4e-46
I 84/89(94%)
P 89/89(100%)
F +2

AST19: 2   HYHLKRNPYYCPTINLDKIWSLVSQATYEKYRDSTDGKAPVIDCLRKGYFKVLGKGYLPK 181

PrL27: 61  HYHLKRNPYYCPTINLDKLWSLVSQATYEKYRDSTDGKAPVIDCLRKGYFKVLGKGYLPK 120

AST19: 182 VPVIVKARFFSRKAEEKIKAVGGACILSA 268

PrL27: 121 VPVIVKARFFSRKAEEKIRAIGGACVLTA 149

SmAST02

CG14750-PA (Drosophila melanogaster: NP_610398.1)

T 174

E 2e-23
S 227
I 44/115(38%)
P 70/115(60%)
F +2

ÃST02: 65  FRLFSLLQPNAETRRKQINAWCQLVLNYFQSKKQFTLSVASIRDPSCPLFNNKSIQRSAS 244

Sbjct: 12  FPPFFTLQPHEETRQQQLKVWTDLFLKYLRHTNRFTLSIG---DQNSPLFHNEALKRRLS 68

AST02: 245 PELVDLILTELHKRGNLEWLDRSHTNARIIWRTPEEWADLIARWARSTGHSNSVC 409

Sbjct: 69  PELVLAILGELERSGHANPLDKRRQEWQVYWFTLEEYGNMVYDWVQETGQTNTIC 123

SmAST36

Componente E1 da Desidrogenase e proteína transcetolase contendo domínio de ligação a piridina (115,5 kDa) (Caenorhabditis elegans: NP_500617.1) 

T 1029

E 2e-28
S 305
I 67/157(42%)
P 90/157 (57%)
G 2/157 (1%)
F +2

AST36: 20  GTREVVLGMAHRGRLNVLVNVLGKKPQDLFDEFAGKHKEHLGTGDVKYHMGFSSDF--QT 193

Sbjct: 306 GVDSFVIGMPHRGRLNVLANVCRQPLATILSQFSTLEPADEGSGDVKYHLGVCIERLNRQ 365

AST36: 194 DGGLVHLALAFNPSHLEIVSPVVIGSVRARLDRLDEPSSNKVLPITIHGDAAVTGQGVVQ 373

Sbjct: 366 SQKNVKIAVVANPSHLEAVDPVVMGKVRAEAFYAGDEKCDRTMAILLHGDAAFAGQGVVL 425

AST36: 374 ETLNMSKARGYEVGGTVRIVINNQVGFTTSNPLDARS 484

Sbjct: 426 ETFNLDDLPSYTTHGAIHIVVNNQIGFTT-DPRSSRS 461
SmAST40

CG7808-PC (Drosophila melanogaster: NP_651740.1)

T 208

E 4e-13
S 169
I 31/41(75%)
P37/41(90%)
F +1

AST40: 109 VEEPLKEAFVTGRLLACISSRPGQIGRADGYILEGKELEFY 231

Sbjct: 160 VEQALEDQFTSGRILACISSRPGQCGRSDGYILEGKELEFY 200




SmAST35

CG7808-PB (Drosophila melanogaster: NP_733318.1)

T 209

E 1e-09
S 140
I 26/29(89%)
P 28/29(96%)
F +1

AST35: 1   RLLACISSRPGQIGRADGYILEGKELEFY 87

Sbjct: 173 RILACISSRPGQCGRSDGYILEGKELEFY 201

PAREAMENTO DA RHO CLONADA NO PCDNA 3.1

Rho GTPase (Rho1) (Schistosoma mansoni: AF1407851)

T

E 6e-56
S 222 bits
I 118/120(98%)

RHOCT:  1   tatgccttctttgagtgttcagttaagaccaaggaaggagtcagcgatgttttcgtagca 60

RhoGT: 479 tatgccttctttgagtgttcagctaagaccaaggaaggagtcagcgatgttttcgtagca 538

RHOCT:  61  gctactcgagccgccttgaattcagcgaagaagaaaaggaggaggtgtgatttaatttga 120

RhoGT: 539 gctactcgagccgccttgaattcagcgaagaagaagaggaggaggtgtgatttaatttga 598

Rho1 GTPase (Schistosoma mansoni:AAD31508) 

T 193
E 8e-15
S 78.6 bits
I 38/39(97%)

RHOCT:  1   YAFFECSVKTKEGVSDVFVAATRAALNSAKKKRRRCDLI 117

RhoGT: 155 YAFFECSAKTKEGVSDVFVAATRAALNSAKKKRRRCDLI 193







