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Important update
The ClusteredNR database is now the default Protein BLAST database. Learn more about ClusteredNR
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SRX202160 280 280 14% 8e-88 88.36% 450 SRA:SRR610305.479185.2

SRX202160 270 270 14% 5e-84 88.89% 465 SRA:SRR610305.232327.2

SRX202160 264 264 14% 8e-82 88.81% 478 SRA:SRR610305.180089.2

SRX202160 258 258 15% 2e-79 84.71% 515 SRA:SRR610305.301708.2

SRX202160 253 310 18% 3e-78 88.06% 433 SRA:SRR610305.137101.2

SRX202160 241 241 13% 1e-73 83.82% 465 SRA:SRR610305.122589.2

SRX202160 238 238 12% 8e-73 92.56% 382 SRA:SRR610305.60037.2

SRX202160 236 347 21% 4e-72 85.27% 467 SRA:SRR610305.120947.2

SRX202160 236 236 12% 9e-72 93.70% 499 SRA:SRR610305.155304.2

SRX202160 233 283 14% 1e-70 92.62% 472 SRA:SRR610305.132002.2

SRX202160 226 283 19% 2e-68 86.18% 388 SRA:SRR610305.92503.2

SRX202160 225 225 14% 8e-68 79.72% 464 SRA:SRR610305.169430.2

SRX202160 214 214 11% 5e-64 90.18% 367 SRA:SRR610305.189719.2

SRX202160 215 215 14% 5e-64 79.29% 469 SRA:SRR610305.210950.2

SRX202160 211 211 11% 2e-62 91.45% 522 SRA:SRR610305.194753.2

SRX202160 162 276 13% 6e-62 91.46% 460 SRA:SRR610305.133258.2

SRX202160 207 244 18% 2e-61 79.85% 404 SRA:SRR610305.183291.2

SRX202160 203 203 11% 8e-60 86.11% 450 SRA:SRR610305.279849.2

SRX202160 195 195 11% 2e-57 90.00% 395 SRA:SRR610305.195808.2

SRX202160 181 240 16% 3e-57 68.91% 496 SRA:SRR610305.192653.2

SRX202160 194 194 14% 8e-57 62.94% 457 SRA:SRR610305.282736.2

SRX202160 193 193 10% 2e-56 91.09% 469 SRA:SRR610305.159223.2

SRX202160 193 193 14% 3e-56 60.96% 462 SRA:SRR610305.244020.2
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SRX202160 178 233 13% 5e-55 82.18% 415 SRA:SRR610305.152419.2

SRX202160 188 188 14% 1e-54 60.99% 430 SRA:SRR610305.124202.2

SRX202160 186 186 11% 4e-54 70.09% 400 SRA:SRR610305.150040.2

SRX202160 184 240 17% 6e-53 55.41% 492 SRA:SRR610305.381659.2

SRX202160 123 246 12% 1e-52 81.94% 363 SRA:SRR610305.271769.2

SRX202160 174 243 15% 2e-49 60.51% 448 SRA:SRR610305.232653.2

SRX202160 169 169 8% 6e-49 94.05% 255 SRA:SRR610305.330331.2

SRX202160 171 171 9% 7e-49 91.67% 370 SRA:SRR610305.71990.2

SRX202160 169 212 14% 9e-49 58.78% 451 SRA:SRR610305.716947.2

SRX202160 169 169 11% 9e-48 68.81% 476 SRA:SRR610305.213439.2

SRX202160 122 248 14% 2e-47 78.38% 346 SRA:SRR610305.307671.2

SRX202160 164 164 8% 4e-47 91.25% 241 SRA:SRR610305.117350.2

SRX202160 163 246 21% 1e-46 78.79% 315 SRA:SRR610305.263645.2

SRX202160 125 202 14% 5e-46 73.33% 456 SRA:SRR610305.296844.2

SRX202160 130 202 14% 8e-46 70.37% 456 SRA:SRR610305.133991.2

SRX202160 162 162 8% 2e-45 90.80% 449 SRA:SRR610305.147146.2

SRX202160 154 201 9% 2e-45 95.95% 353 SRA:SRR610305.302701.2

SRX202160 161 161 9% 5e-45 92.22% 483 SRA:SRR610305.161135.2

SRX202160 157 157 7% 1e-44 97.37% 228 SRA:SRR610305.116683.2

SRX202160 149 238 12% 6e-44 92.96% 374 SRA:SRR610305.255423.2

SRX202160 145 193 12% 4e-43 62.75% 491 SRA:SRR610305.82426.2

SRX202160 154 211 18% 4e-43 59.02% 369 SRA:SRR610305.176373.2

SRX202160 154 154 14% 1e-42 52.41% 447 SRA:SRR610305.499919.2

SRX202160 151 151 9% 2e-42 79.78% 269 SRA:SRR610305.87460.2

SRX202160 154 228 12% 2e-42 90.91% 450 SRA:SRR610305.209724.2

SRX202160 139 191 14% 2e-42 95.71% 433 SRA:SRR610305.587240.2

SRX202160 154 225 15% 2e-42 64.55% 460 SRA:SRR610305.193065.2

SRX202160 151 151 13% 6e-42 54.55% 406 SRA:SRR610305.271268.2

SRX202160 152 268 19% 1e-41 56.25% 484 SRA:SRR610305.209629.2

SRX202160 117 266 18% 6e-40 60.00% 441 SRA:SRR610305.244830.2

SRX202160 136 178 10% 1e-38 77.78% 360 SRA:SRR610305.736053.2

SRX202160 139 139 8% 3e-38 80.49% 298 SRA:SRR610305.350008.2

SRX202160 135 135 9% 8e-37 65.26% 306 SRA:SRR610305.393793.2

SRX202160 101 191 13% 2e-36 66.20% 433 SRA:SRR610305.189814.2

SRX202160 122 170 10% 4e-36 78.38% 410 SRA:SRR610305.232597.2

SRX202160 135 258 14% 5e-36 87.50% 468 SRA:SRR610305.204499.2

SRX202160 134 134 8% 1e-35 68.27% 449 SRA:SRR610305.213632.2

SRX202160 132 132 7% 1e-35 84.51% 344 SRA:SRR610305.767547.2

SRX202160 130 130 6% 7e-35 95.31% 280 SRA:SRR610305.83961.2

SRX202160 129 129 8% 7e-35 72.73% 258 SRA:SRR610305.716410.2

SRX202160 128 128 8% 2e-34 70.59% 261 SRA:SRR610305.326762.2

SRX202160 127 166 10% 2e-34 95.08% 199 SRA:SRR610305.63226.2

SRX202160 82.4 162 13% 6e-34 48.68% 412 SRA:SRR610305.585142.2

SRX202160 128 128 12% 9e-34 50.41% 398 SRA:SRR610305.144057.2

SRX202160 126 126 8% 2e-33 71.25% 316 SRA:SRR610305.637738.2

SRX202160 127 127 13% 6e-33 45.77% 465 SRA:SRR610305.244045.2

SRX202160 124 124 6% 8e-33 87.30% 327 SRA:SRR610305.272757.2
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Query Cover
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
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

Accession

SRX202160 126 126 6% 1e-32 95.16% 485 SRA:SRR610305.133655.2

SRX202160 125 125 6% 2e-32 92.19% 453 SRA:SRR610305.231346.2

SRX202160 123 123 8% 2e-32 70.37% 320 SRA:SRR610305.691564.2

SRX202160 122 122 7% 3e-32 72.60% 274 SRA:SRR610305.406882.2

SRX202160 102 153 10% 3e-31 69.23% 344 SRA:SRR610305.677355.2

SRX202160 120 209 17% 7e-31 79.17% 442 SRA:SRR610305.49279.2

SRX202160 119 119 10% 1e-30 57.73% 400 SRA:SRR610305.180913.2

SRX202160 116 193 14% 2e-30 53.12% 434 SRA:SRR610305.219525.2

SRX202160 117 117 8% 2e-30 70.59% 271 SRA:SRR610305.33690.2

SRX202160 115 167 7% 6e-30 86.44% 245 SRA:SRR610305.624115.2

SRX202160 117 117 6% 9e-30 90.00% 414 SRA:SRR610305.246371.2

SRX202160 113 113 6% 2e-29 94.83% 175 SRA:SRR610305.15666.2

SRX202160 113 113 7% 6e-29 77.94% 312 SRA:SRR610305.496280.2

SRX202160 112 112 9% 7e-29 57.30% 276 SRA:SRR610305.417286.2

SRX202160 113 113 9% 2e-28 57.30% 401 SRA:SRR610305.76737.2

SRX202160 98.6 142 10% 5e-28 73.68% 308 SRA:SRR610305.482048.2

SRX202160 106 106 10% 2e-26 56.07% 335 SRA:SRR610305.304253.2

SRX202160 106 106 5% 4e-26 94.23% 373 SRA:SRR610305.279398.2

SRX202160 104 104 8% 8e-26 62.03% 323 SRA:SRR610305.650681.2

SRX202160 102 102 7% 3e-25 64.29% 256 SRA:SRR610305.627443.2

SRX202160 101 101 6% 9e-25 81.67% 317 SRA:SRR610305.193684.2

SRX202160 79.3 130 10% 3e-24 94.74% 515 SRA:SRR610305.303934.2

SRX202160 98.2 98.2 5% 4e-24 93.75% 190 SRA:SRR610305.379792.2

SRX202160 66.2 166 10% 5e-24 59.57% 321 SRA:SRR610305.308767.2

SRX202160 88.6 129 6% 5e-24 92.68% 316 SRA:SRR610305.637237.2

SRX202160 97.1 97.1 5% 1e-23 77.36% 163 SRA:SRR610305.518233.2

SRX202160 98.2 98.2 15% 6e-23 33.55% 442 SRA:SRR610305.744412.2

SRX202160 96.3 164 10% 7e-23 50.00% 336 SRA:SRR610305.602632.2

SRX202160 90.9 90.9 5% 1e-21 81.25% 173 SRA:SRR610305.507110.2

SRX202160 92.8 175 10% 1e-21 55.21% 344 SRA:SRR610305.243725.2
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Alignments
Alignment view Pairwise   CDS feature Restore defaults

SRX202160
Sequence ID: SRA:SRR610305.479185.2 Length: 450 Number of Matches: 1
Range 1: 13 to 450

Score Expect Method Identities Positives Gaps Frame

280 bits(715) 8e-88() Compositional matrix adjust. 129/146(88%) 141/146(96%) 0/146(0%) +1

Query  190  SFPPKCIRECAKVSSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSG  249
            +F PKCIREC+ VSS EHGKVN+PS ++IEGATLRFSCDSPYYLIGQETLTCQGNGQWSG
Sbjct  13   AFHPKCIRECSMVSSLEHGKVNSPSADLIEGATLRFSCDSPYYLIGQETLTCQGNGQWSG  192

Query  250  QIPQCKKLVFCPDLDPVNHAEHQVKIGVEQKYGQFPQGTEVTYTCSGNYFLMGFNTLKCN  309
            QIPQC+KLVFCPDLDPV+HAEHQVKIG+EQKYGQFPQGTEVTYTC+GNYFLMG +TLKCN
Sbjct  193  QIPQCQKLVFCPDLDPVSHAEHQVKIGLEQKYGQFPQGTEVTYTCTGNYFLMGLDTLKCN  372

Query  310  PDGSWSGSQPSCVKVADREVDCDSKA  335
            PDGSWSG+QPSCVKVADREV+CDSKA
Sbjct  373  PDGSWSGTQPSCVKVADREVNCDSKA  450

SRX202160
Sequence ID: SRA:SRR610305.232327.2 Length: 465 Number of Matches: 1
Range 1: 31 to 462

Score Expect Method Identities Positives Gaps Frame

270 bits(689) 5e-84() Compositional matrix adjust. 128/144(89%) 138/144(95%) 0/144(0%) -1

Query  849  LEIHVNPNYDPGNLNFDIALIQLKTPVTLTTRVQPICLPTDITTREHLKEGTLAVVTGWG  908
            +EIHVNPNYDPGNLNFDIALIQLKT V LTTRVQPIC PTD+TTRE+LKEG LAVVTGWG
Sbjct  462  IEIHVNPNYDPGNLNFDIALIQLKTSVALTTRVQPICPPTDLTTRENLKEGALAVVTGWG  283

Query  909  LNENNTYSEMIQQAVLPVVAASTCEEGYKEADLPLTVTENMFCAGYKKGRYDACSGDSGG  968
            LNENNTYSEMIQQAVLPVVAASTCE+GY+++ LPLTVTENMFCAGYK+GRYDACSGDSGG
Sbjct  282  LNENNTYSEMIQQAVLPVVAASTCEQGYQDSGLPLTVTENMFCAGYKQGRYDACSGDSGG  103

Query  969  PLVFADDSRTERRWVLEGIVSWGS  992
            PLVFADDSRT+RRWVLEGIVS G+
Sbjct  102  PLVFADDSRTDRRWVLEGIVS*GT  31

SRX202160
Sequence ID: SRA:SRR610305.180089.2 Length: 478 Number of Matches: 1
Range 1: 1 to 426

Score Expect Method Identities Positives Gaps Frame

264 bits(674) 8e-82() Compositional matrix adjust. 127/143(89%) 133/143(93%) 1/143(0%) +1

Query  337  DFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGGAVHVVNNG  396
            DFLDDVGE VRIHCPAGCSLTAG VWGTAIYHELSSVCRAAIHAGK+PNSGGAVHVVNNG
Sbjct  1    DFLDDVGEAVRIHCPAGCSLTAGAVWGTAIYHELSSVCRAAIHAGKVPNSGGAVHVVNNG  180

Query  397  PYSDFLGSDLNGIKSEELKSLARSFRFDYVSSSTAGRSGCPDGWFEVEENCVYVTSKQRA  456
            PYSDFL SDLNGIKSEE K+  RSFRFDYV S  + +SGCPDGWFE+EENCVYVTSKQRA
Sbjct  181  PYSDFLASDLNGIKSEESKTRIRSFRFDYVGSPVS-KSGCPDGWFEIEENCVYVTSKQRA  357

Query  457  WERAQGVCTNMAARLAVLDKDLI  479
            WERAQGVCTNMAARLAVLDKD+I
Sbjct  358  WERAQGVCTNMAARLAVLDKDVI  426

SRX202160
Sequence ID: SRA:SRR610305.301708.2 Length: 515 Number of Matches: 1
Range 1: 58 to 513

Score Expect Method Identities Positives Gaps Frame

258 bits(658) 2e-79() Compositional matrix adjust. 133/157(85%) 142/157(90%) 5/157(3%) -3
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Query  2    VLASFLVSGLVLGILAQQMRPVQSRGVDLGLCDETRFECKCGDPGYVFNVPMKQCTYFYR  61
            VLASFLVSGLVLG+LAQQM PVQSRGVDLGLCD+TRFECKCGDPGY FNVP KQCTYFYR
Sbjct  513  VLASFLVSGLVLGLLAQQMHPVQSRGVDLGLCDDTRFECKCGDPGYXFNVPAKQCTYFYR  334

Query  62   WRPYCKPCDDLEAKDICPKYKRCQECKAGLDSCVTCPPNKYGTWCSGECQCKNGGICDQR  121
            WRPYCKPCD LEAKD+CPKYKRCQEC+AGLDSCV+CPPNKYGTWCSGECQCKNGGICDQR
Sbjct  333  WRPYCKPCDKLEAKDVCPKYKRCQECRAGLDSCVSCPPNKYGTWCSGECQCKNGGICDQR  154

Query  122  TGACTCRDRYEGAHCEILKGCPLLPSDSQVQEVRNPP  158
            TGACTCRDRYEG HCEIL+    +P+  Q   +RN P
Sbjct  153  TGACTCRDRYEGVHCEILQR--FVPTYLQ---IRNTP  58

SRX202160
Sequence ID: SRA:SRR610305.137101.2 Length: 433 Number of Matches: 2
Range 1: 30 to 431

Score Expect Method Identities Positives Gaps Frame

253 bits(647) 3e-78() Compositional matrix adjust. 118/134(88%) 129/134(96%) 0/134(0%) +3

Query  138  ILKGCPLLPSDSQVQEVRNPPDNPQTIDYSCSPGFKLKGVARISCLPNGQWSSFPPKCIR  197
            IL+GCPLL SD QVQEV+NPP++PQTIDYSCSPGFKLKGVARI+CLPNGQWSSFPPKCIR
Sbjct  30   ILQGCPLLQSDPQVQEVKNPPNDPQTIDYSCSPGFKLKGVARITCLPNGQWSSFPPKCIR  209

Query  198  ECAKVSSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKL  257
            EC+ VSS EHGKVN+PS ++IEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQC+KL
Sbjct  210  ECSMVSSLEHGKVNSPSADLIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCQKL  389

Query  258  VFCPDLDPVNHAEH  271
            VFCPDLDPV+HAEH
Sbjct  390  VFCPDLDPVSHAEH  431

Range 2: 57 to 392

Score Expect Method Identities Positives Gaps Frame

57.0 bits(136) 1e-08() Compositional matrix adjust. 36/123(29%) 56/123(45%) 11/123(8%) +3

Query  203  SSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLVFCPD  262
            S P+  +V  P     +  T+ +SC   + L G   +TC  NGQWS   P+C +   C  
Sbjct  57   SDPQVQEVKNPPN---DPQTIDYSCSPGFKLKGVARITCLPNGQWSSFPPKCIRE--CSM  221

Query  263  LDPVNHAEHQVKIGVEQKYGQFPQGTEVTYTCSGNYFLMGFNTLKCNPDGSWSGSQPSCV  322
            +  + H +      V        +G  + ++C   Y+L+G  TL C  +G WSG  P C 
Sbjct  222  VSSLEHGK------VNSPSADLIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCQ  383

Query  323  KVA  325
            K+ 
Sbjct  384  KLV  392

SRX202160
Sequence ID: SRA:SRR610305.122589.2 Length: 465 Number of Matches: 1
Range 1: 39 to 446

Score Expect Method Identities Positives Gaps Frame

241 bits(616) 1e-73() Compositional matrix adjust. 124/136(91%) 132/136(97%) 0/136(0%) +3

Query  777  QAGISRWLADHNMWFLQCGGSLLNEKWIVTAAHCVTYSATAEIIDPSQFKIYLGKyyrdd  836
            ++GISRWLADHNMWFLQCGG+LLNEKWI+TAAHCVTYSATAEIIDPSQFK YLGKYYRDD
Sbjct  39   RSGISRWLADHNMWFLQCGGALLNEKWIITAAHCVTYSATAEIIDPSQFKFYLGKYYRDD  218

Query  837  srdddyVQVREALEIHVNPNYDPGNLNFDIALIQLKTPVTLTTRVQPICLPTDITTREHL  896
            S+DDDYVQVREA+EIHVNPNYDPGNLNFDIALIQLKT V LTTRVQPICLPTD+TTRE+L
Sbjct  219  SKDDDYVQVREAIEIHVNPNYDPGNLNFDIALIQLKTSVALTTRVQPICLPTDLTTRENL  398

Query  897  KEGTLAVVTGWGLNEN  912
            KEG LAVVTGWGLNEN
Sbjct  399  KEGALAVVTGWGLNEN  446

SRX202160
Sequence ID: SRA:SRR610305.60037.2 Length: 382 Number of Matches: 1
Range 1: 19 to 381
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Score Expect Method Identities Positives Gaps Frame

238 bits(607) 8e-73() Compositional matrix adjust. 112/121(93%) 117/121(96%) 0/121(0%) +1

Query  691  SSQPSTVDLASKVKLPEGHYRVGSRAIYTCESRYYELLGSQGRRCDSNGNWSGRPASCIP  750
            S+ PSTVDL+SKVKLPEG YRVGS+AIYTCESRYYELLGSQGRRCDSNG WSGRPASCIP
Sbjct  19   SAPPSTVDLSSKVKLPEGRYRVGSQAIYTCESRYYELLGSQGRRCDSNGKWSGRPASCIP  198

Query  751  VCGRSDSPRSPFIWNGNSTEIGQWPWQAGISRWLADHNMWFLQCGGSLLNEKWIVTAAHC  810
            VCGRSDSPRSPFI NGNSTEIGQWPWQAGISRWLADHNMWFLQCGG+LLNEKWI+TAAHC
Sbjct  199  VCGRSDSPRSPFIVNGNSTEIGQWPWQAGISRWLADHNMWFLQCGGALLNEKWIITAAHC  378

Query  811  V  811
            V
Sbjct  379  V  381

SRX202160
Sequence ID: SRA:SRR610305.120947.2 Length: 467 Number of Matches: 3
Range 1: 3 to 389

Score Expect Method Identities Positives Gaps Frame

236 bits(603) 4e-72(2) Compositional matrix adjust. 110/129(85%) 123/129(95%) 0/129(0%) -1

Query  139  LKGCPLLPSDSQVQEVRNPPDNPQTIDYSCSPGFKLKGVARISCLPNGQWSSFPPKCIRE  198
            L+GC LL SD QVQEV+NPP++PQTIDYSCSPGFKLKG+ARI+CLPNGQWSSFPPKCIRE
Sbjct  389  LQGCLLLQSDPQVQEVKNPPNDPQTIDYSCSPGFKLKGMARITCLPNGQWSSFPPKCIRE  210

Query  199  CAKVSSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLV  258
            C+ VSS EHGK+N+PS ++IEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQC+KLV
Sbjct  209  CSMVSSLEHGKINSPSADLIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCQKLV  30

Query  259  FCPDLDPVN  267
            FCPDLDPV+
Sbjct  29   FCPDLDPVS  3

Range 2: 383 to 457

Score Expect Method Identities Positives Gaps Frame

53.5 bits(127) 4e-72(2) Composition-based stats. 22/25(88%) 22/25(88%) 0/25(0%) -2

Query  116  GICDQRTGACTCRDRYEGAHCEILK  140
            GICD RTGACTCRDRYEG HCEI K
Sbjct  457  GICDHRTGACTCRDRYEGVHCEIFK  383

Range 3: 30 to 365

Score Expect Method Identities Positives Gaps Frame

57.4 bits(137) 9e-09() Compositional matrix adjust. 36/123(29%) 56/123(45%) 11/123(8%) -1

Query  203  SSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLVFCPD  262
            S P+  +V  P     +  T+ +SC   + L G   +TC  NGQWS   P+C +     +
Sbjct  365  SDPQVQEVKNPPN---DPQTIDYSCSPGFKLKGMARITCLPNGQWSSFPPKCIR-----E  210

Query  263  LDPVNHAEHQVKIGVEQKYGQFPQGTEVTYTCSGNYFLMGFNTLKCNPDGSWSGSQPSCV  322
               V+  EH     +        +G  + ++C   Y+L+G  TL C  +G WSG  P C 
Sbjct  209  CSMVSSLEHG---KINSPSADLIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCQ  39

Query  323  KVA  325
            K+ 
Sbjct  38   KLV  30

SRX202160
Sequence ID: SRA:SRR610305.155304.2 Length: 499 Number of Matches: 1
Range 1: 1 to 381

Score Expect Method Identities Positives Gaps Frame

236 bits(603) 9e-72() Compositional matrix adjust. 119/127(94%) 124/127(97%) 0/127(0%) -2

Query  1    MVLASFLVSGLVLGILAQQMRPVQSRGVDLGLCDETRFECKCGDPGYVFNVPMKQCTYFY  60
            MVLASFLVSGLVLG+LAQQM PVQSRGVDLGLCD+TRFECKCGDPGYVFNVP KQCTYFY
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Sbjct  381  MVLASFLVSGLVLGLLAQQMHPVQSRGVDLGLCDDTRFECKCGDPGYVFNVPAKQCTYFY  202

Query  61   RWRPYCKPCDDLEAKDICPKYKRCQECKAGLDSCVTCPPNKYGTWCSGECQCKNGGICDQ  120
            RWRPYCKPCD LEAKD+CPKYKRCQEC+AGLDSCV+CPPNKYGTWCSGECQCKNGGICDQ
Sbjct  201  RWRPYCKPCDKLEAKDVCPKYKRCQECRAGLDSCVSCPPNKYGTWCSGECQCKNGGICDQ  22

Query  121  RTGACTC  127
            RTGACTC
Sbjct  21   RTGACTC  1

SRX202160
Sequence ID: SRA:SRR610305.132002.2 Length: 472 Number of Matches: 2
Range 1: 107 to 472

Score Expect Method Identities Positives Gaps Frame

233 bits(595) 1e-70() Compositional matrix adjust. 113/122(93%) 120/122(98%) 1/122(0%) +2

Query  322  VKVADREVDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAG  381
            +KVADREV+CDSKAVDFLDDVGEPV+IHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAG
Sbjct  107  LKVADREVNCDSKAVDFLDDVGEPVKIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAG  286

Query  382  KLPNSGGAVHVVNNGPYSDFLGSDLNGIKSEELKSLARSFRFDYVSSSTA-GRSGCPDGW  440
            K+PNSGGAVHVVNNGPYSDFL SDLNGIKS+ELKSLA+SFRFDYVSSSTA G+SGCPDGW
Sbjct  287  KVPNSGGAVHVVNNGPYSDFLASDLNGIKSDELKSLAQSFRFDYVSSSTAGGKSGCPDGW  466

Query  441  FE  442
            FE
Sbjct  467  FE  472

Range 2: 40 to 111

Score Expect Method Identities Positives Gaps Frame

49.7 bits(117) 5e-06() Compositional matrix adjust. 21/24(88%) 23/24(95%) 0/24(0%) +1

Query  300  LMGFNTLKCNPDGSWSGSQPSCVK  323
            LMG +TLKCNPDGSWSG+QPSCVK
Sbjct  40   LMGLDTLKCNPDGSWSGTQPSCVK  111

SRX202160
Sequence ID: SRA:SRR610305.92503.2 Length: 388 Number of Matches: 2
Range 1: 2 to 370

Score Expect Method Identities Positives Gaps Frame

226 bits(575) 2e-68() Compositional matrix adjust. 106/123(86%) 117/123(95%) 0/123(0%) -1

Query  136  CEILKGCPLLPSDSQVQEVRNPPDNPQTIDYSCSPGFKLKGVARISCLPNGQWSSFPPKC  195
            CEIL+GCPLL SD QVQEV+NPP++PQTIDYSCSPGFKLKG+ARI+CLPNGQWSSFPPKC
Sbjct  370  CEILQGCPLLQSDPQVQEVKNPPNDPQTIDYSCSPGFKLKGMARITCLPNGQWSSFPPKC  191

Query  196  IRECAKVSSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCK  255
            IREC+ VSS EHGKVN+PS ++IEGA LRFSCDSPYYLIGQETLTCQGNGQWSGQIPQC+
Sbjct  190  IRECSMVSSLEHGKVNSPSADLIEGAILRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCQ  11

Query  256  KLV  258
            KLV
Sbjct  10   KLV  2

Range 2: 2 to 337

Score Expect Method Identities Positives Gaps Frame

57.4 bits(137) 6e-09() Compositional matrix adjust. 37/123(30%) 56/123(45%) 11/123(8%) -1

Query  203  SSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLVFCPD  262
            S P+  +V  P     +  T+ +SC   + L G   +TC  NGQWS   P+C +     +
Sbjct  337  SDPQVQEVKNPPN---DPQTIDYSCSPGFKLKGMARITCLPNGQWSSFPPKCIR-----E  182

Query  263  LDPVNHAEHQVKIGVEQKYGQFPQGTEVTYTCSGNYFLMGFNTLKCNPDGSWSGSQPSCV  322
               V+  EH     V        +G  + ++C   Y+L+G  TL C  +G WSG  P C 
Sbjct  181  CSMVSSLEHG---KVNSPSADLIEGAILRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCQ  11

Query  323  KVA  325
            K+ 
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Sbjct  10   KLV  2

SRX202160
Sequence ID: SRA:SRR610305.169430.2 Length: 464 Number of Matches: 1
Range 1: 1 to 429

Score Expect Method Identities Positives Gaps Frame

225 bits(574) 8e-68() Compositional matrix adjust. 134/143(94%) 138/143(96%) 0/143(0%) +1

Query  655  PPSRTNSISRVGSPFlrlprlplplaraakpppkprSSQPSTVDLASKVKLPEGHYRVGS  714
            PPSRTNSISRVGSPFLRLPRLPLPLARAA PPPKPRS+ PSTVDL+SKVKLPEGHYRVG 
Sbjct  1    PPSRTNSISRVGSPFLRLPRLPLPLARAAGPPPKPRSAPPSTVDLSSKVKLPEGHYRVGP  180

Query  715  RAIYTCESRYYELLGSQGRRCDSNGNWSGRPASCIPVCGRSDSPRSPFIWNGNSTEIGQW  774
            +AIYTCESRYYELLGSQGRRCDSNG WSGRPASCIPVCGRSDSPRSPFI NGNSTEIGQW
Sbjct  181  QAIYTCESRYYELLGSQGRRCDSNGKWSGRPASCIPVCGRSDSPRSPFIVNGNSTEIGQW  360

Query  775  PWQAGISRWLADHNMWFLQCGGS  797
            PWQAGISRWLADHNMWFLQCGG+
Sbjct  361  PWQAGISRWLADHNMWFLQCGGA  429

SRX202160
Sequence ID: SRA:SRR610305.189719.2 Length: 367 Number of Matches: 1
Range 1: 32 to 367

Score Expect Method Identities Positives Gaps Frame

214 bits(544) 5e-64() Compositional matrix adjust. 101/112(90%) 108/112(96%) 0/112(0%) +2

Query  857  YDPGNLNFDIALIQLKTPVTLTTRVQPICLPTDITTREHLKEGTLAVVTGWGLNENNTYS  916
            YDPGNLNFDIALIQLKT V LTTRVQPICLPTD+TTRE+LKEG LAVVTGWGLNENNTYS
Sbjct  32   YDPGNLNFDIALIQLKTSVALTTRVQPICLPTDLTTRENLKEGALAVVTGWGLNENNTYS  211

Query  917  EMIQQAVLPVVAASTCEEGYKEADLPLTVTENMFCAGYKKGRYDACSGDSGG  968
            EMIQQAVLPVVAASTCE+GY+++ LPLTVTENMFCAGYK+GRYDACSGDSGG
Sbjct  212  EMIQQAVLPVVAASTCEQGYQDSGLPLTVTENMFCAGYKQGRYDACSGDSGG  367

SRX202160
Sequence ID: SRA:SRR610305.210950.2 Length: 469 Number of Matches: 1
Range 1: 10 to 429

Score Expect Method Identities Positives Gaps Frame

215 bits(547) 5e-64() Compositional matrix adjust. 131/140(94%) 135/140(96%) 0/140(0%) +1

Query  627  WSAPKPRCIKVITCQNPPVPSYGSVEIKPPSRTNSISRVGSPFlrlprlplplaraakpp  686
            WSAPKPRCIKVITCQ PPVPSYGSV+IKPPSRTNSISRVGSPFLRLPRLPLPLARAA PP
Sbjct  10   WSAPKPRCIKVITCQTPPVPSYGSVDIKPPSRTNSISRVGSPFLRLPRLPLPLARAAGPP  189

Query  687  pkprSSQPSTVDLASKVKLPEGHYRVGSRAIYTCESRYYELLGSQGRRCDSNGNWSGRPA  746
            PKPRS+ PSTVDL+SKVKLPEGHYRVGS+AIYTCESRYYELLGSQGRRCDSNG WSGRPA
Sbjct  190  PKPRSAPPSTVDLSSKVKLPEGHYRVGSQAIYTCESRYYELLGSQGRRCDSNGKWSGRPA  369

Query  747  SCIPVCGRSDSPRSPFIWNG  766
            SCIPVCGRSDSPRSPFI NG
Sbjct  370  SCIPVCGRSDSPRSPFIVNG  429

SRX202160
Sequence ID: SRA:SRR610305.194753.2 Length: 522 Number of Matches: 1
Range 1: 29 to 379

Score Expect Method Identities Positives Gaps Frame

211 bits(537) 2e-62() Compositional matrix adjust. 107/117(91%) 113/117(96%) 0/117(0%) -3

Query  1    MVLASFLVSGLVLGILAQQMRPVQSRGVDLGLCDETRFECKCGDPGYVFNVPMKQCTYFY  60
            MVLASFLVSGLVLG+LAQQM PVQSRGVDLGLCD+TRFECKCGDPGYVFNVP KQCTYF 
Sbjct  379  MVLASFLVSGLVLGLLAQQMHPVQSRGVDLGLCDDTRFECKCGDPGYVFNVPAKQCTYFC  200

Query  61   RWRPYCKPCDDLEAKDICPKYKRCQECKAGLDSCVTCPPNKYGTWCSGECQCKNGGI  117
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            RWRPYCKPCD LEAKD+CP+YKRCQEC+AGLDSCV+CPPNKYGTWCSGECQCKNGGI
Sbjct  199  RWRPYCKPCDKLEAKDVCPEYKRCQECRAGLDSCVSCPPNKYGTWCSGECQCKNGGI  29

SRX202160
Sequence ID: SRA:SRR610305.133258.2 Length: 460 Number of Matches: 3
Range 1: 92 to 337

Score Expect Method Identities Positives Gaps Frame

162 bits(411) 6e-62(3) Compositional matrix adjust. 75/82(91%) 79/82(96%) 0/82(0%) +2

Query  72   LEAKDICPKYKRCQECKAGLDSCVTCPPNKYGTWCSGECQCKNGGICDQRTGACTCRDRY  131
            LEAKD+CPKYKRCQEC+AGLDSCV+CPPNKYGTWCSGECQCKNGGICDQRTGACTCRDRY
Sbjct  92   LEAKDVCPKYKRCQECRAGLDSCVSCPPNKYGTWCSGECQCKNGGICDQRTGACTCRDRY  271

Query  132  EGAHCEILKGCPLLPSDSQVQE  153
            EG HCEIL+GCPLL SD QVQE
Sbjct  272  EGVHCEILQGCPLLQSDPQVQE  337

Range 2: 337 to 459

Score Expect Method Identities Positives Gaps Frame

80.5 bits(197) 6e-62(3) Compositional matrix adjust. 35/41(85%) 40/41(97%) 0/41(0%) +1

Query  154  VRNPPDNPQTIDYSCSPGFKLKGVARISCLPNGQWSSFPPK  194
            V+NPP++PQTIDYSCSPGFKLKG+ARI+CLPNGQWSS PPK
Sbjct  337  VKNPPNDPQTIDYSCSPGFKLKGMARITCLPNGQWSSLPPK  459

Range 3: 1 to 42

Score Expect Method Identities Positives Gaps Frame

33.5 bits(75) 6e-62(3) Composition-based stats. 13/14(93%) 13/14(92%) 0/14(0%) +1

Query  46  GYVFNVPMKQCTYF  59
           GYVFNVP KQCTYF
Sbjct  1   GYVFNVPAKQCTYF  42

SRX202160
Sequence ID: SRA:SRR610305.183291.2 Length: 404 Number of Matches: 2
Range 1: 1 to 402

Score Expect Method Identities Positives Gaps Frame

207 bits(526) 2e-61() Compositional matrix adjust. 127/134(95%) 130/134(97%) 0/134(0%) +1

Query  653  IKPPSRTNSISRVGSPFlrlprlplplaraakpppkprSSQPSTVDLASKVKLPEGHYRV  712
            IKPPSRTNSISRVGSPFLRLPRLPLPLARAA PPPKPRS+ PSTVDL+SKVKLPEGHYRV
Sbjct  1    IKPPSRTNSISRVGSPFLRLPRLPLPLARAAGPPPKPRSAPPSTVDLSSKVKLPEGHYRV  180

Query  713  GSRAIYTCESRYYELLGSQGRRCDSNGNWSGRPASCIPVCGRSDSPRSPFIWNGNSTEIG  772
            GS+AIYTCESRYYELLGSQGRRCDSNG WSGRPASCIPVCGRSDSPRSPFI NGNSTEIG
Sbjct  181  GSQAIYTCESRYYELLGSQGRRCDSNGKWSGRPASCIPVCGRSDSPRSPFIVNGNSTEIG  360

Query  773  QWPWQAGISRWLAD  786
            QWPWQAGISRWLAD
Sbjct  361  QWPWQAGISRWLAD  402

Range 2: 148 to 288

Score Expect Method Identities Positives Gaps Frame

37.7 bits(86) 0.046() Compositional matrix adjust. 18/47(38%) 27/47(57%) 1/47(2%) +1

Query  209  KVNAPSGNMIEGATLRFSCDSPYY-LIGQETLTCQGNGQWSGQIPQC  254
            KV  P G+   G+   ++C+S YY L+G +   C  NG+WSG+   C
Sbjct  148  KVKLPEGHYRVGSQAIYTCESRYYELLGSQGRRCDSNGKWSGRPASC  288
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SRX202160
Sequence ID: SRA:SRR610305.279849.2 Length: 450 Number of Matches: 1
Range 1: 127 to 450

Score Expect Method Identities Positives Gaps Frame

203 bits(516) 8e-60() Compositional matrix adjust. 93/108(86%) 100/108(92%) 0/108(0%) +1

Query  22   PVQSRGVDLGLCDETRFECKCGDPGYVFNVPMKQCTYFYRWRPYCKPCDDLEAKDICPKY  81
            PVQSRGVD+GLCD+TRFECKCGDPGYVFNVP+KQCTYFYRWRPYCKPCD LEAKD+CPKY
Sbjct  127  PVQSRGVDVGLCDDTRFECKCGDPGYVFNVPVKQCTYFYRWRPYCKPCDKLEAKDVCPKY  306

Query  82   KRCQECKAGLDSCVTCPPNKYGTWCSGECQCKNGGICDQRTGACTCRD  129
            KRCQEC+AGLDSCV CPPN+YGTWCSGECQCKNG    +  GACTCRD
Sbjct  307  KRCQECRAGLDSCVICPPNRYGTWCSGECQCKNGVFVTRGQGACTCRD  450

SRX202160
Sequence ID: SRA:SRR610305.195808.2 Length: 395 Number of Matches: 1
Range 1: 66 to 395

Score Expect Method Identities Positives Gaps Frame

195 bits(496) 2e-57() Compositional matrix adjust. 99/110(90%) 106/110(96%) 0/110(0%) +3

Query  1    MVLASFLVSGLVLGILAQQMRPVQSRGVDLGLCDETRFECKCGDPGYVFNVPMKQCTYFY  60
            MVL SFLVSGLVLG+LAQQMRPVQSRGVD+GLCD+TRFECK GDPGYVFNVP+KQCTYFY
Sbjct  66   MVLTSFLVSGLVLGLLAQQMRPVQSRGVDVGLCDDTRFECKRGDPGYVFNVPVKQCTYFY  245

Query  61   RWRPYCKPCDDLEAKDICPKYKRCQECKAGLDSCVTCPPNKYGTWCSGEC  110
            RWRPYCKPCD LEAKD+CPKYKRCQEC+AGLDSCV CPPN+YGTWCSGEC
Sbjct  246  RWRPYCKPCDKLEAKDVCPKYKRCQECRAGLDSCVICPPNRYGTWCSGEC  395

SRX202160
Sequence ID: SRA:SRR610305.192653.2 Length: 496 Number of Matches: 2
Range 1: 1 to 357

Score Expect Method Identities Positives Gaps Frame

181 bits(459) 3e-57(2) Composition-based stats. 89/119(75%) 106/119(89%) 0/119(0%) -2

Query  789  MWFLQCGGSLLNEKWIVTAAHCVTYSATAEIIDPSQFKIYLGKyyrddsrdddyVQVREA  848
            +WF+ CGGSLLNEKW++TAAHCVTYS+TA +I+PSQFKIYLGKYYR+D +DD+YVQ++E 
Sbjct  357  VWFILCGGSLLNEKWVITAAHCVTYSSTAFLIEPSQFKIYLGKYYRNDDKDDEYVQIKEV  178

Query  849  LEIHVNPNYDPGNLNFDIALIQLKTPVTLTTRVQPICLPTDITTREHLKEGTLAVVTGW  907
             EIHVNP YDP   N DIALI+LK PV LTTRV+P+CLPTD+TTRE+LKEGT AVVTGW
Sbjct  177  REIHVNPFYDPATFNSDIALIRLKNPVILTTRVKPVCLPTDLTTRENLKEGTKAVVTGW  1

Range 2: 354 to 491

Score Expect Method Identities Positives Gaps Frame

59.3 bits(142) 3e-57(2) Compositional matrix adjust. 28/47(60%) 32/47(68%) 1/47(2%) -3

Query  743  GRPASCIPVCGRSDSPRSPFIWNGNSTEIGQWPWQAGISRWLADHNM  789
            GRPASCIPVC    +P  PFI NG  T+IGQWPW AGI+RW  +   
Sbjct  491  GRPASCIPVC-DDQTPSLPFIINGVVTDIGQWPWHAGIARWYPEQKF  354

SRX202160
Sequence ID: SRA:SRR610305.282736.2 Length: 457 Number of Matches: 1
Range 1: 23 to 451

Score Expect Method Identities Positives Gaps Frame

194 bits(494) 8e-57() Compositional matrix adjust. 90/143(63%) 111/143(77%) 1/143(0%) +2

Query  334  KAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGGAVHVV  393
            KA++ LDDVGEP+RIHCPAGCSLT G+VWGT IY ELSSVCRAAIH+G + NSGG+V V+
Sbjct  23   KAIELLDDVGEPIRIHCPAGCSLTLGSVWGTVIYRELSSVCRAAIHSGIISNSGGSVQVI  202

Query  394  NNGPYSDFLGSDLNGIKSEELKSLARSFRFDYVSSSTAG-RSGCPDGWFEVEENCVYVTS  452
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            NNGPYSDF+ S+  GI S+ L+S A SFR     +   G +  CP GW+++E  C Y+TS
Sbjct  203  NNGPYSDFVASNAYGISSKVLRSQAVSFRLVSTETQHNGNQKECPPGWYQIENKCFYITS  382

Query  453  KQRAWERAQGVCTNMAARLAVLD  475
            K R+W RAQGVC+NMA+ LAVLD
Sbjct  383  KHRSWNRAQGVCSNMASSLAVLD  451

SRX202160
Sequence ID: SRA:SRR610305.159223.2 Length: 469 Number of Matches: 1
Range 1: 3 to 305

Score Expect Method Identities Positives Gaps Frame

193 bits(491) 2e-56() Compositional matrix adjust. 92/101(91%) 98/101(97%) 0/101(0%) +3

Query  920   QQAVLPVVAASTCEEGYKEADLPLTVTENMFCAGYKKGRYDACSGDSGGPLVFADDSRTE  979
             QQAVLPVVAASTCE+GY+++  PLTVTENMFCAGYK+GRYDACSGDSGGPLVFADDSRT+
Sbjct  3     QQAVLPVVAASTCEQGYQDSGSPLTVTENMFCAGYKQGRYDACSGDSGGPLVFADDSRTD  182

Query  980   RRWVLEGIVSWGSPSGCGKANQYGGFTKVNVFLSWIRQFI*  1020
             RRWVLEGIVSWGSPSGCGK NQYGGFTKVNVFLSWIRQFI*
Sbjct  183   RRWVLEGIVSWGSPSGCGKPNQYGGFTKVNVFLSWIRQFI*  305

SRX202160
Sequence ID: SRA:SRR610305.244020.2 Length: 462 Number of Matches: 1
Range 1: 22 to 459

Score Expect Method Identities Positives Gaps Frame

193 bits(490) 3e-56() Compositional matrix adjust. 89/146(61%) 111/146(76%) 1/146(0%) +1

Query  334  KAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGGAVHVV  393
            KA++ LDDVGEP+RIHCPAGCSLT G+VWGT IY ELSSVCRAAIH+G + NSGG+V V+
Sbjct  22   KAIELLDDVGEPIRIHCPAGCSLTLGSVWGTVIYRELSSVCRAAIHSGIISNSGGSVQVI  201

Query  394  NNGPYSDFLGSDLNGIKSEELKSLARSFRFDYVSSSTAGR-SGCPDGWFEVEENCVYVTS  452
            NNGPYSDF+ S+  GI S+ L+S A SFR     +   G+   CP GW+++E  C Y+TS
Sbjct  202  NNGPYSDFVASNAYGISSKVLRSQAVSFRLVSTETQHNGKPKECPPGWYQIENKCFYITS  381

Query  453  KQRAWERAQGVCTNMAARLAVLDKDL  478
            K R+W R QGVC+NMA+ LAVLD  +
Sbjct  382  KXRSWNRVQGVCSNMASSLAVLDSAV  459

SRX202160
Sequence ID: SRA:SRR610305.152419.2 Length: 415 Number of Matches: 2
Range 1: 3 to 305

Score Expect Method Identities Positives Gaps Frame

178 bits(451) 5e-55(2) Composition-based stats. 93/101(92%) 98/101(97%) 0/101(0%) +3

Query  822  PSQFKIYLGKyyrddsrdddyVQVREALEIHVNPNYDPGNLNFDIALIQLKTPVTLTTRV  881
            PSQFK YLGKYYRDDS+DDDYVQVREALEIHVNPNYDPGNLNFDIALIQLKT + LTTRV
Sbjct  3    PSQFKFYLGKYYRDDSKDDDYVQVREALEIHVNPNYDPGNLNFDIALIQLKTSIALTTRV  182

Query  882  QPICLPTDITTREHLKEGTLAVVTGWGLNENNTYSEMIQQA  922
            QPICLPTD+TTRE+LKEGTLAVVTGWGLNENNTYSEMIQQ+
Sbjct  183  QPICLPTDLTTRENLKEGTLAVVTGWGLNENNTYSEMIQQS  305

Range 2: 301 to 414

Score Expect Method Identities Positives Gaps Frame

54.7 bits(130) 5e-55(2) Compositional matrix adjust. 26/38(68%) 33/38(86%) 1/38(2%) +1

Query  921  QAVLPVVAASTCEEGYKEADLPLTVTE-NMFCAGYKKG  957
            +AVLPVVAASTCE+GY+++  PLTVTE N +CAGY +G
Sbjct  301  KAVLPVVAASTCEQGYQDSGSPLTVTENNSYCAGYNQG  414

SRX202160
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Sequence ID: SRA:SRR610305.124202.2 Length: 430 Number of Matches: 1
Range 1: 3 to 425

Score Expect Method Identities Positives Gaps Frame

188 bits(477) 1e-54() Compositional matrix adjust. 86/141(61%) 110/141(78%) 0/141(0%) -3

Query  66   CKPCDDLEAKDICPKYKRCQECKAGLDSCVTCPPNKYGTWCSGECQCKNGGICDQRTGAC  125
            C+PC+D+  +D+CPKYK+C ECK  LD CV+CPPN+YG WC+G C CKNGG C+Q TG C
Sbjct  425  CEPCNDISPEDVCPKYKQCLECKHNLDRCVSCPPNRYGDWCNGVCDCKNGGTCNQETGEC  246

Query  126  TCRDRYEGAHCEILKGCPLLPSDSQVQEVRNPPDNPQTIDYSCSPGFKLKGVARISCLPN  185
             CR R+EG++CEI KGC L  S+  V E R P  NPQTI YSC PGFKL+G +RI CLP+
Sbjct  245  FCRQRFEGSNCEITKGCLLPQSNPGVIEERKPKVNPQTISYSCLPGFKLQGPSRIICLPS  66

Query  186  GQWSSFPPKCIRECAKVSSPE  206
            GQW++ PP CI++CA++S+PE
Sbjct  65   GQWTNLPPSCIQQCARLSAPE  3

SRX202160
Sequence ID: SRA:SRR610305.150040.2 Length: 400 Number of Matches: 1
Range 1: 44 to 394

Score Expect Method Identities Positives Gaps Frame

186 bits(472) 4e-54() Compositional matrix adjust. 82/117(70%) 100/117(85%) 0/117(0%) -1

Query  697  VDLASKVKLPEGHYRVGSRAIYTCESRYYELLGSQGRRCDSNGNWSGRPASCIPVCGRSD  756
            V+   ++ LP+GHY VG++A YTCES+YY+LLGS+GRRC+S+G W GRPASCIPVCGRSD
Sbjct  394  VNPVDQIILPKGHYHVGTQASYTCESQYYKLLGSKGRRCESSGTWGGRPASCIPVCGRSD  215

Query  757  SPRSPFIWNGNSTEIGQWPWQAGISRWLADHNMWFLQCGGSLLNEKWIVTAAHCVTY  813
            SPRSPFI NG  T+IGQWPW AGI+RW  +  +WF+ CGGSLLNEKW++TAAHCVTY
Sbjct  214  SPRSPFIINGVVTDIGQWPWHAGIARWYPEQEVWFILCGGSLLNEKWVITAAHCVTY  44

SRX202160
Sequence ID: SRA:SRR610305.381659.2 Length: 492 Number of Matches: 2
Range 1: 3 to 446

Score Expect Method Identities Positives Gaps Frame

184 bits(467) 6e-53() Compositional matrix adjust. 82/148(55%) 110/148(74%) 0/148(0%) +3

Query  155  RNPPDNPQTIDYSCSPGFKLKGVARISCLPNGQWSSFPPKCIRECAKVSSPEHGKVNAPS  214
            R P  NPQTI YSC PGFKL+G +RI CLP+GQW++ PP CI++CA++S+PEHG+V    
Sbjct  3    RKPKVNPQTISYSCLPGFKLQGPSRIICLPSGQWTNLPPSCIQQCARLSAPEHGEVTFRG  182

Query  215  GNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLVFCPDLDPVNHAEHQVK  274
             +++EGAT  FSCD  YYLIG+ETL+C   GQW G IP C+KL+FCPDL    +   +V 
Sbjct  183  QDLLEGATATFSCDRTYYLIGKETLSCHPGGQWYGDIPSCQKLIFCPDLKGAYNGNIKVD  362

Query  275  IGVEQKYGQFPQGTEVTYTCSGNYFLMG  302
            +  EQ+YGQ+PQG+ VT+ CS N++ +G
Sbjct  363  VSFEQQYGQYPQGSNVTFKCSLNHY*LG  446

Range 2: 27 to 311

Score Expect Method Identities Positives Gaps Frame

56.2 bits(134) 3e-08() Compositional matrix adjust. 33/103(32%) 48/103(46%) 8/103(7%) +3

Query  222  TLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLVFCPDLDPVNHAEHQVKIGVEQKY  281
            T+ +SC   + L G   + C  +GQW+   P C  +  C  L    H E      V  + 
Sbjct  27   TISYSCLPGFKLQGPSRIICLPSGQWTNLPPSC--IQQCARLSAPEHGE------VTFRG  182

Query  282  GQFPQGTEVTYTCSGNYFLMGFNTLKCNPDGSWSGSQPSCVKV  324
                +G   T++C   Y+L+G  TL C+P G W G  PSC K+
Sbjct  183  QDLLEGATATFSCDRTYYLIGKETLSCHPGGQWYGDIPSCQKL  311

SRX202160
Sequence ID: SRA:SRR610305.271769.2 Length: 363 Number of Matches: 3
Range 1: 15 to 230
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Score Expect Method Identities Positives Gaps Frame

123 bits(309) 1e-52(3) Compositional matrix adjust. 59/72(82%) 65/72(90%) 1/72(1%) -2

Query  390  VHVVNNGPYSDFLGSDLNGIKSEELKSLARSFRFDYVSSSTAGR-SGCPDGWFEVEENCV  448
            VHVVNNGPYSDFL SDLNG KS+ELKSLA+SFRFDYVSSSTAGR SGCPDGWFE+EENCV
Sbjct  230  VHVVNNGPYSDFLASDLNGXKSDELKSLAQSFRFDYVSSSTAGRKSGCPDGWFEIEENCV  51

Query  449  YVTSKQRAWERA  460
            YVTSK  +  ++
Sbjct  50   YVTSKTESLGKS  15

Range 2: 232 to 363

Score Expect Method Identities Positives Gaps Frame

90.9 bits(224) 1e-52(3) Compositional matrix adjust. 43/44(98%) 44/44(100%) 0/44(0%) -1

Query  346  VRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGGA  389
            VRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGK+PNSGGA
Sbjct  363  VRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKVPNSGGA  232

Range 3: 2 to 37

Score Expect Method Identities Positives Gaps Frame

31.6 bits(70) 1e-52(3) Composition-based stats. 12/12(100%) 12/12(100%) 0/12(0%) -3

Query  453  KQRAWERAQGVC  464
            KQRAWERAQGVC
Sbjct  37   KQRAWERAQGVC  2

SRX202160
Sequence ID: SRA:SRR610305.232653.2 Length: 448 Number of Matches: 2
Range 1: 2 to 448

Score Expect Method Identities Positives Gaps Frame

174 bits(440) 2e-49() Compositional matrix adjust. 105/157(67%) 119/157(75%) 16/157(10%) +2

Query  812  TYSATAEIIDPSQFKIYLGKyyrddsrdddyVQVREALEIHVNPNYDPGNLNFDIALIQL  871
            TYSATAEIIDPSQFK YLGKYYRDDS+DDDYVQVREA+EIHVNPNYDPGNLNFDIALIQL
Sbjct  2    TYSATAEIIDPSQFKFYLGKYYRDDSKDDDYVQVREAIEIHVNPNYDPGNLNFDIALIQL  181

Query  872  KTPVTLTTRVQPICLPTDITTREHLKE--------GTLAVVTGWGLNENNTYSEMIQQAV  923
            KT V LTTRVQPICLPTD+TTRE+LKE        G     T      +  +  ++QQA 
Sbjct  182  KTSVALTTRVQPICLPTDLTTRENLKEER*RW*QDGV*MKTTHIQR*FSKPFCLLLQQA-  358

Query  924  LPVVAASTCEEGYKEADLPLTVTENMFCAGYKKGRYD  960
                     E+GY+++ LPLTVTEN+ CAGYK+GRYD
Sbjct  359  -------PREQGYQDSGLPLTVTENIVCAGYKQGRYD  448

Range 2: 256 to 360

Score Expect Method Identities Positives Gaps Frame

69.7 bits(169) 5e-13() Composition-based stats. 32/35(91%) 33/35(94%) 0/35(0%) +1

Query  897  KEGTLAVVTGWGLNENNTYSEMIQQAVLPVVAAST  931
            + G LAVVTGWGLNENNTYSEMIQQAVLPVVAAST
Sbjct  256  ERGALAVVTGWGLNENNTYSEMIQQAVLPVVAAST  360

SRX202160
Sequence ID: SRA:SRR610305.330331.2 Length: 255 Number of Matches: 1
Range 1: 1 to 252

Score Expect Method Identities Positives Gaps Frame

169 bits(429) 6e-49() Compositional matrix adjust. 79/84(94%) 82/84(97%) 0/84(0%) +1
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Query  715  RAIYTCESRYYELLGSQGRRCDSNGNWSGRPASCIPVCGRSDSPRSPFIWNGNSTEIGQW  774
            +AIYTCESRYYELLGSQGRRC+SNG WSGRPASCIPVCGRSDSPRSPFI NGNSTEIGQW
Sbjct  1    QAIYTCESRYYELLGSQGRRCNSNGKWSGRPASCIPVCGRSDSPRSPFIVNGNSTEIGQW  180

Query  775  PWQAGISRWLADHNMWFLQCGGSL  798
            PWQAGISRWLADHNMWFLQCGG+L
Sbjct  181  PWQAGISRWLADHNMWFLQCGGAL  252

SRX202160
Sequence ID: SRA:SRR610305.71990.2 Length: 370 Number of Matches: 1
Range 1: 82 to 369

Score Expect Method Identities Positives Gaps Frame

171 bits(433) 7e-49() Compositional matrix adjust. 88/96(92%) 93/96(96%) 0/96(0%) +1

Query  1    MVLASFLVSGLVLGILAQQMRPVQSRGVDLGLCDETRFECKCGDPGYVFNVPMKQCTYFY  60
            MVLASFLVSGLVLG+LAQQM PVQSRGVDLGLCD+TRFECKCGDPGYVFNVP KQCTYFY
Sbjct  82   MVLASFLVSGLVLGLLAQQMHPVQSRGVDLGLCDDTRFECKCGDPGYVFNVPAKQCTYFY  261

Query  61   RWRPYCKPCDDLEAKDICPKYKRCQECKAGLDSCVT  96
            RWRPYCKPCD LEAKD+CPKYKRCQEC+AGLDSCV+
Sbjct  262  RWRPYCKPCDKLEAKDVCPKYKRCQECRAGLDSCVS  369

SRX202160
Sequence ID: SRA:SRR610305.716947.2 Length: 451 Number of Matches: 2
Range 1: 3 to 395

Score Expect Method Identities Positives Gaps Frame

169 bits(428) 9e-49(2) Compositional matrix adjust. 77/131(59%) 99/131(75%) 1/131(0%) +3

Query  329  VDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGG  388
            ++CD+KA++ LDDVGEP+RIHCPAGCSLT G+VWGT IY ELSSVCRAAIH+G + NSGG
Sbjct  3    INCDTKAIELLDDVGEPIRIHCPAGCSLTLGSVWGTVIYRELSSVCRAAIHSGIISNSGG  182

Query  389  AVHVVNNGPYSDFLGSDLNGIKSEELKSLARSFRFDYVSSSTAG-RSGCPDGWFEVEENC  447
            +V V+NNGPYSDF+ S+  GI S+ L+S A SFR     +   G +  CP GW+++E  C
Sbjct  183  SVQVINNGPYSDFVASNAYGISSKVLRSQAVSFRLVSTETQHNGNQKECPPGWYQIENKC  362

Query  448  VYVTSKQRAWE  458
             Y+TSK +  E
Sbjct  363  FYITSKTQKLE  395

Range 2: 379 to 447

Score Expect Method Identities Positives Gaps Frame

43.1 bits(100) 9e-49(2) Composition-based stats. 17/23(74%) 20/23(86%) 0/23(0%) +1

Query  453  KQRAWERAQGVCTNMAARLAVLD  475
            K R+W RAQGVC+NMA+ LAVLD
Sbjct  379  KHRSWNRAQGVCSNMASSLAVLD  447

SRX202160
Sequence ID: SRA:SRR610305.213439.2 Length: 476 Number of Matches: 1
Range 1: 146 to 472

Score Expect Method Identities Positives Gaps Frame

169 bits(428) 9e-48() Compositional matrix adjust. 75/109(69%) 93/109(85%) 0/109(0%) +2

Query  301  MGFNTLKCNPDGSWSGSQPSCVKVADREVDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGT  360
            +G +++ C PDGSWSG QPSCVKVA+  ++CD+KA++ LDDVGEP+RIHCPAGCSLT G+
Sbjct  146  LGKSSITCKPDGSWSGRQPSCVKVAENVINCDTKAIELLDDVGEPIRIHCPAGCSLTLGS  325

Query  361  VWGTAIYHELSSVCRAAIHAGKLPNSGGAVHVVNNGPYSDFLGSDLNGI  409
            VWGT IY ELSSVCRAAIH+G + NSGG+V V+NNGPYSDF+ S+  GI
Sbjct  326  VWGTVIYRELSSVCRAAIHSGIISNSGGSVQVINNGPYSDFVASNAYGI  472
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SRX202160
Sequence ID: SRA:SRR610305.307671.2 Length: 346 Number of Matches: 3
Range 1: 2 to 223

Score Expect Method Identities Positives Gaps Frame

122 bits(307) 2e-47(2) Compositional matrix adjust. 58/74(78%) 65/74(87%) 1/74(1%) +2

Query  184  PNGQWSSFPPKCIR-ECAKVSSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLTCQ  242
            PNGQWSSF  + +  EC+ VSS EHGKVN+PS ++IEGATLRFSCDSPYYLIGQETLTCQ
Sbjct  2    PNGQWSSFSTQMLFVECSMVSSLEHGKVNSPSADLIEGATLRFSCDSPYYLIGQETLTCQ  181

Query  243  GNGQWSGQIPQCKK  256
            GNGQWSGQIPQC+ 
Sbjct  182  GNGQWSGQIPQCQN  223

Range 2: 220 to 345

Score Expect Method Identities Positives Gaps Frame

84.7 bits(208) 2e-47(2) Compositional matrix adjust. 37/42(88%) 41/42(97%) 0/42(0%) +1

Query  256  KLVFCPDLDPVNHAEHQVKIGVEQKYGQFPQGTEVTYTCSGN  297
            +LVFCPDLDPV+HAEHQVKIG+EQKYGQ PQGTEVTYTC+GN
Sbjct  220  ELVFCPDLDPVSHAEHQVKIGLEQKYGQSPQGTEVTYTCTGN  345

Range 3: 5 to 217

Score Expect Method Identities Positives Gaps Frame

40.4 bits(93) 0.003() Compositional matrix adjust. 24/78(31%) 34/78(43%) 7/78(8%) +2

Query  244  NGQWSGQIPQCKKLVFCPDLDPVNHAEHQVKIGVEQKYGQFPQGTEVTYTCSGNYFLMGF  303
            NGQWS    Q    V C  +  + H +      V        +G  + ++C   Y+L+G 
Sbjct  5    NGQWSSFSTQ-MLFVECSMVSSLEHGK------VNSPSADLIEGATLRFSCDSPYYLIGQ  163

Query  304  NTLKCNPDGSWSGSQPSC  321
             TL C  +G WSG  P C
Sbjct  164  ETLTCQGNGQWSGQIPQC  217

SRX202160
Sequence ID: SRA:SRR610305.117350.2 Length: 241 Number of Matches: 1
Range 1: 2 to 241

Score Expect Method Identities Positives Gaps Frame

164 bits(415) 4e-47() Composition-based stats. 73/80(91%) 77/80(96%) 0/80(0%) +2

Query  436  CPDGWFEVEENCVYVTSKQRAWERAQGVCTNMAARLAVLDKDLIPSSLTETLRGKGLTTT  495
            CPDGWFE+EENCVYVTSKQRAWERAQGVCTNMAARLAVLDKD+IPSSLTETLRGKGL TT
Sbjct  2    CPDGWFEIEENCVYVTSKQRAWERAQGVCTNMAARLAVLDKDVIPSSLTETLRGKGLATT  181

Query  496  WIGLHRLDAEKPFVWELMDR  515
            WIGLHRLDA+  F+WELMDR
Sbjct  182  WIGLHRLDADNHFIWELMDR  241

SRX202160
Sequence ID: SRA:SRR610305.263645.2 Length: 315 Number of Matches: 3
Range 1: 9 to 305

Score Expect Method Identities Positives Gaps Frame

163 bits(413) 1e-46() Compositional matrix adjust. 87/99(88%) 94/99(94%) 1/99(1%) +3

Query  539  VYLDI-RDQLQPVWKTKSCFQPSSFACMMDLSDRNKAKCDDPGPLENGHATLHGQSIDGF  597
            VY+ I + QLQPVWKTKSCFQPSSF CMMDLSD+NKAKC+DPGPLENGHA LHGQSIDGF
Sbjct  9    VYIWISKIQLQPVWKTKSCFQPSSFVCMMDLSDKNKAKCNDPGPLENGHAKLHGQSIDGF  188

Query  598  YAGSSIRYSCEVLHYLSGtetvtcttngtWSAPKPRCIK  636
            YAGSS+RYSCEVLHYLSGTETV+CT+NGTWSAPKPRCIK
Sbjct  189  YAGSSVRYSCEVLHYLSGTETVSCTSNGTWSAPKPRCIK  305
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Range 2: 153 to 305

Score Expect Method Identities Positives Gaps Frame

43.9 bits(102) 2e-04() Compositional matrix adjust. 20/51(39%) 32/51(62%) 1/51(1%) +3

Query  207  HGKVNAPSGN-MIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKK  256
            H K++  S +    G+++R+SC+  +YL G ET++C  NG WS   P+C K
Sbjct  153  HAKLHGQSIDGFYAGSSVRYSCEVLHYLSGTETVSCTSNGTWSAPKPRCIK  305

Range 3: 123 to 305

Score Expect Method Identities Positives Gaps Frame

38.9 bits(89) 0.010() Compositional matrix adjust. 19/64(30%) 32/64(50%) 3/64(4%) +3

Query  260  CPDLDPVNHAEHQVKIGVEQKYGQFPQGTEVTYTCSGNYFLMGFNTLKCNPDGSWSGSQP  319
            C D  P+ +   ++     Q    F  G+ V Y+C   ++L G  T+ C  +G+WS  +P
Sbjct  123  CNDPGPLENGHAKLH---GQSIDGFYAGSSVRYSCEVLHYLSGTETVSCTSNGTWSAPKP  293

Query  320  SCVK  323
             C+K
Sbjct  294  RCIK  305

SRX202160
Sequence ID: SRA:SRR610305.296844.2 Length: 456 Number of Matches: 2
Range 1: 6 to 230

Score Expect Method Identities Positives Gaps Frame

125 bits(314) 5e-46(2) Compositional matrix adjust. 55/75(73%) 66/75(88%) 0/75(0%) +3

Query  329  VDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGG  388
            ++CD+KA++ LDDVGEP+RIHCPAGCSLT G+VWGT IY ELSSVCRAAIH+G + NSGG
Sbjct  6    INCDTKAIELLDDVGEPIRIHCPAGCSLTLGSVWGTVIYRELSSVCRAAIHSGIISNSGG  185

Query  389  AVHVVNNGPYSDFLG  403
            +V V+NNGPYS F G
Sbjct  186  SVQVINNGPYSRFCG  230

Range 2: 220 to 450

Score Expect Method Identities Positives Gaps Frame

77.4 bits(189) 5e-46(2) Compositional matrix adjust. 37/77(48%) 50/77(64%) 1/77(1%) +1

Query  400  DFLGSDLNGIKSEELKSLARSFRFDYVSSSTAG-RSGCPDGWFEVEENCVYVTSKQRAWE  458
            DF+ S+  GI S+ L+S A SFR     +   G +  CP GW+++E  C Y+TSK R+W 
Sbjct  220  DFVASNAYGISSKVLRSQAVSFRLVSTETQHNGNQKECPPGWYQIENKCFYITSKHRSWN  399

Query  459  RAQGVCTNMAARLAVLD  475
            RA GVC+N A+ LAVLD
Sbjct  400  RALGVCSNXASSLAVLD  450

SRX202160
Sequence ID: SRA:SRR610305.133991.2 Length: 456 Number of Matches: 2
Range 1: 6 to 248

Score Expect Method Identities Positives Gaps Frame

130 bits(327) 8e-46(2) Compositional matrix adjust. 57/81(70%) 71/81(87%) 0/81(0%) +3

Query  329  VDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGG  388
            ++CD+KA++ L+DVGEP+RIHCPAGCSLT G+VWGT IY ELSSVCRAAIH+G + NSGG
Sbjct  6    INCDTKAIELLNDVGEPIRIHCPAGCSLTLGSVWGTVIYRELSSVCRAAIHSGIISNSGG  185

Query  389  AVHVVNNGPYSDFLGSDLNGI  409
            +V V+NNGPYSDF+ S+  GI
Sbjct  186  SVQVINNGPYSDFVASNAYGI  248

Range 2: 262 to 450
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Score Expect Method Identities Positives Gaps Frame

71.6 bits(174) 8e-46(2) Compositional matrix adjust. 33/63(52%) 43/63(68%) 1/63(1%) +1

Query  414  LKSLARSFRFDYVSSSTAG-RSGCPDGWFEVEENCVYVTSKQRAWERAQGVCTNMAARLA  472
            L+S A SFR     +   G +  CP GW+++E  C Y+TSK R+W RAQGVC+NMA+ LA
Sbjct  262  LRSQAVSFRLVSTETQHNGNQKECPPGWYQIENKCFYITSKHRSWNRAQGVCSNMASSLA  441

Query  473  VLD  475
            VLD
Sbjct  442  VLD  450

SRX202160
Sequence ID: SRA:SRR610305.147146.2 Length: 449 Number of Matches: 1
Range 1: 3 to 263

Score Expect Method Identities Positives Gaps Frame

162 bits(410) 2e-45() Compositional matrix adjust. 79/87(91%) 85/87(97%) 1/87(1%) +3

Query  406  LNGIKSEELKSLARSFRFDYVSSSTAGR-SGCPDGWFEVEENCVYVTSKQRAWERAQGVC  464
            LNGIKS+ELKSLA+SFRFDYVSSSTAGR SGCPDGWFE+EENCVYVT+KQRAWERAQGVC
Sbjct  3    LNGIKSDELKSLAQSFRFDYVSSSTAGRKSGCPDGWFEIEENCVYVTTKQRAWERAQGVC  182

Query  465  TNMAARLAVLDKDLIPSSLTETLRGKG  491
            TNMAARLAVLDK +IPSSLT+TLRGKG
Sbjct  183  TNMAARLAVLDKXVIPSSLTKTLRGKG  263

SRX202160
Sequence ID: SRA:SRR610305.302701.2 Length: 353 Number of Matches: 2
Range 1: 39 to 260

Score Expect Method Identities Positives Gaps Frame

154 bits(388) 2e-45(2) Compositional matrix adjust. 71/74(96%) 72/74(97%) 0/74(0%) +3

Query  725  YELLGSQGRRCDSNGNWSGRPASCIPVCGRSDSPRSPFIWNGNSTEIGQWPWQAGISRWL  784
            YELLGSQGRRCDSNG WSGRPASCIPVCGRSDSPRSPFI NGNSTEIGQWPWQAGISRWL
Sbjct  39   YELLGSQGRRCDSNGKWSGRPASCIPVCGRSDSPRSPFIVNGNSTEIGQWPWQAGISRWL  218

Query  785  ADHNMWFLQCGGSL  798
            ADHNMWFLQCGG+L
Sbjct  219  ADHNMWFLQCGGAL  260

Range 2: 281 to 346

Score Expect Method Identities Positives Gaps Frame

47.4 bits(111) 2e-45(2) Composition-based stats. 21/22(95%) 22/22(100%) 0/22(0%) +2

Query  805  VTAAHCVTYSATAEIIDPSQFK  826
            +TAAHCVTYSATAEIIDPSQFK
Sbjct  281  LTAAHCVTYSATAEIIDPSQFK  346

SRX202160
Sequence ID: SRA:SRR610305.161135.2 Length: 483 Number of Matches: 1
Range 1: 144 to 413

Score Expect Method Identities Positives Gaps Frame

161 bits(408) 5e-45() Compositional matrix adjust. 83/90(92%) 87/90(96%) 0/90(0%) +3

Query  1    MVLASFLVSGLVLGILAQQMRPVQSRGVDLGLCDETRFECKCGDPGYVFNVPMKQCTYFY  60
            MVLASFLVSGLVLG+LAQQM PVQSRGVDLGLCD+TRFECKCGDPGYVFNVP KQCTYFY
Sbjct  144  MVLASFLVSGLVLGLLAQQMHPVQSRGVDLGLCDDTRFECKCGDPGYVFNVPAKQCTYFY  323

Query  61   RWRPYCKPCDDLEAKDICPKYKRCQECKAG  90
            RWRPYCKPCD LEAKD+CPKYKRCQEC+AG
Sbjct  324  RWRPYCKPCDKLEAKDVCPKYKRCQECRAG  413
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SRX202160
Sequence ID: SRA:SRR610305.116683.2 Length: 228 Number of Matches: 1
Range 1: 1 to 228

Score Expect Method Identities Positives Gaps Frame

157 bits(396) 1e-44() Compositional matrix adjust. 74/76(97%) 76/76(100%) 0/76(0%) +1

Query  326  DREVDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPN  385
            DREV+CDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGK+PN
Sbjct  1    DREVNCDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKVPN  180

Query  386  SGGAVHVVNNGPYSDF  401
            SGGAVHVVNNGPYSDF
Sbjct  181  SGGAVHVVNNGPYSDF  228

SRX202160
Sequence ID: SRA:SRR610305.255423.2 Length: 374 Number of Matches: 3
Range 1: 160 to 372

Score Expect Method Identities Positives Gaps Frame

149 bits(377) 6e-44(2) Compositional matrix adjust. 66/71(93%) 69/71(97%) 0/71(0%) -3

Query  67   KPCDDLEAKDICPKYKRCQECKAGLDSCVTCPPNKYGTWCSGECQCKNGGICDQRTGACT  126
            KPCD LEAKD+CPKYKRCQEC+AGLDSCV+CPPNKYGTWCSGECQCKNGGICDQRTGACT
Sbjct  372  KPCDKLEAKDVCPKYKRCQECRAGLDSCVSCPPNKYGTWCSGECQCKNGGICDQRTGACT  193

Query  127  CRDRYEGAHCE  137
            CRDRYEG HCE
Sbjct  192  CRDRYEGVHCE  160

Range 2: 3 to 161

Score Expect Method Identities Positives Gaps Frame

46.2 bits(108) 6e-44(2) Composition-based stats. 25/53(47%) 30/53(56%) 1/53(1%) -1

Query  137  EILKGCPLLPSDSQVQEVRNPPDNPQTIDYSCSPGFK-LKGVARISCLPNGQW  188
            +IL+GCPLL SD QVQEV+                 + LK   RI+CLPNGQW
Sbjct  161  KILQGCPLLQSDPQVQEVKKSTK*STNY*LQLFTRLQALKAWQRITCLPNGQW  3

Range 3: 47 to 106

Score Expect Method Identities Positives Gaps Frame

42.0 bits(97) 0.001() Compositional matrix adjust. 17/20(85%) 20/20(100%) 0/20(0%) -2

Query  155  RNPPDNPQTIDYSCSPGFKL  174
            +NPP++PQTIDYSCSPGFKL
Sbjct  106  KNPPNDPQTIDYSCSPGFKL  47

SRX202160
Sequence ID: SRA:SRR610305.82426.2 Length: 491 Number of Matches: 2
Range 1: 94 to 399

Score Expect Method Identities Positives Gaps Frame

145 bits(365) 4e-43(2) Compositional matrix adjust. 64/102(63%) 83/102(81%) 2/102(1%) +1

Query  693  QPSTVDL--ASKVKLPEGHYRVGSRAIYTCESRYYELLGSQGRRCDSNGNWSGRPASCIP  750
            +PS++++    ++ LP+GHY VG++A YTCES+YY+LLGS+GRRC+S+G W GRPASCIP
Sbjct  94   KPSSLNVNPVDQIILPKGHYHVGTQASYTCESQYYKLLGSKGRRCESSGTWGGRPASCIP  273

Query  751  VCGRSDSPRSPFIWNGNSTEIGQWPWQAGISRWLADHNMWFL  792
            VCGRSDSPRSPFI NG  T+IGQWPW AGI+RW  +  +W  
Sbjct  274  VCGRSDSPRSPFIINGVVTDIGQWPWHAGIARWYPEQEVWLF  399

Range 2: 413 to 490
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Score Expect Method Identities Positives Gaps Frame

48.1 bits(113) 4e-43(2) Composition-based stats. 19/26(73%) 24/26(92%) 0/26(0%) +2

Query  798  LLNEKWIVTAAHCVTYSATAEIIDPS  823
            LLNEKW++TAAHCVTYS+T  +I+PS
Sbjct  413  LLNEKWVITAAHCVTYSSTVFLIEPS  490

SRX202160
Sequence ID: SRA:SRR610305.176373.2 Length: 369 Number of Matches: 2
Range 1: 2 to 367

Score Expect Method Identities Positives Gaps Frame

154 bits(390) 4e-43() Compositional matrix adjust. 72/122(59%) 91/122(74%) 0/122(0%) -3

Query  140  KGCPLLPSDSQVQEVRNPPDNPQTIDYSCSPGFKLKGVARISCLPNGQWSSFPPKCIREC  199
            KGC L  S+  V E R P  NPQTI YSC PGFKL+G +RI CLP+GQW++ PP CI++C
Sbjct  367  KGCLLPQSNPGVIEERKPKVNPQTISYSCLPGFKLQGPSRIICLPSGQWTNLPPSCIQQC  188

Query  200  AKVSSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLVF  259
            A++S+PEHG+V     +++EGAT  FSCD  YYLIG+ETL+C   GQW G IP C+KL+F
Sbjct  187  ARLSAPEHGEVTFRGKDLLEGATATFSCDRTYYLIGKETLSCHPGGQWYGDIPSCQKLIF  8

Query  260  CP  261
            CP
Sbjct  7    CP  2

Range 2: 14 to 310

Score Expect Method Identities Positives Gaps Frame

56.6 bits(135) 1e-08() Compositional matrix adjust. 33/107(31%) 49/107(45%) 8/107(7%) -3

Query  218  IEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLVFCPDLDPVNHAEHQVKIGV  277
            +   T+ +SC   + L G   + C  +GQW+   P C  +  C  L    H E      V
Sbjct  310  VNPQTISYSCLPGFKLQGPSRIICLPSGQWTNLPPSC--IQQCARLSAPEHGE------V  155

Query  278  EQKYGQFPQGTEVTYTCSGNYFLMGFNTLKCNPDGSWSGSQPSCVKV  324
              +     +G   T++C   Y+L+G  TL C+P G W G  PSC K+
Sbjct  154  TFRGKDLLEGATATFSCDRTYYLIGKETLSCHPGGQWYGDIPSCQKL  14

SRX202160
Sequence ID: SRA:SRR610305.499919.2 Length: 447 Number of Matches: 1
Range 1: 2 to 436

Score Expect Method Identities Positives Gaps Frame

154 bits(390) 1e-42() Compositional matrix adjust. 76/145(52%) 97/145(66%) 1/145(0%) -3

Query  357  TAGTVWGTAIYHELSSVCRAAIHAGKLPNSGGAVHVVNNGPYSDFLGSDLNGIKSEELKS  416
            T G+V G      LSSVCRAAIH+G + NSGG+V V+NNGPYSDF+ S+  GI S+ L+S
Sbjct  436  TLGSVLGNRYLS*LSSVCRAAIHSGIISNSGGSVQVINNGPYSDFVASNAYGISSKVLRS  257

Query  417  LARSFRFDYVSSSTAG-RSGCPDGWFEVEENCVYVTSKQRAWERAQGVCTNMAARLAVLD  475
             A SFR     +   G +  CP GW+++E  C Y+TSK R+W RAQGVC+NMA+ LAVLD
Sbjct  256  QAVSFRLVSTETQHNGNQKECPPGWYQIENKCFYITSKHRSWNRAQGVCSNMASSLAVLD  77

Query  476  KDLIPSSLTETLRGKGLTTTWIGLH  500
              +   SL++ L  KGL   WIGL 
Sbjct  76   SAVAQQSLSDILNKKGLVKIWIGLQ  2

SRX202160
Sequence ID: SRA:SRR610305.87460.2 Length: 269 Number of Matches: 1
Range 1: 2 to 268

Score Expect Method Identities Positives Gaps Frame

151 bits(382) 2e-42() Composition-based stats. 81/89(91%) 85/89(95%) 0/89(0%) +2

Query  826  KIYLGKyyrddsrdddyVQVREALEIHVNPNYDPGNLNFDIALIQLKTPVTLTTRVQPIC  885
            K YLGKYYRDDS+DDDYVQVREA+EIHVNPNYDPGNLNFDIALIQLKT V LTTRVQPIC
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Sbjct  2    KFYLGKYYRDDSKDDDYVQVREAIEIHVNPNYDPGNLNFDIALIQLKTSVALTTRVQPIC  181

Query  886  LPTDITTREHLKEGTLAVVTGWGLNENNT  914
            LPTD+TTRE+LKEG LAVVTGWGLNENNT
Sbjct  182  LPTDLTTRENLKEGALAVVTGWGLNENNT  268

SRX202160
Sequence ID: SRA:SRR610305.209724.2 Length: 450 Number of Matches: 2
Range 1: 103 to 366

Score Expect Method Identities Positives Gaps Frame

154 bits(388) 2e-42() Compositional matrix adjust. 80/88(91%) 84/88(95%) 0/88(0%) -1

Query  1    MVLASFLVSGLVLGILAQQMRPVQSRGVDLGLCDETRFECKCGDPGYVFNVPMKQCTYFY  60
            MVLASFLVSGLVLG+LAQQM PVQSRGVD GLCD+TRFECKCGDPGYVFNVP KQCTYFY
Sbjct  366  MVLASFLVSGLVLGLLAQQMHPVQSRGVDPGLCDDTRFECKCGDPGYVFNVPAKQCTYFY  187

Query  61   RWRPYCKPCDDLEAKDICPKYKRCQECK  88
            RWRPYCKPCD LEAKD+CPKYKRCQEC+
Sbjct  186  RWRPYCKPCDKLEAKDVCPKYKRCQECR  103

Range 2: 3 to 131

Score Expect Method Identities Positives Gaps Frame

74.7 bits(182) 9e-15() Compositional matrix adjust. 33/43(77%) 35/43(81%) 0/43(0%) -2

Query  79   PKYKRCQECKAGLDSCVTCPPNKYGTWCSGECQCKNGGICDQR  121
            P     +   AGLDSCV+CPPNKYGTWCSGECQCKNGGICDQR
Sbjct  131  PSTNDVKSVGAGLDSCVSCPPNKYGTWCSGECQCKNGGICDQR  3

SRX202160
Sequence ID: SRA:SRR610305.587240.2 Length: 433 Number of Matches: 2
Range 1: 1 to 210

Score Expect Method Identities Positives Gaps Frame

139 bits(351) 2e-42(2) Compositional matrix adjust. 67/70(96%) 68/70(97%) 0/70(0%) -2

Query  712  VGSRAIYTCESRYYELLGSQGRRCDSNGNWSGRPASCIPVCGRSDSPRSPFIWNGNSTEI  771
            VGS+AIYTCESRYYELLGSQGRRCDSNG WSGRPASCIPVCGRSDSPRSPFI NGNSTEI
Sbjct  210  VGSQAIYTCESRYYELLGSQGRRCDSNGKWSGRPASCIPVCGRSDSPRSPFIVNGNSTEI  31

Query  772  GQWPWQAGIS  781
            GQWPWQAGIS
Sbjct  30   GQWPWQAGIS  1

Range 2: 198 to 431

Score Expect Method Identities Positives Gaps Frame

51.2 bits(121) 2e-42(2) Compositional matrix adjust. 49/80(61%) 57/80(71%) 3/80(3%) -3

Query  637  VITCQNPPVPSYGSVEIKPP-SRTNSISRVGSPFlrlprlplplaraakpppkprSSQPS  695
            VITCQ PPVPSYGSV+  P   + N    V    L +  + LPLARAA PPPKPRS+ PS
Sbjct  431  VITCQTPPVPSYGSVDXNPQVDKLNQSCWVA--ILEVATVTLPLARAAGPPPKPRSAPPS  258

Query  696  TVDLASKVKLPEGHYRVGSR  715
            T+DL+SKVKLPEGHYR G +
Sbjct  257  TMDLSSKVKLPEGHYRWGLK  198

SRX202160
Sequence ID: SRA:SRR610305.193065.2 Length: 460 Number of Matches: 2
Range 1: 125 to 445

Score Expect Method Identities Positives Gaps Frame

154 bits(388) 2e-42() Compositional matrix adjust. 71/110(65%) 85/110(77%) 3/110(2%) -1
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Query  703  VKLPEGHYRVGSRAIYTCESRYYELLGSQGRRCDSNGNWSGRPASCIPVCGRSDSPRSPF  762
            + LP+GHY VG++A YTCES+YY+LLGS+GRRC+S+G W GRPASCIPVCGRSDSPRSPF
Sbjct  445  IVLPKGHYHVGTQASYTCESQYYKLLGSKGRRCESSGTWGGRPASCIPVCGRSDSPRSPF  266

Query  763  IWNGNSTEIGQWPWQAGISRWLADHNMWFLQCGGSLLNEKWIVTAAHCVT  812
            I NG  T+IGQWPW AGI+RW  +  +WF+ CGGS    K      HC T
Sbjct  265  IINGVVTDIGQWPWHAGIARWYPEQEVWFILCGGSFTE*K---VGYHCCT  125

Range 2: 1 to 159

Score Expect Method Identities Positives Gaps Frame

71.6 bits(174) 1e-13() Composition-based stats. 39/53(74%) 49/53(92%) 0/53(0%) -2

Query  798  LLNEKWIVTAAHCVTYSATAEIIDPSQFKIYLGKyyrddsrdddyVQVREALE  850
            LLNEKW++TAAHCVTYS+TA +I+PSQFKIYLGKYYR+D +DD+YVQ++E  E
Sbjct  159  LLNEKWVITAAHCVTYSSTAFLIEPSQFKIYLGKYYRNDDKDDEYVQIKEVRE  1

SRX202160
Sequence ID: SRA:SRR610305.271268.2 Length: 406 Number of Matches: 1
Range 1: 10 to 405

Score Expect Method Identities Positives Gaps Frame

151 bits(382) 6e-42() Compositional matrix adjust. 72/132(55%) 92/132(69%) 2/132(1%) +1

Query  330  DCDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGGA  389
            +CD+KA++ LDDVGEP+RIHCPAGCS T G+VWGT IY ELSSVCRAAIH+G + NSGG+
Sbjct  10   NCDTKAIELLDDVGEPIRIHCPAGCSRTLGSVWGTVIYRELSSVCRAAIHSGIISNSGGS  189

Query  390  VHVVNNGPYSDFLGSDLNGIKSEELKSLARSFRFDYVSSSTAGRSGCPDGWF--EVEENC  447
            V V+NNGPY DF+ S+  GI S+ L+S A SFR     + T  +           ++  C
Sbjct  190  VQVINNGPYPDFVASNAYGISSKVLRSQAVSFRLVSTETLTQWKPKRVSSRMVTRLKNKC  369

Query  448  VYVTSKQRAWER  459
             Y+TSK R+W R
Sbjct  370  FYITSKHRSWNR  405

SRX202160
Sequence ID: SRA:SRR610305.209629.2 Length: 484 Number of Matches: 4
Range 1: 3 to 386

Score Expect Method Identities Positives Gaps Frame

152 bits(383) 1e-41() Compositional matrix adjust. 72/128(56%) 92/128(71%) 0/128(0%) +3

Query  134  AHCEILKGCPLLPSDSQVQEVRNPPDNPQTIDYSCSPGFKLKGVARISCLPNGQWSSFPP  193
            ++CEI KGC L  S+  V E R P  NPQTI YSC PGFKL+G +RI CLP+GQW++ PP
Sbjct  3    SNCEITKGCLLPQSNPGVIEERKPKVNPQTISYSCLPGFKLQGPSRIICLPSGQWTNLPP  182

Query  194  KCIRECAKVSSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQ  253
             CI++CA++S+PEHG+V     +++EGAT  FSCD  YYLIG+ETL+C   GQW G IP 
Sbjct  183  SCIQQCARLSAPEHGEVTFRGKDLLEGATATFSCDRTYYLIGKETLSCHPGGQWYGDIPS  362

Query  254  CKKLVFCP  261
            C+K    P
Sbjct  363  CQKADLLP  386

Range 2: 90 to 374

Score Expect Method Identities Positives Gaps Frame

56.2 bits(134) 3e-08() Compositional matrix adjust. 33/103(32%) 47/103(45%) 8/103(7%) +3

Query  222  TLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLVFCPDLDPVNHAEHQVKIGVEQKY  281
            T+ +SC   + L G   + C  +GQW+   P C  +  C  L    H E      V  + 
Sbjct  90   TISYSCLPGFKLQGPSRIICLPSGQWTNLPPSC--IQQCARLSAPEHGE------VTFRG  245

Query  282  GQFPQGTEVTYTCSGNYFLMGFNTLKCNPDGSWSGSQPSCVKV  324
                +G   T++C   Y+L+G  TL C+P G W G  PSC K 
Sbjct  246  KDLLEGATATFSCDRTYYLIGKETLSCHPGGQWYGDIPSCQKA  374

Range 3: 419 to 481

11/21/25, 6:02 PM NCBI Blast:Protein Sequence

https://blast.ncbi.nlm.nih.gov/Blast.cgi 25/41
Seikagaku Corporation Exhibit 2098 - Page 21 of 67

Charles River Laboratories, Inc. v. Seikagaku Corporation
IPR2025-00440

https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.271268.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.209629.2


Score Expect Method Identities Positives Gaps Frame

31.6 bits(70) 0.001(2) Composition-based stats. 10/21(48%) 17/21(80%) 0/21(0%) +2

Query  272  QVKIGVEQKYGQFPQGTEVTY  292
            ++ +  EQ+YGQ+PQG+ VT+
Sbjct  419  RLDVSFEQQYGQYPQGSNVTF  481

Range 4: 358 to 426

Score Expect Method Identities Positives Gaps Frame

28.1 bits(61) 0.001(2) Composition-based stats. 11/23(48%) 15/23(65%) 0/23(0%) +1

Query  252  PQCKKLVFCPDLDPVNHAEHQVK  274
            P  KKL+FCPDL  V +   +V+
Sbjct  358  PHVKKLIFCPDLKGVYNGNIKVR  426

SRX202160
Sequence ID: SRA:SRR610305.244830.2 Length: 441 Number of Matches: 5
Range 1: 55 to 294

Score Expect Method Identities Positives Gaps Frame

117 bits(294) 6e-40(4) Compositional matrix adjust. 48/80(60%) 67/80(83%) 0/80(0%) +1

Query  272  QVKIGVEQKYGQFPQGTEVTYTCSGNYFLMGFNTLKCNPDGSWSGSQPSCVKVADREVDC  331
            +V +  EQ+YGQ+PQG+ VT+ CS N++L+G +++ C PDGSWSG QPSCVKVA+  ++C
Sbjct  55   KVDVSFEQQYGQYPQGSNVTFKCSLNHYLIGKSSITCKPDGSWSGRQPSCVKVAENVINC  234

Query  332  DSKAVDFLDDVGEPVRIHCP  351
            D+KA++ LDDVGEP+RIHCP
Sbjct  235  DTKAIELLDDVGEPIRIHCP  294

Range 2: 354 to 440

Score Expect Method Identities Positives Gaps Frame

48.9 bits(115) 6e-40(4) Compositional matrix adjust. 21/29(72%) 26/29(89%) 0/29(0%) +3

Query  371  SSVCRAAIHAGKLPNSGGAVHVVNNGPYS  399
            +SVCRAAIH+G + NSGG+V V+NNGPYS
Sbjct  354  TSVCRAAIHSGIISNSGGSVQVINNGPYS  440

Range 3: 296 to 352

Score Expect Method Identities Positives Gaps Frame

33.5 bits(75) 6e-40(4) Compositional matrix adjust. 14/19(74%) 15/19(78%) 0/19(0%) +2

Query  352  AGCSLTAGTVWGTAIYHEL  370
             GCSLT G+VWGT IY EL
Sbjct  296  TGCSLTLGSVWGTVIYREL  352

Range 4: 2 to 37

Score Expect Method Identities Positives Gaps Frame

23.5 bits(49) 6e-40(4) Composition-based stats. 8/12(67%) 10/12(83%) 0/12(0%) +2

Query  255  KKLVFCPDLDPV  266
            +KL+FCPDL  V
Sbjct  2    QKLIFCPDLKGV  37

Range 5: 85 to 213

Score Expect Method Identities Positives Gaps Frame

43.1 bits(100) 7e-04() Compositional matrix adjust. 17/43(40%) 28/43(65%) 0/43(0%) +1
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Query  215  GNMIEGATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKL  257
            G   +G+ + F C   +YLIG+ ++TC+ +G WSG+ P C K+
Sbjct  85   GQYPQGSNVTFKCSLNHYLIGKSSITCKPDGSWSGRQPSCVKV  213

SRX202160
Sequence ID: SRA:SRR610305.736053.2 Length: 360 Number of Matches: 2
Range 1: 3 to 245

Score Expect Method Identities Positives Gaps Frame

136 bits(342) 1e-38(2) Compositional matrix adjust. 63/81(78%) 75/81(92%) 0/81(0%) -2

Query  872  KTPVTLTTRVQPICLPTDITTREHLKEGTLAVVTGWGLNENNTYSEMIQQAVLPVVAAST  931
            + PV LTTRV+P+CLPTD+TTRE+LKEGT AVVTGWGLNEN++YSE++QQAVLPVV+AST
Sbjct  245  ENPVILTTRVKPVCLPTDLTTRENLKEGTKAVVTGWGLNENDSYSEVLQQAVLPVVSAST  66

Query  932  CEEGYKEADLPLTVTENMFCA  952
            C++GYK A LPLTVTENM CA
Sbjct  65   CQQGYKNASLPLTVTENMICA  3

Range 2: 242 to 322

Score Expect Method Identities Positives Gaps Frame

42.4 bits(98) 1e-38(2) Composition-based stats. 18/27(67%) 19/27(70%) 0/27(0%) -3

Query  846  REALEIHVNPNYDPGNLNFDIALIQLK  872
            +E  EIHVNP YDP   N DI LIQLK
Sbjct  322  KEVREIHVNPFYDPATFNSDITLIQLK  242

SRX202160
Sequence ID: SRA:SRR610305.350008.2 Length: 298 Number of Matches: 1
Range 1: 2 to 247

Score Expect Method Identities Positives Gaps Frame

139 bits(351) 3e-38() Compositional matrix adjust. 66/82(80%) 72/82(87%) 0/82(0%) -1

Query  925   PVVAASTCEEGYKEADLPLTVTENMFCAGYKKGRYDACSGDSGGPLVFADDSRTERRWVL  984
             PVV+ASTC++GYK A LPLTVTENM CAGYK+G+ DAC GDSGGPLVFAD S+ ER WVL
Sbjct  247   PVVSASTCQQGYKNASLPLTVTENMICAGYKEGKTDACGGDSGGPLVFADYSQRERVWVL  68

Query  985   EGIVSWGSPSGCGKANQYGGFT  1006
             EGIVSWGSPSGCG  NQYGGFT
Sbjct  67    EGIVSWGSPSGCGHPNQYGGFT  2

SRX202160
Sequence ID: SRA:SRR610305.393793.2 Length: 306 Number of Matches: 1
Range 1: 3 to 287

Score Expect Method Identities Positives Gaps Frame

135 bits(341) 8e-37() Compositional matrix adjust. 62/95(65%) 77/95(81%) 0/95(0%) +3

Query  329  VDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGG  388
            ++CD+KA++ LDDVGEP+RIHCPAGCSLT G+VWGT IY ELSSVCRAAIH+G + NSGG
Sbjct  3    INCDTKAIELLDDVGEPIRIHCPAGCSLTLGSVWGTVIYRELSSVCRAAIHSGIISNSGG  182

Query  389  AVHVVNNGPYSDFLGSDLNGIKSEELKSLARSFRF  423
            +V V+NNGPYSDF+ S+  GI S+  K  +  FR 
Sbjct  183  SVQVINNGPYSDFVASNAYGISSKVTKVSSS*FRL  287

SRX202160
Sequence ID: SRA:SRR610305.189814.2 Length: 433 Number of Matches: 3
Range 1: 31 to 243

Score Expect Method Identities Positives Gaps Frame

101 bits(251) 2e-36(3) Compositional matrix adjust. 47/71(66%) 56/71(78%) 0/71(0%) +1
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( ) ( ) ( ) ( ) ( )
Query  353  GCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGGAVHVVNNGPYSDFLGSDLNGIKSE  412
             CSLT G+VWGT IY ELSSVCRAAIH+G + NSGG+V V+NNGPYSDF+ S+  GI S+
Sbjct  31   ACSLTLGSVWGTVIYRELSSVCRAAIHSGIISNSGGSVQVINNGPYSDFVASNAYGISSK  210

Query  413  ELKSLARSFRF  423
             L+S A SFR 
Sbjct  211  VLRSQAVSFRL  243

Range 2: 260 to 403

Score Expect Method Identities Positives Gaps Frame

64.3 bits(155) 2e-36(3) Compositional matrix adjust. 25/48(52%) 35/48(72%) 0/48(0%) +2

Query  428  SSTAGRSGCPDGWFEVEENCVYVTSKQRAWERAQGVCTNMAARLAVLD  475
            ++   +  CP GW+++E  C Y+TSK R+W RA GVC+NMA+ LAVLD
Sbjct  260  NTNGNQKECPPGWYQIENKCFYITSKHRSWNRALGVCSNMASSLAVLD  403

Range 3: 3 to 32

Score Expect Method Identities Positives Gaps Frame

25.8 bits(55) 2e-36(3) Composition-based stats. 9/10(90%) 10/10(100%) 0/10(0%) +3

Query  344  EPVRIHCPAG  353
            EP+RIHCPAG
Sbjct  3    EPIRIHCPAG  32

SRX202160
Sequence ID: SRA:SRR610305.232597.2 Length: 410 Number of Matches: 2
Range 1: 118 to 339

Score Expect Method Identities Positives Gaps Frame

122 bits(306) 4e-36(2) Compositional matrix adjust. 58/74(78%) 64/74(86%) 0/74(0%) +1

Query  947   ENMFCAGYKKGRYDACSGDSGGPLVFADDSRTERRWVLEGIVSWGSPSGCGKANQYGGFT  1006
             +NM CAGYK+G+ DAC GDSGGPLVFAD S+ ER WVLEGIVSWGSPSGCG  NQYGGFT
Sbjct  118   KNMICAGYKEGKTDACGGDSGGPLVFADYSQRERVWVLEGIVSWGSPSGCGHPNQYGGFT  297

Query  1007  KVNVFLSWIRQFI*  1020
             +V+ FLSWI QFI*
Sbjct  298   RVHSFLSWINQFI*  339

Range 2: 8 to 91

Score Expect Method Identities Positives Gaps Frame

47.8 bits(112) 4e-36(2) Composition-based stats. 19/28(68%) 28/28(100%) 0/28(0%) +2

Query  911  ENNTYSEMIQQAVLPVVAASTCEEGYKE  938
            +N++YSE++QQAVLPVV+ASTC++GYK+
Sbjct  8    KNDSYSEVLQQAVLPVVSASTCQQGYKK  91

SRX202160
Sequence ID: SRA:SRR610305.204499.2 Length: 468 Number of Matches: 2
Range 1: 123 to 338

Score Expect Method Identities Positives Gaps Frame

135 bits(340) 5e-36() Compositional matrix adjust. 63/72(88%) 70/72(97%) 0/72(0%) -2

Query  922  AVLPVVAASTCEEGYKEADLPLTVTENMFCAGYKKGRYDACSGDSGGPLVFADDSRTERR  981
            +VLPVVAASTCE+GY+++ LPLTVTE MFCAGYK+GRYDACSGDSGGPLVFADDSRT+RR
Sbjct  338  SVLPVVAASTCEQGYQDSGLPLTVTEYMFCAGYKQGRYDACSGDSGGPLVFADDSRTDRR  159

Query  982  WVLEGIVSWGSP  993
            WVLEGIVSWGSP
Sbjct  158  WVLEGIVSWGSP  123

Range 2: 41 to 466
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Score Expect Method Identities Positives Gaps Frame

123 bits(308) 1e-31() Composition-based stats. 74/152(49%) 92/152(60%) 20/152(13%) -3

Query  879   TRVQPICLPTDITTREHLKEGTLAVVTGWGLNENNTYSEMIQQAVLPVVAASTCEEGYK-  937
             TRVQPICLPTD+TTRE+LKEG LAVVTGWGLNENNTYSEMIQQA   ++  +   +  + 
Sbjct  466   TRVQPICLPTDLTTRENLKEGALAVVTGWGLNENNTYSEMIQQAFCLLLQQAPVNKDIRI  287

Query  938   -------EADLPLTVTENMFCAGYKKGRYDACSG--DSGGPLVFADDSRTERRWVLEGIV  988
                    ++   + VT         +G      G  +    L+          W  +G  
Sbjct  286   RACH*Q*QSTCSVQVTS--------RGAMMPAVGTVEDH*CLLMIPAPIGGGSW--KGSS  137

Query  989   SWGSPSGCGKANQYGGFTKVNVFLSWIRQFI*  1020
             +  +P+GCGK+NQYGGFTKVNVFLSWIRQFI*
Sbjct  136   AGAAPNGCGKSNQYGGFTKVNVFLSWIRQFI*  41

SRX202160
Sequence ID: SRA:SRR610305.213632.2 Length: 449 Number of Matches: 1
Range 1: 3 to 314

Score Expect Method Identities Positives Gaps Frame

134 bits(337) 1e-35() Compositional matrix adjust. 71/104(68%) 74/104(71%) 25/104(24%) -1

Query  1    MVLASFLVSGLVL-------------------------GILAQQMRPVQSRGVDLGLCDE  35
            MVLASFLVS L L                         G+LAQQM PVQSRGVDLGLCD+
Sbjct  314  MVLASFLVSVLPLLSPQYLKFLLSDSEKPEFLVSGLVLGLLAQQMHPVQSRGVDLGLCDD  135

Query  36   TRFECKCGDPGYVFNVPMKQCTYFYRWRPYCKPCDDLEAKDICP  79
            TRFECKCGDPGYVFNVP KQCTYFYRWRPYCKPCD LEAKD+CP
Sbjct  134  TRFECKCGDPGYVFNVPAKQCTYFYRWRPYCKPCDKLEAKDVCP  3

SRX202160
Sequence ID: SRA:SRR610305.767547.2 Length: 344 Number of Matches: 1
Range 1: 111 to 323

Score Expect Method Identities Positives Gaps Frame

132 bits(333) 1e-35() Compositional matrix adjust. 60/71(85%) 63/71(88%) 0/71(0%) +3

Query  14   GILAQQMRPVQSRGVDLGLCDETRFECKCGDPGYVFNVPMKQCTYFYRWRPYCKPCDDLE  73
             I   +  PVQSRGVDLGLCD+TRFECKCGDPGYVFNVP KQCTYFYRWRPYCKPCD LE
Sbjct  111  AISPNKCTPVQSRGVDLGLCDDTRFECKCGDPGYVFNVPAKQCTYFYRWRPYCKPCDKLE  290

Query  74   AKDICPKYKRC  84
            AKD+CPKYKRC
Sbjct  291  AKDVCPKYKRC  323

SRX202160
Sequence ID: SRA:SRR610305.83961.2 Length: 280 Number of Matches: 1
Range 1: 1 to 192

Score Expect Method Identities Positives Gaps Frame

130 bits(326) 7e-35() Compositional matrix adjust. 61/64(95%) 64/64(100%) 0/64(0%) +1

Query  957   GRYDACSGDSGGPLVFADDSRTERRWVLEGIVSWGSPSGCGKANQYGGFTKVNVFLSWIR  1016
             GRYDACSGDSGGPLVFADDSRT+RRWVLEGIVSWGSP+GCGK+NQYGGFTKVNVFLSWIR
Sbjct  1     GRYDACSGDSGGPLVFADDSRTDRRWVLEGIVSWGSPNGCGKSNQYGGFTKVNVFLSWIR  180

Query  1017  QFI*  1020
             QFI*
Sbjct  181   QFI*  192

SRX202160
Sequence ID: SRA:SRR610305.716410.2 Length: 258 Number of Matches: 1
Range 1: 3 to 233

Score Expect Method Identities Positives Gaps Frame
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129 bits(325) 7e-35() Compositional matrix adjust. 56/77(73%) 69/77(89%) 0/77(0%) +3

Query  329  VDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGG  388
            ++CD+KA++ LDDVGEP+RIHCPAGCSLT G+VWGT IY ELSSVCRAAIH+G + NSGG
Sbjct  3    INCDTKAIELLDDVGEPIRIHCPAGCSLTLGSVWGTVIYRELSSVCRAAIHSGIISNSGG  182

Query  389  AVHVVNNGPYSDFLGSD  405
            +V V+NNGPYSDF+ S+
Sbjct  183  SVQVINNGPYSDFVASN  233

SRX202160
Sequence ID: SRA:SRR610305.326762.2 Length: 261 Number of Matches: 1
Range 1: 1 to 255

Score Expect Method Identities Positives Gaps Frame

128 bits(322) 2e-34() Compositional matrix adjust. 60/85(71%) 70/85(82%) 0/85(0%) +1

Query  339  LDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGGAVHVVNNGPY  398
            LDDVGEP+RIHCPAG SLT G+VWGT IY ELSSVCRAAIH+G + NSGG+V V+NNGPY
Sbjct  1    LDDVGEPIRIHCPAGRSLTLGSVWGTVIYRELSSVCRAAIHSGIISNSGGSVQVINNGPY  180

Query  399  SDFLGSDLNGIKSEELKSLARSFRF  423
            SDF+ S+  GI S+ L+S A SFR 
Sbjct  181  SDFVASNAYGISSKVLRSQAVSFRL  255

SRX202160
Sequence ID: SRA:SRR610305.63226.2 Length: 199 Number of Matches: 2
Range 1: 3 to 185

Score Expect Method Identities Positives Gaps Frame

127 bits(319) 2e-34() Compositional matrix adjust. 58/61(95%) 61/61(100%) 0/61(0%) +3

Query  220  GATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLVFCPDLDPVNHAEHQVKIGVEQ  279
            GATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQC+KLVFCPDLDPV+HAEHQVKIG+EQ
Sbjct  3    GATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCQKLVFCPDLDPVSHAEHQVKIGLEQ  182

Query  280  K  280
            K
Sbjct  183  K  185

Range 2: 3 to 119

Score Expect Method Identities Positives Gaps Frame

39.3 bits(90) 0.003() Compositional matrix adjust. 15/39(38%) 22/39(56%) 0/39(0%) +3

Query  287  GTEVTYTCSGNYFLMGFNTLKCNPDGSWSGSQPSCVKVA  325
            G  + ++C   Y+L+G  TL C  +G WSG  P C K+ 
Sbjct  3    GATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCQKLV  119

SRX202160
Sequence ID: SRA:SRR610305.585142.2 Length: 412 Number of Matches: 2
Range 1: 1 to 228

Score Expect Method Identities Positives Gaps Frame

82.4 bits(202) 6e-34(2) Compositional matrix adjust. 37/76(49%) 50/76(65%) 0/76(0%) -2

Query  425  YVSSSTAGRSGCPDGWFEVEENCVYVTSKQRAWERAQGVCTNMAARLAVLDKDLIPSSLT  484
            Y +S+   +  CP G +++E  C Y+TSK R+W RAQGVC+NMA+ LAVLD  +   SL+
Sbjct  228  Y*NSTQWNQKECPPGXYQIENKCFYITSKHRSWNRAQGVCSNMASSLAVLDGAVAQQSLS  49

Query  485  ETLRGKGLTTTWIGLH  500
            + L  KGL   WIGL 
Sbjct  48   DILNKKGLVKIWIGLQ  1

Range 2: 219 to 407
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Score Expect Method Identities Positives Gaps Frame

80.5 bits(197) 6e-34(2) Composition-based stats. 40/65(62%) 49/65(75%) 2/65(3%) -3

Query  366  IYHELSSVCRAAIHAGKLPNSGGAVHVVNNGPYSDFLGSDLNGIKSEELKSLARSFRFDY  425
            IY ELSSVCRAAIH+G + NSGG+V V+NNGPYSDF+ S+  GI S+  +S A SFR   
Sbjct  407  IYRELSSVCRAAIHSGIISNSGGSVQVINNGPYSDFVASNAYGISSKVPRSQAVSFRL--  234

Query  426  VSSST  430
            VS+ T
Sbjct  233  VSTET  219

SRX202160
Sequence ID: SRA:SRR610305.144057.2 Length: 398 Number of Matches: 1
Range 1: 34 to 396

Score Expect Method Identities Positives Gaps Frame

128 bits(321) 9e-34() Compositional matrix adjust. 61/121(50%) 80/121(66%) 1/121(0%) +1

Query  381  GKLPNSGGAVHVVNNGPYSDFLGSDLNGIKSEELKSLARSFRFDYVSSSTAG-RSGCPDG  439
            G + NSGG+V V+NNGPYSDF+ S+  GI S+ L+S A SFR     +   G +  CP G
Sbjct  34   GIISNSGGSVQVINNGPYSDFVASNAYGISSKVLRSQAVSFRLVSTETQHNGNQKECPPG  213

Query  440  WFEVEENCVYVTSKQRAWERAQGVCTNMAARLAVLDKDLIPSSLTETLRGKGLTTTWIGL  499
            W+++E  C Y+TSK R+W RA GVC+NMA+ LAVLD  +   SL++ L  KGL   WIGL
Sbjct  214  WYQIENKCFYITSKHRSWNRALGVCSNMASSLAVLDSAVAQQSLSDILNKKGLVKIWIGL  393

Query  500  H  500
             
Sbjct  394  Q  396

SRX202160
Sequence ID: SRA:SRR610305.637738.2 Length: 316 Number of Matches: 1
Range 1: 43 to 282

Score Expect Method Identities Positives Gaps Frame

126 bits(317) 2e-33() Compositional matrix adjust. 57/80(71%) 68/80(85%) 0/80(0%) +1

Query  697  VDLASKVKLPEGHYRVGSRAIYTCESRYYELLGSQGRRCDSNGNWSGRPASCIPVCGRSD  756
            V+   ++ LP+GHY VG++A YTCES+YY+LLGS+GRRC+S+G W GRPASCIPVCGRSD
Sbjct  43   VNPVDQIILPKGHYHVGTQASYTCESQYYKLLGSKGRRCESSGTWGGRPASCIPVCGRSD  222

Query  757  SPRSPFIWNGNSTEIGQWPW  776
            SPRSPFI NG  T IGQWPW
Sbjct  223  SPRSPFIINGVVTGIGQWPW  282

SRX202160
Sequence ID: SRA:SRR610305.244045.2 Length: 465 Number of Matches: 1
Range 1: 3 to 425

Score Expect Method Identities Positives Gaps Frame

127 bits(318) 6e-33() Compositional matrix adjust. 65/142(46%) 86/142(60%) 14/142(9%) -2

Query  1    MVLASFLVSGLVLGILAQQMRPVQSR----------GVDLGLCDETRFECKCGDPGYVFN  50
            ++L+S  +    + I      P +S           GVD  LCD+  F C CG PGY F+
Sbjct  425  IMLSSLFIIWFSISIAG*SGMPRRSTSGFGKLLGNIGVD-KLCDDKIFICACGKPGYTFH  249

Query  51   VPMKQCT---YFYRWRPYCKPCDDLEAKDICPKYKRCQECKAGLDSCVTCPPNKYGTWCS  107
            +P+KQC     F  W   C+PC+D+  +D+CPKYK+C ECK  LD CV+CPPN+YG WC+
Sbjct  248  IPIKQCISIDKFKFWETSCEPCNDISPEDVCPKYKQCLECKHNLDRCVSCPPNRYGDWCN  69

Query  108  GECQCKNGGICDQRTGACTCRD  129
            G C CKNGG C+Q TG C CR+
Sbjct  68   GVCDCKNGGTCNQETGECFCRE  3

SRX202160
Sequence ID: SRA:SRR610305.272757.2 Length: 327 Number of Matches: 1
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Range 1: 3 to 191

Score Expect Method Identities Positives Gaps Frame

124 bits(312) 8e-33() Compositional matrix adjust. 55/63(87%) 60/63(95%) 0/63(0%) +3

Query  258  VFCPDLDPVNHAEHQVKIGVEQKYGQFPQGTEVTYTCSGNYFLMGFNTLKCNPDGSWSGS  317
            VFCPDLDPV+HAEHQVKIG+EQKYGQFPQGTEVTYT +GNYFLMG +TLKCNPDGSWSG+
Sbjct  3    VFCPDLDPVSHAEHQVKIGLEQKYGQFPQGTEVTYTYTGNYFLMGLDTLKCNPDGSWSGT  182

Query  318  QPS  320
            QP 
Sbjct  183  QPK  191

SRX202160
Sequence ID: SRA:SRR610305.133655.2 Length: 485 Number of Matches: 1
Range 1: 2 to 187

Score Expect Method Identities Positives Gaps Frame

126 bits(316) 1e-32() Compositional matrix adjust. 59/62(95%) 62/62(100%) 0/62(0%) +2

Query  959   YDACSGDSGGPLVFADDSRTERRWVLEGIVSWGSPSGCGKANQYGGFTKVNVFLSWIRQF  1018
             YDACSGDSGGPLVFADDSRT+RRWVLEGIVSWGSP+GCGK+NQYGGFTKVNVFLSWIRQF
Sbjct  2     YDACSGDSGGPLVFADDSRTDRRWVLEGIVSWGSPNGCGKSNQYGGFTKVNVFLSWIRQF  181

Query  1019  I*  1020
             I*
Sbjct  182   I*  187

SRX202160
Sequence ID: SRA:SRR610305.231346.2 Length: 453 Number of Matches: 1
Range 1: 68 to 259

Score Expect Method Identities Positives Gaps Frame

125 bits(314) 2e-32() Composition-based stats. 59/64(92%) 60/64(93%) 0/64(0%) +2

Query  858  DPGNLNFDIALIQLKTPVTLTTRVQPICLPTDITTREHLKEGTLAVVTGWGLNENNTYSE  917
            DPGNLNFDIALIQLKT V LTTRVQPICLPTD TTRE+LKEG LAVVTGWGLNENNTYSE
Sbjct  68   DPGNLNFDIALIQLKTSVALTTRVQPICLPTDPTTRENLKEGALAVVTGWGLNENNTYSE  247

Query  918  MIQQ  921
            MIQQ
Sbjct  248  MIQQ  259

SRX202160
Sequence ID: SRA:SRR610305.691564.2 Length: 320 Number of Matches: 1
Range 1: 69 to 311

Score Expect Method Identities Positives Gaps Frame

123 bits(309) 2e-32() Compositional matrix adjust. 57/81(70%) 67/81(82%) 0/81(0%) +3

Query  343  GEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNSGGAVHVVNNGPYSDFL  402
            GEP+RIHCPAGCSLT G+VWGT IY ELSSVCRAAIH+G + NSGG+V V+NNGPYSDF+
Sbjct  69   GEPIRIHCPAGCSLTLGSVWGTVIYRELSSVCRAAIHSGIISNSGGSVQVINNGPYSDFV  248

Query  403  GSDLNGIKSEELKSLARSFRF  423
             S+  GI S+ L+S A SFR 
Sbjct  249  ASNAYGISSKVLRSQAVSFRL  311

SRX202160
Sequence ID: SRA:SRR610305.406882.2 Length: 274 Number of Matches: 1
Range 1: 55 to 273

Score Expect Method Identities Positives Gaps Frame

122 bits(306) 3e-32() Compositional matrix adjust. 53/73(73%) 65/73(89%) 0/73(0%) +1
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Query  327  REVDCDSKAVDFLDDVGEPVRIHCPAGCSLTAGTVWGTAIYHELSSVCRAAIHAGKLPNS  386
            + ++CD+KA++ LDDVGEP+RIHCPAGCSLT G+VWGT IY ELSSVCRAAIH+G + NS
Sbjct  55   KVINCDTKAIELLDDVGEPIRIHCPAGCSLTLGSVWGTVIYRELSSVCRAAIHSGIISNS  234

Query  387  GGAVHVVNNGPYS  399
            GG+V V+NNGPYS
Sbjct  235  GGSVQVINNGPYS  273

SRX202160
Sequence ID: SRA:SRR610305.677355.2 Length: 344 Number of Matches: 2
Range 1: 2 to 196

Score Expect Method Identities Positives Gaps Frame

102 bits(254) 3e-31(2) Compositional matrix adjust. 45/65(69%) 53/65(81%) 0/65(0%) -2

Query  728  LGSQGRRCDSNGNWSGRPASCIPVCGRSDSPRSPFIWNGNSTEIGQWPWQAGISRWLADH  787
            L  +GRRC+S+G W GRPASCIPVCGRSDSPRSPFI NG  T+IGQWPW AGI+RW  + 
Sbjct  196  LDQKGRRCESSGTWGGRPASCIPVCGRSDSPRSPFIINGVVTDIGQWPWHAGIARWYPEQ  17

Query  788  NMWFL  792
             +WF+
Sbjct  16   EVWFI  2

Range 2: 186 to 308

Score Expect Method Identities Positives Gaps Frame

51.2 bits(121) 3e-31(2) Composition-based stats. 22/41(54%) 34/41(82%) 2/41(4%) -1

Query  693  QPSTVDL--ASKVKLPEGHYRVGSRAIYTCESRYYELLGSQ  731
            +PS++++    ++ LP+GHY VG+RA YTCES+YY+LLGS+
Sbjct  308  KPSSLNVNPVDQIILPKGHYHVGTRASYTCESQYYKLLGSK  186

SRX202160
Sequence ID: SRA:SRR610305.49279.2 Length: 442 Number of Matches: 3
Range 1: 224 to 439

Score Expect Method Identities Positives Gaps Frame

120 bits(301) 7e-31() Compositional matrix adjust. 66/72(92%) 70/72(97%) 0/72(0%) -1

Query  589  LHGQSIDGFYAGSSIRYSCEVLHYLSGtetvtcttngtWSAPKPRCIKVITCQNPPVPSY  648
            LHGQSIDGFYAGSS+RYSCEVLHYLSGTETV+CT+NGTWSAPKPRCIKVITCQ PPVPSY
Sbjct  439  LHGQSIDGFYAGSSVRYSCEVLHYLSGTETVSCTSNGTWSAPKPRCIKVITCQTPPVPSY  260

Query  649  GSVEIKPPSRTN  660
            GSV+IKPPSRT 
Sbjct  259  GSVDIKPPSRTK  224

Range 2: 188 to 406

Score Expect Method Identities Positives Gaps Frame

48.1 bits(113) 1e-05() Compositional matrix adjust. 24/73(33%) 39/73(53%) 2/73(2%) -1

Query  220  GATLRFSCDSPYYLIGQETLTCQGNGQWSGQIPQCKKLVFCPDLDPVNHAEHQVKIGVEQ  279
            G+++R+SC+  +YL G ET++C  NG WS   P+C K++ C      ++    +K     
Sbjct  406  GSSVRYSCEVLHYLSGTETVSCTSNGTWSAPKPRCIKVITCQTPPVPSYGSVDIKPPSRT  227

Query  280  KYGQFP--QGTEV  290
            K+   P   G EV
Sbjct  226  KFSAVPVKSGDEV  188

Range 3: 293 to 430

Score Expect Method Identities Positives Gaps Frame

40.4 bits(93) 0.006() Compositional matrix adjust. 17/46(37%) 26/46(56%) 0/46(0%) -1

Query  279  QKYGQFPQGTEVTYTCSGNYFLMGFNTLKCNPDGSWSGSQPSCVKV  324
            Q    F  G+ V Y+C   ++L G  T+ C  +G+WS  +P C+KV
Sbjct  430  QSIDGFYAGSSVRYSCEVLHYLSGTETVSCTSNGTWSAPKPRCIKV  293
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SRX202160
Sequence ID: SRA:SRR610305.180913.2 Length: 400 Number of Matches: 1
Range 1: 33 to 323

Score Expect Method Identities Positives Gaps Frame

119 bits(299) 1e-30() Compositional matrix adjust. 56/97(58%) 72/97(74%) 0/97(0%) +3

Query  139  LKGCPLLPSDSQVQEVRNPPDNPQTIDYSCSPGFKLKGVARISCLPNGQWSSFPPKCIRE  198
            LKGC L  S+  V E R P  NPQTI YSC PGF+L+G +RI CLP+GQW++ PP CI++
Sbjct  33   LKGCLLPQSNPGVIEERKPKVNPQTISYSCLPGFRLQGPSRIICLPSGQWTNLPPSCIQQ  212

Query  199  CAKVSSPEHGKVNAPSGNMIEGATLRFSCDSPYYLIG  235
            CA++S+PEHG+V     +++EGAT  FSCD  YYLIG
Sbjct  213  CARLSAPEHGEVTFRGKDLLEGATATFSCDRTYYLIG  323

SRX202160
Sequence ID: SRA:SRR610305.219525.2 Length: 434 Number of Matches: 3
Range 1: 74 to 361

Score Expect Method Identities Positives Gaps Frame

116 bits(291) 2e-30(2) Compositional matrix adjust. 58/96(60%) 74/96(77%) 0/96(0%) +2

Query  544  RDQLQPVWKTKSCFQPSSFACMMDLSDRNKAKCDDPGPLENGHATLHGQSIDGFYAGSSI  603
            ++Q +PVW+T SC QP++F CM+  S+RN+A+C+D G LENG+A LHGQ   GFYAG +I
Sbjct  74   KNQFEPVWRTSSCSQPAAFMCMIGFSNRNEARCEDTGSLENGYAKLHGQRSFGFYAGLTI  253

Query  604  RYSCEVLHYLSGtetvtcttngtWSAPKPRCIKVIT  639
             YSC+ LHY SG+   TCTTNGTWS  KPRCIK+ T
Sbjct  254  SYSCKELHYPSGSSVQTCTTNGTWSTIKPRCIKITT  361

Range 2: 351 to 428

Score Expect Method Identities Positives Gaps Frame

34.7 bits(78) 2e-30(2) Composition-based stats. 14/26(54%) 20/26(76%) 0/26(0%) +3

Query  636  KVITCQNPPVPSYGSVEIKPPSRTNS  661
            K++  ++PPVP+YG VEIK P R +S
Sbjct  351  KLLPSESPPVPAYGLVEIKTPERISS  428

Range 3: 4 to 129

Score Expect Method Identities Positives Gaps Frame

42.4 bits(98) 0.001() Composition-based stats. 20/42(48%) 24/42(57%) 0/42(0%) +1

Query  521  NDNLTFWASGEPGNETNCVYLDIRDQLQPVWKTKSCFQPSSF  562
            NDNLTFWA+ EP  E  CVYLD +  +    +    F  SSF
Sbjct  4    NDNLTFWATEEPNMENVCVYLDAKKSV*ASMEDIILFSTSSF  129

SRX202160
Sequence ID: SRA:SRR610305.33690.2 Length: 271 Number of Matches: 1
Range 1: 1 to 255

Score Expect Method Identities Positives Gaps Frame

117 bits(292) 2e-30() Compositional matrix adjust. 80/85(94%) 82/85(96%) 0/85(0%) -2

Query  627  WSAPKPRCIKVITCQNPPVPSYGSVEIKPPSRTNSISRVGSPFlrlprlplplaraakpp  686
            WSAPKPRCIKVITCQ PPVPSYGSV+IKPPSRTNSISR+GSPFLRLPRLPLPLARAAKPP
Sbjct  255  WSAPKPRCIKVITCQTPPVPSYGSVDIKPPSRTNSISRIGSPFLRLPRLPLPLARAAKPP  76

Query  687  pkprSSQPSTVDLASKVKLPEGHYR  711
            PK RSS PSTVDLASKVKLPEGHYR
Sbjct  75   PKARSSPPSTVDLASKVKLPEGHYR  1
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SRX202160
Sequence ID: SRA:SRR610305.624115.2 Length: 245 Number of Matches: 2
Range 1: 55 to 231

Score Expect Method Identities Positives Gaps Frame

115 bits(288) 6e-30() Compositional matrix adjust. 51/59(86%) 54/59(91%) 0/59(0%) +1

Query  557  FQPSSFACMMDLSDRNKAKCDDPGPLENGHATLHGQSIDGFYAGSSIRYSCEVLHYLSG  615
            F P  F CMMDLSD+NKAKC+DPGPLENGHA LHGQSIDGFYAGSS+RYSCEVLHYLSG
Sbjct  55   FNPQVFVCMMDLSDKNKAKCNDPGPLENGHAKLHGQSIDGFYAGSSVRYSCEVLHYLSG  231

Range 2: 3 to 83

Score Expect Method Identities Positives Gaps Frame

52.0 bits(123) 2e-07() Compositional matrix adjust. 24/28(86%) 26/28(92%) 1/28(3%) +3

Query  540  YLDIRDQLQPVWKTKSCFQPSSFACMMD  567
            YLDI+DQLQPVWKTKSCFQPSSF C+ D
Sbjct  3    YLDIQDQLQPVWKTKSCFQPSSF-CLYD  83
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 Name Accession Description Interval E-value

+ Tryp_SPc cd00190 Trypsin-like serine protease 764-1018 2.18 × 10-81

+ LCCL smart00603 LCCL domain 327-412 9.81 × 10-36

+ CLECT smart00034 C-type lectin (CTL) or carbohydrate-recognition domain (CRD) 437-565 2.90 × 10-18

+ PHA02927 PHA02927 secreted complement-binding protein 163-321 2.15 × 10-12

+ CCP cd00033 Complement control protein (CCP) modules (aka short consensus repeats SCRs or
SUSHI repeats) have been identified in several proteins of the complement system 577-636 3.06 × 10-10
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FOLLOW NCBI

 Name Accession Description Interval E-value

+ CCP cd00033 Complement control protein (CCP) modules (aka short consensus repeats SCRs or
SUSHI repeats) have been identified in several proteins of the complement system 703-750 1.52 × 10-6

+ EGF_2 pfam07974 EGF-like domain 112-136 3.61 × 10-3
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The site is secure.
The https:// ensures that you are connecting to the official website and that any information you provide is encrypted and transmitted securely.
Access keys NCBI Homepage MyNCBI Homepage Main Content Main Navigation

BLAST ®  » tblastn-SRA » results for RID-J1UTAWZA016

Protein Sequence ...
J1UTAWZA016 Search expires on 11-23 05:43 am
TBLASTN
SRA
lcl|Query_4535419
unnamed protein product ...
amino acid
401

Descriptions

Important update
The ClusteredNR database is now the default Protein BLAST database. Learn more about ClusteredNR

Description


Max Score


Total Score


Query Cover


E value


Per. Ident


Acc. Len


Accession

SRX202160 239 239 34% 1e-77 85.29% 509 SRA:SRR610305.171358.2

SRX202160 226 226 37% 1e-72 75.50% 511 SRA:SRR610305.115428.2

SRX202160 187 187 34% 8e-58 69.34% 478 SRA:SRR610305.157061.2

SRX202160 174 174 30% 1e-52 72.13% 428 SRA:SRR610305.255262.2

SRX202160 172 264 42% 1e-51 61.25% 499 SRA:SRR610305.214510.2

SRX202160 165 165 23% 6e-50 88.04% 280 SRA:SRR610305.45659.2

SRX202160 166 166 36% 1e-49 60.27% 439 SRA:SRR610305.201975.2

SRX202160 162 162 28% 1e-48 73.21% 378 SRA:SRR610305.607373.2

SRX202160 152 152 20% 1e-44 85.54% 363 SRA:SRR610305.241420.2

SRX202160 145 145 27% 3e-42 68.81% 327 SRA:SRR610305.737708.2

SRX202160 145 145 30% 4e-42 56.56% 376 SRA:SRR610305.140124.2

SRX202160 143 236 33% 1e-40 88.00% 467 SRA:SRR610305.146939.2

SRX202160 141 141 19% 3e-40 85.71% 365 SRA:SRR610305.145522.2

SRX202160 137 137 18% 6e-39 85.33% 320 SRA:SRR610305.605162.2

SRX202160 137 137 38% 2e-38 45.39% 458 SRA:SRR610305.243191.2

SRX202160 134 134 18% 2e-37 86.11% 448 SRA:SRR610305.358932.2

SRX202160 132 132 28% 3e-37 63.06% 334 SRA:SRR610305.604182.2

SRX202160 132 132 32% 9e-37 49.22% 446 SRA:SRR610305.181294.2

SRX202160 126 126 26% 1e-34 57.28% 390 SRA:SRR610305.109827.2

SRX202160 127 127 34% 1e-34 46.72% 505 SRA:SRR610305.225432.2

SRX202160 124 124 21% 2e-34 74.12% 259 SRA:SRR610305.531623.2

SRX202160 127 127 35% 2e-34 43.97% 505 SRA:SRR610305.148321.2

SRX202160 125 125 36% 2e-33 41.89% 529 SRA:SRR610305.96962.2
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https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1UTAWZA016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1UTAWZA016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.171358.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.115428.2
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https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.241420.2
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https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.358932.2
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https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.181294.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.109827.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.225432.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.531623.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.148321.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.96962.2


Description


Max Score


Total Score


Query Cover


E value


Per. Ident


Acc. Len


Accession

SRX202160 122 122 22% 2e-33 68.54% 296 SRA:SRR610305.353544.2

SRX202160 119 158 20% 9e-33 82.35% 434 SRA:SRR610305.220615.2

SRX202160 118 118 24% 5e-32 63.27% 293 SRA:SRR610305.385163.2

SRX202160 118 118 17% 8e-32 83.82% 338 SRA:SRR610305.468223.2

SRX202160 118 118 30% 2e-31 45.00% 423 SRA:SRR610305.73348.2

SRX202160 116 116 16% 6e-31 84.62% 384 SRA:SRR610305.517531.2

SRX202160 115 115 16% 1e-30 83.08% 327 SRA:SRR610305.414191.2

SRX202160 115 115 26% 3e-30 56.19% 406 SRA:SRR610305.115187.2

SRX202160 115 115 29% 6e-30 46.61% 520 SRA:SRR610305.127978.2

SRX202160 113 113 26% 8e-30 55.24% 374 SRA:SRR610305.598174.2

SRX202160 113 113 33% 1e-29 46.97% 388 SRA:SRR610305.62354.2

SRX202160 113 113 35% 2e-29 40.85% 437 SRA:SRR610305.126966.2

SRX202160 113 113 26% 2e-29 55.66% 421 SRA:SRR610305.617893.2

SRX202160 80.1 165 20% 7e-29 92.31% 414 SRA:SRR610305.504278.2

SRX202160 108 108 27% 3e-28 51.75% 335 SRA:SRR610305.737967.2

SRX202160 108 108 26% 9e-28 53.33% 436 SRA:SRR610305.267540.2

SRX202160 109 109 34% 9e-28 45.00% 492 SRA:SRR610305.296720.2

SRX202160 108 108 25% 1e-27 53.47% 413 SRA:SRR610305.112981.2

SRX202160 108 108 36% 2e-27 37.24% 445 SRA:SRR610305.137483.2

SRX202160 105 105 19% 2e-27 69.74% 244 SRA:SRR610305.732562.2

SRX202160 108 108 24% 4e-27 50.00% 527 SRA:SRR610305.201015.2

SRX202160 85.9 139 29% 5e-27 62.90% 454 SRA:SRR610305.188779.2

SRX202160 104 154 22% 9e-27 73.24% 285 SRA:SRR610305.103135.2

SRX202160 105 105 24% 1e-26 56.12% 431 SRA:SRR610305.393406.2

SRX202160 105 105 24% 3e-26 52.53% 491 SRA:SRR610305.216960.2

SRX202160 104 104 37% 6e-26 34.90% 499 SRA:SRR610305.130106.2

SRX202160 102 102 18% 9e-26 65.28% 327 SRA:SRR610305.71831.2

SRX202160 102 102 26% 1e-25 45.79% 368 SRA:SRR610305.29509.2

SRX202160 102 102 26% 1e-25 45.79% 368 SRA:SRR610305.20998.2

SRX202160 102 102 22% 1e-25 52.27% 373 SRA:SRR610305.183648.2

SRX202160 102 102 16% 2e-25 73.13% 386 SRA:SRR610305.403595.2

SRX202160 101 101 20% 2e-25 58.33% 343 SRA:SRR610305.600452.2

SRX202160 102 102 37% 4e-25 32.21% 498 SRA:SRR610305.207366.2

SRX202160 101 101 30% 1e-24 40.16% 509 SRA:SRR610305.191995.2

SRX202160 97.4 97.4 14% 1e-24 82.14% 182 SRA:SRR610305.33895.2

SRX202160 100 100 37% 2e-24 39.22% 442 SRA:SRR610305.744412.2

SRX202160 93.2 129 17% 3e-24 87.50% 205 SRA:SRR610305.78486.2

SRX202160 98.6 98.6 20% 4e-24 58.33% 394 SRA:SRR610305.407901.2

SRX202160 96.7 96.7 16% 5e-24 68.75% 226 SRA:SRR610305.175549.2

SRX202160 96.7 96.7 16% 7e-24 68.75% 268 SRA:SRR610305.170455.2

SRX202160 96.7 96.7 16% 7e-24 68.75% 272 SRA:SRR610305.294718.2

SRX202160 96.7 96.7 16% 7e-24 68.75% 274 SRA:SRR610305.134560.2

SRX202160 96.7 96.7 16% 8e-24 68.75% 283 SRA:SRR610305.142868.2

SRX202160 96.7 96.7 16% 8e-24 68.75% 283 SRA:SRR610305.25527.2

SRX202160 96.7 96.7 16% 8e-24 68.75% 286 SRA:SRR610305.151142.2

SRX202160 96.7 96.7 16% 8e-24 68.75% 288 SRA:SRR610305.103811.2

SRX202160 96.7 96.7 16% 8e-24 68.75% 288 SRA:SRR610305.16200.2
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Graphic Summary

Description


Max Score


Total Score


Query Cover


E value


Per. Ident


Acc. Len


Accession

SRX202160 96.7 96.7 16% 8e-24 68.75% 291 SRA:SRR610305.222319.2

SRX202160 96.7 96.7 16% 8e-24 68.75% 291 SRA:SRR610305.144937.2

SRX202160 96.7 96.7 16% 8e-24 68.75% 293 SRA:SRR610305.99698.2

SRX202160 96.7 96.7 16% 8e-24 68.75% 293 SRA:SRR610305.85009.2

SRX202160 96.7 96.7 16% 8e-24 68.75% 293 SRA:SRR610305.52731.2

SRX202160 96.7 96.7 16% 8e-24 68.75% 292 SRA:SRR610305.35520.2

SRX202160 99.0 99.0 32% 9e-24 39.53% 511 SRA:SRR610305.136408.2

SRX202160 96.7 96.7 16% 9e-24 68.75% 296 SRA:SRR610305.228512.2

SRX202160 96.3 96.3 16% 9e-24 68.75% 283 SRA:SRR610305.110393.2

SRX202160 96.3 96.3 16% 1e-23 68.75% 281 SRA:SRR610305.226576.2

SRX202160 60.5 147 36% 1e-23 34.83% 472 SRA:SRR610305.293621.2

SRX202160 70.9 127 16% 2e-23 83.78% 467 SRA:SRR610305.199721.2

SRX202160 95.9 95.9 14% 2e-23 78.95% 331 SRA:SRR610305.487971.2

SRX202160 95.1 95.1 16% 3e-23 67.19% 291 SRA:SRR610305.97919.2

SRX202160 94.4 94.4 16% 5e-23 67.19% 281 SRA:SRR610305.127990.2

SRX202160 94.4 94.4 16% 5e-23 67.19% 292 SRA:SRR610305.35811.2

SRX202160 95.9 95.9 20% 6e-23 58.33% 447 SRA:SRR610305.289470.2

SRX202160 95.1 95.1 30% 8e-23 38.21% 399 SRA:SRR610305.145801.2

SRX202160 94.0 94.0 16% 8e-23 68.25% 292 SRA:SRR610305.132920.2

SRX202160 93.6 93.6 16% 1e-22 68.25% 292 SRA:SRR610305.59360.2

SRX202160 94.0 94.0 24% 2e-22 49.49% 408 SRA:SRR610305.237604.2

SRX202160 92.4 92.4 16% 3e-22 67.19% 291 SRA:SRR610305.142595.2

SRX202160 94.7 94.7 27% 3e-22 46.85% 495 SRA:SRR610305.140318.2

SRX202160 94.0 165 27% 3e-22 65.75% 462 SRA:SRR610305.720352.2

SRX202160 92.0 92.0 16% 3e-22 66.67% 282 SRA:SRR610305.98030.2

SRX202160 93.2 93.2 23% 4e-22 47.87% 408 SRA:SRR610305.146245.2

SRX202160 90.5 90.5 15% 9e-22 67.21% 266 SRA:SRR610305.54493.2

SRX202160 93.2 93.2 37% 1e-21 33.99% 507 SRA:SRR610305.210909.2

SRX202160 91.7 133 20% 1e-21 59.30% 382 SRA:SRR610305.422514.2

SRX202160 83.6 120 25% 1e-21 53.57% 302 SRA:SRR610305.480569.2

11/21/25, 5:45 PM NCBI Blast:Protein Sequence

https://blast.ncbi.nlm.nih.gov/Blast.cgi 7/25
Seikagaku Corporation Exhibit 2098 - Page 36 of 67

Charles River Laboratories, Inc. v. Seikagaku Corporation
IPR2025-00440

https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1UTAWZA016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=1&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1UTAWZA016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=2&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1UTAWZA016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1UTAWZA016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1UTAWZA016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.222319.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.144937.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.99698.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.85009.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.52731.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.35520.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.136408.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.228512.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.110393.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.226576.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.293621.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.199721.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.487971.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.97919.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.127990.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.35811.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.289470.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.145801.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.132920.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.59360.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.237604.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.142595.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.140318.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.720352.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.98030.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.146245.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.54493.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.210909.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.422514.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.480569.2


1 80 160 240 320 400

Distribution of the top 114 Blast Hits on 100 subject sequences
Query

Alignments
Alignment view Pairwise  CDS feature Restore defaults

SRX202160
Sequence ID: SRA:SRR610305.171358.2 Length: 509 Number of Matches: 1
Range 1: 102 to 509

Score Expect Method Identities Positives Gaps Frame

239 bits(609) 1e-77() Compositional matrix adjust. 116/136(85%) 124/136(91%) 0/136(0%) +3

Query  100  KEPKLPRLHISGCGKRKVKIDITTVGRSGSPILPPISTPQNSTGGRGIIAGGVEAKIGAW  159
   K  K+PRLHI GCGKRKV +DITT+GRSGSPILPPIST Q+  GGRGIIAGGVEAKIGAW

Sbjct  102 KRTKIPRLHIPGCGKRKVNVDITTIGRSGSPILPPISTSQDLKGGRGIIAGGVEAKIGAW  281

Query  160  PWMAAVFVKNFGIGRFHCAGSIISNKYILSAAHAFLIGGRKLTPTRLAVRVGGHYIKRGQ  219
   PWMAAVFVKNFGIGRFHCAGSIIS+KYILSAAHAF IGGRKLTPTRLAVRVGGHY+K GQ

Sbjct  282 PWMAAVFVKNFGIGRFHCAGSIISSKYILSAAHAFXIGGRKLTPTRLAVRVGGHYVKMGQ  461

Query  220  EYPVKDVIIHPHYVEK  235
   EY V+ VIIHP YVE+

Sbjct  462 EYHVEXVIIHPDYVER  509

SRX202160
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Sequence ID: SRA:SRR610305.115428.2 Length: 511 Number of Matches: 1
Range 1: 2 to 451

Score Expect Method Identities Positives Gaps Frame

226 bits(576) 1e-72() Compositional matrix adjust. 121/151(80%) 134/151(88%) 2/151(1%) -1

Query  1    MTWICVITLFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLAT  59
   M WICVITLFALAS+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLAT

Sbjct  451 MAWICVITLFALASSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLAT  272

Query  60   LKDSFPVVCSWNGRFQPIVCCPDaiapppvtttavtviSTKEPKLPRLHISGCGKRKVKI  119
   LKDSFPVVCSWNGRFQPIVCCPD  A P VTTT  T++ TKE K+PRLHI GCGKRKV +

Sbjct  271 LKDSFPVVCSWNGRFQPIVCCPD-AAAPSVTTTVTTIVPTKETKIPRLHIPGCGKRKVNV  95

Query  120  DITTVGRSGSPILPPISTPQNSTGGRGIIAG  150
 DITT+GRSGSPILPPIST Q+  GGRGIIAG

Sbjct  94  DITTIGRSGSPILPPISTSQDLKGGRGIIAG  2

SRX202160
Sequence ID: SRA:SRR610305.157061.2 Length: 478 Number of Matches: 1
Range 1: 70 to 477

Score Expect Method Identities Positives Gaps Frame

187 bits(476) 8e-58() Compositional matrix adjust. 102/137(74%) 118/137(86%) 2/137(1%) +1

Query  1  MTWICVITLFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLAT  59
 M WICVITLFALAS+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLAT

Sbjct  70  MAWICVITLFALASSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLAT  249

Query  60  LKDSFPVVCSWNGRFQPIVCCPDaiapppvtttavtviSTKEPKLPRLHISGCGKRKVKI  119
   LKDSFPVVCSWNGRFQPIVCCPD  A P VTTT  T++ TKE K+ ++  +   K+KV +

Sbjct  250 LKDSFPVVCSWNGRFQPIVCCPD-AAAPSVTTTVTTIVPTKETKITKITYTRLWKKKVNV  426

Query  120  DITTVGRSGSPILPPIS  136
   DITT+GRSGSPILPPIS

Sbjct  427 DITTIGRSGSPILPPIS  477

SRX202160
Sequence ID: SRA:SRR610305.255262.2 Length: 428 Number of Matches: 1
Range 1: 66 to 428

Score Expect Method Identities Positives Gaps Frame

174 bits(440) 1e-52() Compositional matrix adjust. 95/122(78%) 106/122(86%) 2/122(1%) +3

Query  1  MTWICVITLFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLAT  59
 M WICVITLFALAS+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLAT

Sbjct  66  MAWICVITLFALASSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLAT  245

Query  60  LKDSFPVVCSWNGRFQPIVCCPDaiapppvtttavtviSTKEPKLPRLHISGCGKRKVKI  119
   LKDSFPVVCSWNGRFQPIVCCPD  A P VTTT  T++ TKE K+PRLHI GCGK K  +

Sbjct  246 LKDSFPVVCSWNGRFQPIVCCPD-AAAPSVTTTVTTIVPTKETKIPRLHIPGCGKEK*IV  422

Query  120  DI  121
   DI

Sbjct  423 DI  428

SRX202160
Sequence ID: SRA:SRR610305.214510.2 Length: 499 Number of Matches: 2
Range 1: 23 to 499

Score Expect Method Identities Positives Gaps Frame

172 bits(436) 1e-51() Compositional matrix adjust. 104/160(65%) 113/160(70%) 8/160(5%) -1

Query  70   WNGRFQPIVCCPDaiapppvtttavtviSTKEPKLPRLHISGCGKRKVKIDITTVGRSGS  129
   WNGRFQPIVCCPDA AP   TT    V  TKE K+PRLHI G  KRKV +DITT+GRSGS

Sbjct  499 WNGRFQPIVCCPDAAAPSVTTTVTTIV-PTKETKIPRLHIPG*WKRKVNVDITTIGRSGS  323

Query  130  PILPPISTPQNSTGGRGIIAGGVEAKIGAWPWMAAVFVKNFGIGRFHCAGSIISNKYILS  189
   PILPPIST Q+  GGRGIIAGGVEAKIGAWPWMAAVFVKNFGIGRFHCAGSII +KYI  

Sbjct  322 PILPPISTSQDLKGGRGIIAGGVEAKIGAWPWMAAVFVKNFGIGRFHCAGSIICSKYIFV  143
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Query  190  AAHAFLIGGRKLTPTRLA------VRVGGHYIKRGQ-EYP  222
   F     K  P  L+      +R  G  I  G+ +YP

Sbjct  142  CCPRFPHWRSKADPNSLSCPRRRPLRKDGSRISCGRCDYP  23

Range 2: 1 to 150

Score Expect Method Identities Positives Gaps Frame

92.0 bits(227) 3e-21() Compositional matrix adjust. 43/50(86%) 46/50(92%) 0/50(0%) -2

Query  187  ILSAAHAFLIGGRKLTPTRLAVRVGGHYIKRGQEYPVKDVIIHPHYVEKE  236
   LSAAHAFLIGGRKLTPTRLAVRVGGHY+K GQEY V+DVIIHP YVE+E

Sbjct  150  FLSAAHAFLIGGRKLTPTRLAVRVGGHYVKMGQEYHVEDVIIHPDYVERE  1

SRX202160
Sequence ID: SRA:SRR610305.45659.2 Length: 280 Number of Matches: 1
Range 1: 3 to 278

Score Expect Method Identities Positives Gaps Frame

165 bits(418) 6e-50() Compositional matrix adjust. 81/92(88%) 86/92(93%) 0/92(0%) -3

Query  109  ISGCGKRKVKIDITTVGRSGSPILPPISTPQNSTGGRGIIAGGVEAKIGAWPWMAAVFVK  168
   I GCGKRKV +DITT+GRSGSPILPPIST Q+  GGRGIIAGGVEAKIGAWPWMAAVFV+

Sbjct  278 IPGCGKRKVNVDITTIGRSGSPILPPISTSQDLKGGRGIIAGGVEAKIGAWPWMAAVFVR  99

Query  169  NFGIGRFHCAGSIISNKYILSAAHAFLIGGRK  200
   NFGIGRFHCAGSII +KYILSAAHAFLIGGRK

Sbjct  98  NFGIGRFHCAGSIICSKYILSAAHAFLIGGRK  3

SRX202160
Sequence ID: SRA:SRR610305.201975.2 Length: 439 Number of Matches: 1
Range 1: 1 to 438

Score Expect Method Identities Positives Gaps Frame

166 bits(420) 1e-49() Compositional matrix adjust. 88/146(60%) 95/146(65%) 0/146(0%) +1

Query  241  IAIIELKEELNFTDLVNPICLPDPETVTDPLKDRIVTAAGWGDLDFSGPRSQVLREVSIP  300
   IAII LKEELNFTDLV PICLPDPE  TD LK R VT AGWGDLDF+GPRSQ       P

Sbjct  1   IAIIVLKEELNFTDLVRPICLPDPEAATDSLKGRRVTVAGWGDLDFAGPRSQSSARG*YP  180

Query  301  VVPVDKCDQAYEKLNTPSLKNGITNNFLCAGLEEGGKDACQGDSGGPLMLVNNTRWIVVG  360
   Q+  +   P           CAGLEEGGK         PLMLVNN+ WIV G

Sbjct  181  RCSNQ*L*QSLSESQHPCS*KWDNEQVYCAGLEEGGKRCLSRRFW*PLMLVNNSSWIVTG  360

Query  361  VVSFGHKCAEEGYPGVYSRVASYLDW  386
   VVSFGHKCAEEG+PGVY+RV SYL+W

Sbjct  361 VVSFGHKCAEEGFPGVYTRVVSYLEW  438

SRX202160
Sequence ID: SRA:SRR610305.607373.2 Length: 378 Number of Matches: 1
Range 1: 1 to 333

Score Expect Method Identities Positives Gaps Frame

162 bits(411) 1e-48() Compositional matrix adjust. 89/112(79%) 99/112(88%) 2/112(1%) -1

Query  1    MTWICVITLFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLAT  59
   M WICVITLFALAS+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLAT

Sbjct  333 MAWICVITLFALASSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLAT  154

Query  60   LKDSFPVVCSWNGRFQPIVCCPDaiapppvtttavtviSTKEPKLPRLHISG  111
   LKDSFPVVCSWNGRFQPIVCCPD  A P VTTT  T++ TKE K+PRLHI G

Sbjct  153 LKDSFPVVCSWNGRFQPIVCCPD-AAAPSVTTTVTTIVPTKETKIPRLHIPG  1

SRX202160
Sequence ID: SRA:SRR610305.241420.2 Length: 363 Number of Matches: 1
Range 1: 70 to 318
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Score Expect Method Identities Positives Gaps Frame

152 bits(385) 1e-44() Compositional matrix adjust. 71/83(86%) 78/83(93%) 1/83(1%) +1

Query  1    MTWICVITLFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLAT  59
            M WICVITLFAL S+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLAT
Sbjct  70   MAWICVITLFALVSSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLAT  249

Query  60   LKDSFPVVCSWNGRFQPIVCCPD  82
            LKDSFPVVCSWNGRFQPIVCCPD
Sbjct  250  LKDSFPVVCSWNGRFQPIVCCPD  318

SRX202160
Sequence ID: SRA:SRR610305.737708.2 Length: 327 Number of Matches: 1
Range 1: 2 to 325

Score Expect Method Identities Positives Gaps Frame

145 bits(367) 3e-42() Compositional matrix adjust. 82/109(75%) 92/109(84%) 2/109(1%) -3

Query  4    ICVITLFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLATLKD  62
            ICVIT     S+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLATLKD
Sbjct  325  ICVITCLLWTSSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLATLKD  146

Query  63   SFPVVCSWNGRFQPIVCCPDaiapppvtttavtviSTKEPKLPRLHISG  111
            SFPVVCSWNGRFQPIVCCPD  A P VTTT  T++ TKE K+PRLHI G
Sbjct  145  SFPVVCSWNGRFQPIVCCPD-AAAPSVTTTVTTIVPTKETKIPRLHIPG  2

SRX202160
Sequence ID: SRA:SRR610305.140124.2 Length: 376 Number of Matches: 1
Range 1: 6 to 371

Score Expect Method Identities Positives Gaps Frame

145 bits(367) 4e-42() Compositional matrix adjust. 69/122(57%) 85/122(69%) 0/122(0%) -3

Query  267  VTDPLKDRIVTAAGWGDLDFSGPRSQVLREVSIPVVPVDKCDQAYEKLNTPSLKNGITNN  326
            V    K R VT  GWGD  F G +S+VL++VSIPVV    C+++Y K+       GIT  
Sbjct  371  VGQDFKGREVTVTGWGDTFFGGAKSKVLQQVSIPVVSNKACNKSYSKVALSKYPQGITRG  192

Query  327  FLCAGLEEGGKDACQGDSGGPLMLVNNTRWIVVGVVSFGHKCAEEGYPGVYSRVASYLDW  386
             +CAGL EGGKDACQGDSGGPL+L  + RW +VG+VSFG  CAE GYPGVY+RV+ Y+ W
Sbjct  191  QICAGLSEGGKDACQGDSGGPLVLEESGRWTLVGIVSFGLNCAEPGYPGVYTRVSHYIRW  12

Query  387  IA  388
            IA
Sbjct  11   IA  6

SRX202160
Sequence ID: SRA:SRR610305.146939.2 Length: 467 Number of Matches: 2
Range 1: 76 to 300

Score Expect Method Identities Positives Gaps Frame

143 bits(360) 1e-40() Compositional matrix adjust. 66/75(88%) 71/75(94%) 0/75(0%) -3

Query  327  FLCAGLEEGGKDACQGDSGGPLMLVNNTRWIVVGVVSFGHKCAEEGYPGVYSRVASYLDW  386
            F+CAGLEEGGKDACQGDSGGPLMLVNN+ WIV GVVSFGHKCAEEG+PGVY+RV SYL+W
Sbjct  300  FICAGLEEGGKDACQGDSGGPLMLVNNSSWIVTGVVSFGHKCAEEGFPGVYTRVVSYLEW  121

Query  387  IAKVTNSLDHAVTN*  401
            IAKVTNSLD AVTN*
Sbjct  120  IAKVTNSLDQAVTN*  76

Range 2: 267 to 467

Score Expect Method Identities Positives Gaps Frame

92.8 bits(229) 1e-21() Compositional matrix adjust. 44/67(66%) 53/67(79%) 0/67(0%) -1

Query  271  LKDRIVTAAGWGDLDFSGPRSQVLREVSIPVVPVDKCDQAYEKLNTPSLKNGITNNFLCA  330
            LK R VT AGWGDLDF+GPRSQVLREVSIPVVP+  C++AY+KLNT +LKNGIT +    
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Sbjct  467  LKGRRVTVAGWGDLDFAGPRSQVLREVSIPVVPIGDCNKAYQKLNTLALKNGITKSLFVL  288

Query  331  GLEEGGK  337
              ++ GK
Sbjct  287  DWKKVGK  267

SRX202160
Sequence ID: SRA:SRR610305.145522.2 Length: 365 Number of Matches: 1
Range 1: 70 to 300

Score Expect Method Identities Positives Gaps Frame

141 bits(355) 3e-40() Compositional matrix adjust. 66/77(86%) 73/77(94%) 1/77(1%) +1

Query  1    MTWICVITLFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLAT  59
            M WICVITLFALAS+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLAT
Sbjct  70   MAWICVITLFALASSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLAT  249

Query  60   LKDSFPVVCSWNGRFQP  76
            LKDSFPVVCSWNGRFQP
Sbjct  250  LKDSFPVVCSWNGRFQP  300

SRX202160
Sequence ID: SRA:SRR610305.605162.2 Length: 320 Number of Matches: 1
Range 1: 79 to 303

Score Expect Method Identities Positives Gaps Frame

137 bits(344) 6e-39() Compositional matrix adjust. 64/75(85%) 72/75(96%) 1/75(1%) -3

Query  9    LFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLATLKDSFPVV  67
            +FALAS+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLATLKDSFPVV
Sbjct  303  VFALASSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLATLKDSFPVV  124

Query  68   CSWNGRFQPIVCCPD  82
            CSWNGRFQPIVCCPD
Sbjct  123  CSWNGRFQPIVCCPD  79

SRX202160
Sequence ID: SRA:SRR610305.243191.2 Length: 458 Number of Matches: 1
Range 1: 34 to 456

Score Expect Method Identities Positives Gaps Frame

137 bits(345) 2e-38() Compositional matrix adjust. 69/152(45%) 96/152(63%) 12/152(7%) +1

Query  226  VIIHPHYVEKENYNDIAIIELKEELNFTDLVNPICLPDPETVTDPLKDRIVTAAGWGDLD  285
            +I HP + +   YNDIA++ L + + F++ + PICLP P      L+++I T  GWG + 
Sbjct  34   IINHPDFDKVSYYNDIALLRLAKPVAFSEFIQPICLPHPR---HDLRNKIATVTGWGTVS  204

Query  286  FSGPRSQVLREVSIPVVPVDKCDQAYEKLNTPSLKNGITNNFLCAGLEEGGKDACQGDSG  345
            + G  S VLREVSIP+   D+CD+ + +         IT  FLCAG + G KD+CQGDSG
Sbjct  205  YGGASSNVLREVSIPIWNNDECDETFTQ--------NITKVFLCAGSKNGDKDSCQGDSG  360

Query  346  GPLML-VNNTRWIVVGVVSFGHKCAEEGYPGV  376
            GPLM    N RW +VG+VS+G +CAE  +PGV
Sbjct  361  GPLMWEAPNRRWTLVGIVSWGIRCAEPKFPGV  456

SRX202160
Sequence ID: SRA:SRR610305.358932.2 Length: 448 Number of Matches: 1
Range 1: 161 to 376

Score Expect Method Identities Positives Gaps Frame

134 bits(337) 2e-37() Compositional matrix adjust. 62/72(86%) 69/72(95%) 1/72(1%) +2

Query  12   LASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLATLKDSFPVVCSW  70
            LAS+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLATLKDSFPVVCSW
Sbjct  161  LASSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLATLKDSFPVVCSW  340

Query  71   NGRFQPIVCCPD  82
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   NGRFQPIVCCPD
Sbjct  341 NGRFQPIVCCPD  376

SRX202160
Sequence ID: SRA:SRR610305.604182.2 Length: 334 Number of Matches: 1
Range 1: 1 to 330

Score Expect Method Identities Positives Gaps Frame

132 bits(333) 3e-37() Compositional matrix adjust. 77/111(69%) 85/111(76%) 1/111(0%) -2

Query  1  MTWICVITLFALASATLGNKVSRVGVLFPKTRNDNECTARGGLKGSCKSLIDCPSVLATL  60
 M WICVITLFALAS+TL  K+     L   T    +C A+GGLKGSCKSL DCP+VLATL

Sbjct  330  MAWICVITLFALASSTLSXKLVDGDHLS*DTERYKQCAAKGGLKGSCKSLTDCPAVLATL  151

Query  61   KDSFPVVCSWNGRFQPIVCCPDaiapppvtttavtviSTKEPKLPRLHISG  111
   KDSFPVVCSWNGRFQPIVCCPD  A P VTTT  T++ TKE K+PRLHI G

Sbjct  150 KDSFPVVCSWNGRFQPIVCCPD-AAAPSVTTTVTTIVPTKETKIPRLHIPG  1

SRX202160
Sequence ID: SRA:SRR610305.181294.2 Length: 446 Number of Matches: 1
Range 1: 61 to 444

Score Expect Method Identities Positives Gaps Frame

132 bits(333) 9e-37() Compositional matrix adjust. 63/128(49%) 82/128(64%) 0/128(0%) +1

Query  216  KRGQEYPVKDVIIHPHYVEKENYNDIAIIELKEELNFTDLVNPICLPDPETVTDPLKDRI  275
   K  Q Y V+DVI+H  Y   +NY+DIA++++K E+   D V P+CLP P  V    K R 

Sbjct  61  KMEQNYDVEDVIVHERYQPSQNYHDIAVLKVKGEVRLNDKVKPVCLPKPSFVGQDFKGRE  240

Query  276  VTAAGWGDLDFSGPRSQVLREVSIPVVPVDKCDQAYEKLNTPSLKNGITNNFLCAGLEEG  335
   VT  GWGD  F G +S+VL++VSIPVV    C+++Y K+       GIT   +CAGL EG

Sbjct  241 VTVTGWGDTFFGGAKSKVLQQVSIPVVSNKACNKSYSKVALSKYPQGITRGQICAGLSEG  420

Query  336  GKDACQGD  343
   GKDACQGD

Sbjct  421 GKDACQGD  444

SRX202160
Sequence ID: SRA:SRR610305.109827.2 Length: 390 Number of Matches: 1
Range 1: 2 to 310

Score Expect Method Identities Positives Gaps Frame

126 bits(317) 1e-34() Compositional matrix adjust. 59/103(57%) 76/103(73%) 0/103(0%) +2

Query  290  RSQVLREVSIPVVPVDKCDQAYEKLNTPSLKNGITNNFLCAGLEEGGKDACQGDSGGPLM  349
   +S+VL++VSIPVV    C+++Y K+       GIT   +CAGL EGGKDACQGDSGGPL+

Sbjct  2   KSKVLQQVSIPVVSNKACNKSYSKVALSRYPQGITRGQICAGLSEGGKDACQGDSGGPLV  181

Query  350  LVNNTRWIVVGVVSFGHKCAEEGYPGVYSRVASYLDWIAKVTN  392
   L  + RW +VG+VSFG  CAE GYPGVY+RV+ Y+ WIA  T+

Sbjct  182 LEESGRWTLVGIVSFGLNCAEPGYPGVYTRVSHYIRWIAANTD  310

SRX202160
Sequence ID: SRA:SRR610305.225432.2 Length: 505 Number of Matches: 1
Range 1: 122 to 499

Score Expect Method Identities Positives Gaps Frame

127 bits(320) 1e-34() Compositional matrix adjust. 64/137(47%) 88/137(64%) 12/137(8%) +2

Query  245  ELKEELNFTDLVNPICLPDPETVTDPLKDRIVTAAGWGDLDFSGPRSQVLREVSIPVVPV  304
   + K+ + ++D + PICLPDP +    L+ ++ T  GWG + + G  S VLREVSIPV   

Sbjct  122 DWKKPVAYSDFIRPICLPDPRS---DLRSKLATVTGWGTVAYGGASSNVLREVSIPVWDN  292

Query  305  DKCDQAYEKLNTPSLKNGITNNFLCAGLEEGGKDACQGDSGGPLML-VNNTRWIVVGVVS  363
   ++C+  + +          TN FLCAG + G KD+CQGDSGGPLM    N RW +VG+VS

Sbjct  293 EECNNTFVQT--------TTNVFLCAGSKNGDKDSCQGDSGGPLMWEAPNRRWTLVGIVS  448
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Query  364  FGHKCAEEGYPGVYSRV  380
            +G +CAE  YPGVY+RV
Sbjct  449  WGIRCAEPNYPGVYTRV  499

SRX202160
Sequence ID: SRA:SRR610305.531623.2 Length: 259 Number of Matches: 1
Range 1: 1 to 255

Score Expect Method Identities Positives Gaps Frame

124 bits(312) 2e-34() Compositional matrix adjust. 63/85(74%) 67/85(78%) 0/85(0%) -2

Query  223  VKDVIIHPHYVEKENYNDIAIIELKEELNFTDLVNPICLPDPETVTDPLKDRIVTAAGWG  282
            V+DVIIHP YVE+ENYNDIAII LKEELNFTDLV          VTD LK R VT AGWG
Sbjct  255  VEDVIIHPDYVERENYNDIAIIVLKEELNFTDLVRQSVSLTQGAVTDSLKGRRVTVAGWG  76

Query  283  DLDFSGPRSQVLREVSIPVVPVDKC  307
            DLDF+GPRSQVLREVSIPVVP+  C
Sbjct  75   DLDFAGPRSQVLREVSIPVVPISDC  1

SRX202160
Sequence ID: SRA:SRR610305.148321.2 Length: 505 Number of Matches: 1
Range 1: 1 to 420

Score Expect Method Identities Positives Gaps Frame

127 bits(319) 2e-34() Compositional matrix adjust. 62/141(44%) 90/141(63%) 3/141(2%) -2

Query  161  WMAAVFVKNFGIG-RFHCAGSIISNKYILSAAHAFLIGGRKLTPTRLAVRVGGHYIKRGQ  219
            WM  +  +NFG+  RF C G++IS++Y++SAAH F    + ++P+    RVGGH +K G 
Sbjct  420  WMVGI-SQNFGLSERFLCGGALISSRYVISAAHCFKTSNKPISPSVYTSRVGGHTLKDGT  244

Query  220  EYPVKDVIIHPHYVEKENYNDIAIIELKEELNFTDLVNPICLPDPETVTDPLKDRIVTAA  279
             Y V+DVI+H HY   +NY+DIA++++K E+   D V P+CLP P  V    K R VT  
Sbjct  243  NYDVEDVIVHEHYQPSQNYHDIAVLKVKGEVRLNDKVKPVCLPKPSFVGQDFKGREVTVT  64

Query  280  GWGDLDF-SGPRSQVLREVSI  299
            GWGD  F    + +VL++VSI
Sbjct  63   GWGDTFFWRCEKVKVLQQVSI  1

SRX202160
Sequence ID: SRA:SRR610305.96962.2 Length: 529 Number of Matches: 1
Range 1: 59 to 502

Score Expect Method Identities Positives Gaps Frame

125 bits(313) 2e-33() Compositional matrix adjust. 62/148(42%) 95/148(64%) 2/148(1%) -1

Query  246  LKEELNFTDLVNPICLPDPETVTDPLKDRIVTAAGWGDLDFSGPRSQVLREVSIPVVPVD  305
            L + + +   V PIC+P+   +   L ++ V   GWG  +    +  VLRE+ +PVV  +
Sbjct  502  LSKPIEYNYKVQPICIPELNKLNVNLNNKEVVVIGWGVTERGSEKYNVLRELELPVVTNE  323

Query  306  KCDQAYEKLNTPSLKNGITNNFLCAGLEEGGKDACQGDSGGPLMLVNNT--RWIVVGVVS  363
             C+++Y+ ++   L  GIT++ +CAG +EGG+D+C+GDSGGPLM  + T  R  +VGVVS
Sbjct  322  LCNKSYQTISFSGLNRGITDDMICAGYQEGGRDSCEGDSGGPLMYHDPTTGRVELVGVVS  143

Query  364  FGHKCAEEGYPGVYSRVASYLDWIAKVT  391
            FG  CA   +PGVY+R++SY +W  KVT
Sbjct  142  FGFGCARPNFPGVYTRLSSYGNWFQKVT  59

SRX202160
Sequence ID: SRA:SRR610305.353544.2 Length: 296 Number of Matches: 1
Range 1: 1 to 264

Score Expect Method Identities Positives Gaps Frame

122 bits(305) 2e-33() Compositional matrix adjust. 68/89(76%) 78/89(87%) 2/89(2%) -3

Query  24   VGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLATLKDSFPVVCSWNGRFQPIVCCPD  82
            +G++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLATLKDSFPVVCSWNGRFQPIVCCPD
Sbjct  264  MGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLATLKDSFPVVCSWNGRFQPIVCCPD  85
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Query  83  aiapppvtttavtviSTKEPKLPRLHISG  111
 A P VTTT  T++ TKE K+PRLHI G

Sbjct  84 -AAAPSVTTTVTTIVPTKETKIPRLHIPG  1

SRX202160
Sequence ID: SRA:SRR610305.220615.2 Length: 434 Number of Matches: 2
Range 1: 172 to 375

Score Expect Method Identities Positives Gaps Frame

119 bits(297) 9e-33(2) Compositional matrix adjust. 56/68(82%) 63/68(92%) 1/68(1%) +1

Query  1  MTWICVITLFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLAT  59
 M WICVITLF LAS+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLAT

Sbjct  172  MAWICVITLFTLASSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLAT  351

Query  60  LKDSFPVV  67
 LKDSFPVV

Sbjct  352  LKDSFPVV  375

Range 2: 363 to 419

Score Expect Method Identities Positives Gaps Frame

39.3 bits(90) 9e-33(2) Compositional matrix adjust. 16/19(84%) 16/19(84%) 0/19(0%) +3

Query  64  FPVVCSWNGRFQPIVCCPD  82
 FP  CSWNGRFQPIVC PD

Sbjct  363  FPCRCSWNGRFQPIVCXPD  419

SRX202160
Sequence ID: SRA:SRR610305.385163.2 Length: 293 Number of Matches: 1
Range 1: 2 to 292

Score Expect Method Identities Positives Gaps Frame

118 bits(296) 5e-32() Compositional matrix adjust. 69/98(70%) 77/98(78%) 1/98(1%) -2

Query  14   SATLGNKVSRVGVLFPKTRNDNECTARGGLKGSCKSLIDCPSVLATLKDSFPVVCSWNGR  73
   S+TL NKVSR G     T    +CTA+GGLKGSCKSL DCP+VLATLKDSFPVVCSWNGR

Sbjct  292 SSTLSNKVSRWGSSS*DTERYKQCTAKGGLKGSCKSLTDCPAVLATLKDSFPVVCSWNGR  113

Query  74   FQPIVCCPDaiapppvtttavtviSTKEPKLPRLHISG  111
   FQPIVCCPD  A P VTTT  T++ TKE K+PRLH+ G

Sbjct  112 FQPIVCCPD-AAAPSVTTTVTTIVPTKETKIPRLHVPG  2

SRX202160
Sequence ID: SRA:SRR610305.468223.2 Length: 338 Number of Matches: 1
Range 1: 129 to 332

Score Expect Method Identities Positives Gaps Frame

118 bits(296) 8e-32() Compositional matrix adjust. 57/68(84%) 63/68(92%) 1/68(1%) +3

Query  1    MTWICVITLFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLAT  59
   M WICVITLFALAS+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCPS LAT

Sbjct  129 MAWICVITLFALASSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPSCLAT  308

Query  60   LKDSFPVV  67
   LKDSFPVV

Sbjct  309 LKDSFPVV  332

SRX202160
Sequence ID: SRA:SRR610305.73348.2 Length: 423 Number of Matches: 1
Range 1: 51 to 410

Score Expect Method Identities Positives Gaps Frame
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118 bits(296) 2e-31() Compositional matrix adjust. 54/120(45%) 77/120(64%) 1/120(0%) -2

Query  168  KNFGIG-RFHCAGSIISNKYILSAAHAFLIGGRKLTPTRLAVRVGGHYIKRGQEYPVKDV  226
            +NFG+  RF C G++IS++Y++SAAH F    + ++P+    RVGGH +K G  Y V+DV
Sbjct  410  QNFGLSERFLCGGALISSRYVISAAHCFKTSNKPISPSVYTFRVGGHTLKDGTNYDVEDV  231

Query  227  IIHPHYVEKENYNDIAIIELKEELNFTDLVNPICLPDPETVTDPLKDRIVTAAGWGDLDF  286
            I+H  Y   +NY+DIA++++K E+   D V P+CLP P  V    K R VT  GWGD  F
Sbjct  230  IVHERYQPSQNYHDIAVLKVKGEVRLNDKVKPVCLPKPSFVGQDFKGREVTVTGWGDTFF  51

SRX202160
Sequence ID: SRA:SRR610305.517531.2 Length: 384 Number of Matches: 1
Range 1: 169 to 363

Score Expect Method Identities Positives Gaps Frame

116 bits(291) 6e-31() Compositional matrix adjust. 55/65(85%) 60/65(92%) 0/65(0%) -1

Query  337  KDACQGDSGGPLMLVNNTRWIVVGVVSFGHKCAEEGYPGVYSRVASYLDWIAKVTNSLDH  396
            +DACQGDSGGPLMLVNN+  IV GVVSFGHKCAEEG+PGVY+RV SYL+WIAKVTNSLD 
Sbjct  363  EDACQGDSGGPLMLVNNSSGIVTGVVSFGHKCAEEGFPGVYTRVVSYLEWIAKVTNSLDQ  184

Query  397  AVTN*  401
            AVTN*
Sbjct  183  AVTN*  169

SRX202160
Sequence ID: SRA:SRR610305.414191.2 Length: 327 Number of Matches: 1
Range 1: 128 to 322

Score Expect Method Identities Positives Gaps Frame

115 bits(287) 1e-30() Composition-based stats. 54/65(83%) 61/65(93%) 1/65(1%) +2

Query  1    MTWICVITLFALASATLGNKVSRVGVLFPKTRNDN-ECTARGGLKGSCKSLIDCPSVLAT  59
            M WICVITLFALAS+TL NKVSRVG++FPKT+NDN +CTA+GGLKGSCKSL DCP+VLAT
Sbjct  128  MAWICVITLFALASSTLSNKVSRVGIIFPKTQNDNKQCTAKGGLKGSCKSLTDCPAVLAT  307

Query  60   LKDSF  64
            LKDSF
Sbjct  308  LKDSF  322

SRX202160
Sequence ID: SRA:SRR610305.115187.2 Length: 406 Number of Matches: 1
Range 1: 3 to 296

Score Expect Method Identities Positives Gaps Frame

115 bits(287) 3e-30() Compositional matrix adjust. 59/105(56%) 76/105(72%) 9/105(8%) -3

Query  286  FSGPRSQVLREVSIPVVPVDKCDQAYEK-LNTPSLKNGITNNFLCAGLEEGGKDACQGDS  344
            F+GP S VLREV +P+   + C QAYEK LN       ITN ++CAG  +GGKDACQGDS
Sbjct  296  FNGPSSAVLREVQLPIWGHEPCRQAYEKDLN-------ITNVYMCAGYADGGKDACQGDS  138

Query  345  GGPLMLVNNT-RWIVVGVVSFGHKCAEEGYPGVYSRVASYLDWIA  388
            GGP+ML + +  + +VG+VSFG KCA  G+PGVY++V  +LDWIA
Sbjct  137  GGPMMLPDKSGNFYLVGIVSFGKKCALPGFPGVYTKVTEFLDWIA  3

SRX202160
Sequence ID: SRA:SRR610305.127978.2 Length: 520 Number of Matches: 1
Range 1: 1 to 354

Score Expect Method Identities Positives Gaps Frame

115 bits(288) 6e-30() Compositional matrix adjust. 55/118(47%) 80/118(67%) 2/118(1%) +1

Query  276  VTAAGWGDLDFSGPRSQVLREVSIPVVPVDKCDQAYEKLNTPSLKNGITNNFLCAGLEEG  335
            V   GWG  +    +  VLRE+ +PVV  + C+++Y+ ++   L  GIT++ +CAG +EG
Sbjct  1    VVVIGWGVTERGSEKYNVLRELELPVVTNELCNKSYQTISFSGLNRGITDDMICAGYQEG  180

Query  336  GKDACQGDSGGPLMLVNNT--RWIVVGVVSFGHKCAEEGYPGVYSRVASYLDWIAKVT  391
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   G+D+C+GDSGGPLM  + T  R  +VGVVSFG  CA   +PGVY+R++SY +W  KVT
Sbjct  181 GRDSCEGDSGGPLMYHDPTTGRVELVGVVSFGFGCARPNFPGVYTRLSSYGNWFQKVT  354

SRX202160
Sequence ID: SRA:SRR610305.598174.2 Length: 374 Number of Matches: 1
Range 1: 12 to 305

Score Expect Method Identities Positives Gaps Frame

113 bits(283) 8e-30() Compositional matrix adjust. 58/105(55%) 75/105(71%) 9/105(8%) +3

Query  286  FSGPRSQVLREVSIPVVPVDKCDQAYEK-LNTPSLKNGITNNFLCAGLEEGGKDACQGDS  344
   F+GP S VLREV +P+   + C QAYEK LN       ITN ++CAG  +G KDACQGDS

Sbjct  12  FNGPSSAVLREVQLPIWGHEPCRQAYEKDLN-------ITNVYMCAGYADGSKDACQGDS  170

Query  345  GGPLMLVNNT-RWIVVGVVSFGHKCAEEGYPGVYSRVASYLDWIA  388
   GGP+ML + +  + +VG+VSFG KCA  G+PGVY++V  +LDWIA

Sbjct  171 GGPMMLPDKSGNFYLVGIVSFGKKCALPGFPGVYTKVTEFLDWIA  305

SRX202160
Sequence ID: SRA:SRR610305.62354.2 Length: 388 Number of Matches: 1
Range 1: 10 to 384

Score Expect Method Identities Positives Gaps Frame

113 bits(283) 1e-29() Compositional matrix adjust. 62/132(47%) 80/132(60%) 8/132(6%) -2

Query  220  EYPVKDVIIHPHYVEKENYNDIAIIELKEELNFTDLVNPICLPDPETVTDPLKDRIVTAA  279
   ++ V  V  H ++V     NDIAI++L + + FT  + PICLP      + L  R    A

Sbjct  384 DFAVTSVKHHENFVLATYLNDIAILKLNDTVTFTHKIKPICLPYESLRYEDLAMRNPFVA  205

Query  280  GWGDLDFSGPRSQVLREVSIPVVPVDKCDQAYEK-LNTPSLKNGITNNFLCAGLEEGGKD  338
   GWG   F+GP S VLREV +P+   + C QAYEK LN       ITN ++CAG  +GGKD

Sbjct  204 GWGTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLN-------ITNVYMCAGYADGGKD  46

Query  339  ACQGDSGGPLML  350
   ACQGDSGGP+ML

Sbjct  45  ACQGDSGGPMML  10

SRX202160
Sequence ID: SRA:SRR610305.126966.2 Length: 437 Number of Matches: 1
Range 1: 11 to 436

Score Expect Method Identities Positives Gaps Frame

113 bits(283) 2e-29() Compositional matrix adjust. 58/142(41%) 89/142(62%) 2/142(1%) +2

Query  237  NYNDIAIIELKEELNFTDLVNPICLPDPETVTDPLKDRIVTAAGWGDLDFSGPRSQVLRE  296
   +Y DI +I L + + +   V PIC+P+   +   L ++ V   GWG  +    +  VLRE

Sbjct  11  HYYDIGLILLSKPIEYNYKVQPICIPELNKLNVNLNNKEVVVIGWGVTERGSEKYNVLRE  190

Query  297  VSIPVVPVDKCDQAYEKLNTPSLKNGITNNFLCAGLEEGGKDACQGDSGGPLMLVNNT--  354
+ +PVV  + C+++Y+ ++   L  GIT++ +CAG +EGG+D+C+GDSGGPLM  + T

Sbjct  191 LELPVVTNELCNKSYQTISFSGLNRGITDDMICAGYQEGGRDSCEGDSGGPLMYHDPTTG  370

Query  355  RWIVVGVVSFGHKCAEEGYPGV  376
   R  +VGVVSFG  CA   +PGV

Sbjct  371 RVELVGVVSFGFGCARPNFPGV  436

SRX202160
Sequence ID: SRA:SRR610305.617893.2 Length: 421 Number of Matches: 1
Range 1: 115 to 411

Score Expect Method Identities Positives Gaps Frame

113 bits(282) 2e-29() Compositional matrix adjust. 59/106(56%) 74/106(69%) 10/106(9%) -2

Query  286  FSGPRSQVLREVSIPVVPVDKCDQAYEK-LNTPSLKNGITNNFLCAGLEEGGKDACQGDS  344
   F+GP S VLREV +P+   + C QAYEK LN       ITN ++CAG  +GGKDACQGDS

Sbjct  411 FNGPSSAVLREVQLPIWGHEPCRQAYEKDLN-------ITNVYMCAGYADGGKDACQGDS  253
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Query  345  GGPLMLVNNTR--WIVVGVVSFGHKCAEEGYPGVYSRVASYLDWIA  388
   GGP+ML +  R  +I +  VSFG KCA  G+PGVY++V  +LDWIA

Sbjct  252 GGPMMLPDKKRELFISLEFVSFGKKCALPGFPGVYTKVTEFLDWIA  115

SRX202160
Sequence ID: SRA:SRR610305.504278.2 Length: 414 Number of Matches: 3
Range 1: 261 to 377

Score Expect Method Identities Positives Gaps Frame

80.1 bits(196) 7e-29(3) Compositional matrix adjust. 36/39(92%) 37/39(94%) 0/39(0%) +3

Query  44   KGSCKSLIDCPSVLATLKDSFPVVCSWNGRFQPIVCCPD  82
   KGSCKSL DCP+VLATLKDSFPVV SWNGRFQPIVCCPD

Sbjct  261 KGSCKSLTDCPAVLATLKDSFPVVYSWNGRFQPIVCCPD  377

Range 2: 127 to 201

Score Expect Method Identities Positives Gaps Frame

47.8 bits(112) 7e-29(3) Compositional matrix adjust. 22/25(88%) 23/25(92%) 0/25(0%) +1

Query  1    MTWICVITLFALASATLGNKVSRVG  25
   M WICVITLFALAS+TL NKVSRVG

Sbjct  127 MAWICVITLFALASSTLSNKVSRVG  201

Range 3: 185 to 262

Score Expect Method Identities Positives Gaps Frame

37.7 bits(86) 7e-29(3) Compositional matrix adjust. 17/26(65%) 22/26(84%) 1/26(3%) +2

Query  20   KVSRVGVLFPKTRNDN-ECTARGGLK  44
   K+   G++FPKTRNDN +CTA+GGLK

Sbjct  185 KLVEWGIIFPKTRNDNKQCTAKGGLK  262

SRX202160
Sequence ID: SRA:SRR610305.737967.2 Length: 335 Number of Matches: 1
Range 1: 3 to 311

Score Expect Method Identities Positives Gaps Frame

108 bits(271) 3e-28() Compositional matrix adjust. 59/114(52%) 74/114(64%) 16/114(14%) +3

Query  280  GWGDLDFSGPRSQVLREVSIPVVPVDKCDQAYEK-LNTPSLKNGITNNFLCAGLEEGGKD  338
   GWG   F+GP S VLREV +P+   + C QAYEK LN       ITN ++CAG  +GGKD

Sbjct  3   GWGTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLN-------ITNVYMCAGYADGGKD  161

Query  339  ACQGDSGGPLMLVNN----TRWIVVGVVSFGHKCAEEGYPGVYSRVASYLDWIA  388
   ACQGDSGGP+ML +     +RW  V    F  +CA  G+PGVY++V  +LDWIA

Sbjct  162 ACQGDSGGPMMLPDKAGLLSRWNCV----FSEECALPGFPGVYTKVTEFLDWIA  311

SRX202160
Sequence ID: SRA:SRR610305.267540.2 Length: 436 Number of Matches: 1
Range 1: 141 to 434

Score Expect Method Identities Positives Gaps Frame

108 bits(270) 9e-28() Compositional matrix adjust. 56/105(53%) 73/105(69%) 9/105(8%) -3

Query  281  WGDLDFSGPRSQVLREVSIPVVPVDKCDQAYEK-LNTPSLKNGITNNFLCAGLEEGGKDA  339
   WG   F+GP S VLREV +P+   + C QAYEK LN       ITN ++CAG  +GGKDA

Sbjct  434 WGTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLN-------ITNVYMCAGYADGGKDA  276

Query  340  CQGDSGGPLMLVNNT-RWIVVGVVSFGHKCAEEGYPGVYSRVASY  383
   CQGDSGGP+ML + +  + +VG+VSFG KCA  G+PGVY++V  +

Sbjct  275 CQGDSGGPMMLPDKSGNFYLVGIVSFGKKCALPGFPGVYTKVTEF  141
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SRX202160
Sequence ID: SRA:SRR610305.296720.2 Length: 492 Number of Matches: 1
Range 1: 5 to 385

Score Expect Method Identities Positives Gaps Frame

109 bits(272) 9e-28() Compositional matrix adjust. 63/140(45%) 87/140(62%) 16/140(11%) +2

Query  243  IIELKEELN-FTDLVNPICLPDPETVTDPLKDRIVTAAGWGDLDFSGPRSQVLREVSIPV  301
   ++ L+ +LN F  L+  +     +T+ +P        AGWG   F+GP S VLREV +P+

Sbjct  5   LLRLRTKLNQFVYLM*SLRYEGSKTMRNPF------VAGWGTTAFNGPSSAVLREVQLPI  166

Query  302  VPVDKCDQAYEK-LNTPSLKNGITNNFLCAGLEEGGKDACQGDSGGPLMLVNNT-RWIVV  359
   + C QAYEK LN       ITN ++CAG  +GGKDACQGDSGGP+ML + +  + +V

Sbjct  167  WGHEPCRQAYEKDLN-------ITNVYMCAGYADGGKDACQGDSGGPMMLPDKSGNFYLV  325

Query  360  GVVSFGHKCAEEGYPGVYSR  379
   G+VSFG KCA  G+PGV  +

Sbjct  326 GIVSFGKKCALPGFPGVLHK  385
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Job Title
RID
Program
Database
Query ID
Description
Molecule type
Query Length

The site is secure.
The https:// ensures that you are connecting to the official website and that any information you provide is encrypted and transmitted securely.
Access keys NCBI Homepage MyNCBI Homepage Main Content Main Navigation

BLAST ®  » tblastn-SRA » results for RID-J1TWKTSF016

Protein Sequence ...
J1TWKTSF016 Search expires on 11-23 05:28 am
TBLASTN
SRA
lcl|Query_4221373
unnamed protein product ...
amino acid
376

Descriptions

Important update
The ClusteredNR database is now the default Protein BLAST database. Learn more about ClusteredNR

Description


Max Score


Total Score


Query Cover


E value


Per. Ident


Acc. Len


Accession

SRX202160 285 285 41% 2e-96 88.24% 462 SRA:SRR610305.97090.2

SRX202160 246 246 34% 1e-81 88.37% 388 SRA:SRR610305.62354.2

SRX202160 193 312 44% 8e-79 85.15% 495 SRA:SRR610305.140318.2

SRX202160 233 288 40% 1e-75 85.83% 473 SRA:SRR610305.104315.2

SRX202160 209 253 43% 2e-66 76.64% 492 SRA:SRR610305.124826.2

SRX202160 204 204 28% 5e-65 90.57% 374 SRA:SRR610305.598174.2

SRX202160 205 295 41% 6e-65 80.65% 472 SRA:SRR610305.184275.2

SRX202160 199 251 34% 8e-63 91.09% 406 SRA:SRR610305.115187.2

SRX202160 198 273 38% 4e-62 84.55% 492 SRA:SRR610305.296720.2

SRX202160 196 196 26% 9e-62 92.86% 436 SRA:SRR610305.267540.2

SRX202160 195 251 36% 4e-61 85.32% 461 SRA:SRR610305.159521.2

SRX202160 190 190 28% 2e-59 85.98% 421 SRA:SRR610305.617893.2

SRX202160 186 186 29% 3e-58 83.49% 335 SRA:SRR610305.737967.2

SRX202160 187 187 26% 5e-58 90.62% 431 SRA:SRR610305.393406.2

SRX202160 184 184 25% 1e-57 91.58% 287 SRA:SRR610305.606681.2

SRX202160 179 240 35% 5e-55 79.65% 401 SRA:SRR610305.254076.2

SRX202160 169 222 28% 1e-51 91.46% 343 SRA:SRR610305.600452.2

SRX202160 168 168 28% 3e-51 79.44% 341 SRA:SRR610305.376727.2

SRX202160 165 165 23% 1e-49 90.59% 447 SRA:SRR610305.289470.2

SRX202160 162 162 22% 5e-49 88.10% 264 SRA:SRR610305.503368.2

SRX202160 162 162 22% 2e-48 90.36% 394 SRA:SRR610305.407901.2

SRX202160 159 159 24% 1e-47 84.78% 329 SRA:SRR610305.487009.2

SRX202160 158 197 26% 2e-47 90.12% 305 SRA:SRR610305.640026.2

11/21/25, 5:32 PM NCBI Blast:Protein Sequence

https://blast.ncbi.nlm.nih.gov/Blast.cgi# 5/25

Note: T.t proclotting factor used for database
query was derived from NCBI nucleotide 
sequence Accession:  M58366

Seikagaku Corporation Exhibit 2098 - Page 51 of 67
Charles River Laboratories, Inc. v. Seikagaku Corporation

IPR2025-00440

https://www.ncbi.nlm.nih.gov/guide/browsers/#ncbi_accesskeys
https://www.ncbi.nlm.nih.gov/
https://blast.ncbi.nlm.nih.gov/myncbi/
https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE=Translations&PROGRAM=tblastn&PAGE_TYPE=BlastSearch&BLAST_SPEC=SRA
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&RID=J1TWKTSF016
https://ncbiinsights.ncbi.nlm.nih.gov/2025/05/22/faster-better-results-protein-blast/?utm_source=ncbi_linkedin&utm_medium=referral&utm_campaign=clusterednr-default-20250521
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1TWKTSF016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=1&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1TWKTSF016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=2&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1TWKTSF016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1TWKTSF016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1TWKTSF016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.97090.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.62354.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.140318.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.104315.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.124826.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.598174.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.184275.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.115187.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.296720.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.267540.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.159521.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.617893.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.737967.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.393406.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.606681.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.254076.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.600452.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.376727.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.289470.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.503368.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.407901.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.487009.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.640026.2


Description


Max Score


Total Score


Query Cover


E value


Per. Ident


Acc. Len


Accession

SRX202160 156 211 27% 1e-46 78.12% 302 SRA:SRR610305.480569.2

SRX202160 152 152 21% 1e-45 86.25% 247 SRA:SRR610305.718598.2

SRX202160 152 152 26% 3e-45 76.29% 319 SRA:SRR610305.373614.2

SRX202160 151 151 22% 6e-45 83.95% 245 SRA:SRR610305.534301.2

SRX202160 151 218 28% 7e-45 87.50% 317 SRA:SRR610305.482196.2

SRX202160 120 197 29% 1e-44 84.06% 431 SRA:SRR610305.352700.2

SRX202160 147 147 23% 7e-43 76.14% 372 SRA:SRR610305.163349.2

SRX202160 147 147 20% 9e-43 90.79% 418 SRA:SRR610305.182165.2

SRX202160 144 144 21% 3e-42 83.75% 310 SRA:SRR610305.295524.2

SRX202160 140 140 38% 6e-40 47.22% 458 SRA:SRR610305.243191.2

SRX202160 136 136 27% 4e-39 66.67% 309 SRA:SRR610305.195167.2

SRX202160 135 135 18% 2e-38 89.55% 346 SRA:SRR610305.726966.2

SRX202160 135 135 22% 2e-38 75.00% 399 SRA:SRR610305.700005.2

SRX202160 135 135 34% 6e-38 50.00% 505 SRA:SRR610305.225432.2

SRX202160 133 133 18% 1e-37 89.39% 316 SRA:SRR610305.298799.2

SRX202160 129 129 16% 1e-36 93.44% 185 SRA:SRR610305.180820.2

SRX202160 129 129 21% 2e-36 79.75% 269 SRA:SRR610305.616637.2

SRX202160 126 126 17% 1e-35 90.77% 199 SRA:SRR610305.518418.2

SRX202160 127 127 19% 2e-35 79.17% 322 SRA:SRR610305.348725.2

SRX202160 125 125 19% 2e-35 81.69% 219 SRA:SRR610305.483431.2

SRX202160 125 125 30% 1e-34 48.33% 376 SRA:SRR610305.140124.2

SRX202160 124 124 16% 2e-34 93.44% 292 SRA:SRR610305.707164.2

SRX202160 124 124 39% 1e-33 39.60% 499 SRA:SRR610305.130106.2

SRX202160 121 181 26% 4e-33 70.51% 300 SRA:SRR610305.285510.2

SRX202160 82.8 218 27% 7e-33 78.26% 379 SRA:SRR610305.361489.2

SRX202160 120 120 17% 3e-32 88.89% 446 SRA:SRR610305.14547.2

SRX202160 119 119 26% 5e-32 54.55% 413 SRA:SRR610305.112981.2

SRX202160 118 174 23% 1e-31 86.89% 407 SRA:SRR610305.376954.2

SRX202160 119 119 26% 1e-31 63.54% 482 SRA:SRR610305.118091.2

SRX202160 114 194 28% 2e-30 89.09% 332 SRA:SRR610305.503276.2

SRX202160 111 111 20% 9e-30 73.08% 231 SRA:SRR610305.410890.2

SRX202160 113 113 41% 3e-29 38.71% 498 SRA:SRR610305.207366.2

SRX202160 112 112 26% 3e-29 51.55% 491 SRA:SRR610305.216960.2

SRX202160 90.5 143 34% 3e-28 54.43% 454 SRA:SRR610305.188779.2

SRX202160 110 110 37% 4e-28 36.30% 529 SRA:SRR610305.96962.2

SRX202160 105 105 16% 1e-27 78.33% 199 SRA:SRR610305.331792.2

SRX202160 107 159 21% 6e-27 87.27% 499 SRA:SRR610305.182264.2

SRX202160 105 164 21% 6e-27 90.74% 421 SRA:SRR610305.360300.2

SRX202160 103 103 14% 7e-27 88.46% 223 SRA:SRR610305.660101.2

SRX202160 95.1 137 43% 1e-26 38.14% 487 SRA:SRR610305.113694.2

SRX202160 105 105 36% 1e-26 36.50% 457 SRA:SRR610305.151653.2

SRX202160 104 104 25% 1e-26 48.51% 390 SRA:SRR610305.109827.2

SRX202160 104 104 36% 2e-26 38.52% 410 SRA:SRR610305.136853.2

SRX202160 102 102 14% 2e-26 88.46% 246 SRA:SRR610305.367693.2

SRX202160 104 104 35% 2e-26 37.41% 437 SRA:SRR610305.126966.2

SRX202160 102 102 14% 3e-26 88.46% 300 SRA:SRR610305.727575.2

SRX202160 103 103 23% 3e-26 52.87% 408 SRA:SRR610305.146245.2
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Graphic Summary

Description


Max Score


Total Score


Query Cover


E value


Per. Ident


Acc. Len


Accession

SRX202160 102 102 14% 8e-26 90.20% 317 SRA:SRR610305.336205.2

SRX202160 100 100 14% 1e-25 88.24% 230 SRA:SRR610305.627753.2

SRX202160 102 102 42% 1e-25 35.44% 450 SRA:SRR610305.151617.2

SRX202160 100 100 14% 2e-25 88.24% 300 SRA:SRR610305.713722.2

SRX202160 100 100 14% 2e-25 88.24% 301 SRA:SRR610305.712751.2

SRX202160 100 100 14% 2e-25 88.24% 300 SRA:SRR610305.497770.2

SRX202160 100 100 14% 2e-25 88.24% 302 SRA:SRR610305.366843.2

SRX202160 99.8 99.8 14% 4e-25 86.54% 298 SRA:SRR610305.345310.2

SRX202160 98.6 98.6 13% 4e-25 91.84% 183 SRA:SRR610305.637166.2

SRX202160 98.6 98.6 14% 8e-25 86.27% 252 SRA:SRR610305.587030.2

SRX202160 99.8 99.8 14% 1e-24 87.04% 401 SRA:SRR610305.209764.2

SRX202160 100 100 38% 1e-24 36.91% 507 SRA:SRR610305.210909.2

SRX202160 100 100 28% 2e-24 41.23% 520 SRA:SRR610305.127978.2

SRX202160 97.1 97.1 13% 3e-24 86.00% 247 SRA:SRR610305.350431.2

SRX202160 86.7 129 28% 3e-24 60.94% 467 SRA:SRR610305.146939.2

SRX202160 98.2 98.2 26% 4e-24 51.02% 408 SRA:SRR610305.237604.2

SRX202160 81.3 128 18% 5e-24 77.27% 239 SRA:SRR610305.296329.2

SRX202160 95.1 95.1 13% 6e-24 89.80% 149 SRA:SRR610305.371887.2

SRX202160 97.1 162 24% 6e-24 89.80% 320 SRA:SRR610305.534797.2

SRX202160 94.7 94.7 12% 8e-24 93.48% 140 SRA:SRR610305.607386.2

SRX202160 97.1 97.1 37% 2e-23 36.43% 440 SRA:SRR610305.53396.2

SRX202160 96.7 96.7 37% 2e-23 36.43% 414 SRA:SRR610305.696422.2

SRX202160 96.7 96.7 31% 2e-23 37.10% 446 SRA:SRR610305.181294.2

SRX202160 95.9 95.9 14% 4e-23 88.24% 414 SRA:SRR610305.366389.2

SRX202160 95.1 95.1 26% 4e-23 43.81% 368 SRA:SRR610305.29509.2

SRX202160 95.1 95.1 26% 4e-23 43.81% 368 SRA:SRR610305.20998.2

SRX202160 96.3 96.3 43% 5e-23 30.06% 504 SRA:SRR610305.217492.2

SRX202160 94.0 94.0 14% 1e-22 86.27% 399 SRA:SRR610305.731254.2

SRX202160 93.6 93.6 29% 1e-22 47.32% 366 SRA:SRR610305.95861.2

SRX202160 92.8 92.8 18% 2e-22 59.70% 327 SRA:SRR610305.71831.2

11/21/25, 5:32 PM NCBI Blast:Protein Sequence

https://blast.ncbi.nlm.nih.gov/Blast.cgi# 7/25
Seikagaku Corporation Exhibit 2098 - Page 53 of 67

Charles River Laboratories, Inc. v. Seikagaku Corporation
IPR2025-00440

https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1TWKTSF016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=1&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1TWKTSF016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=2&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1TWKTSF016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1TWKTSF016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ADV_VIEW=yes&ADV_VIEW=on&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&BLAST_SPEC=SRA&CONFIG_DESCR=ClustMemNbr,ClustComn,Ds,Sc,Ms,Ts,Cov,Eval,Idnt,AccLen,Acc&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FORMAT_NUM_ORG=1&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Translations&QUERY_INDEX=0&QUERY_NUMBER=0&RID=J1TWKTSF016&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=5&ADV_VIEW=on&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.336205.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.627753.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.151617.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.713722.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.712751.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.497770.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.366843.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.345310.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.637166.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.587030.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.209764.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.210909.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.127978.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.350431.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.146939.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.237604.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.296329.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.371887.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.534797.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.607386.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.53396.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.696422.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.181294.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.366389.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.29509.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.20998.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.217492.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.731254.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.95861.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.71831.2


1 70 140 210 280 350

Distribution of the top 126 Blast Hits on 100 subject sequences
Query

Alignments
Alignment view Pairwise  CDS feature Restore defaults

SRX202160
Sequence ID: SRA:SRR610305.97090.2 Length: 462 Number of Matches: 1
Range 1: 3 to 461

Score Expect Method Identities Positives Gaps Frame

285 bits(729) 2e-96() Compositional matrix adjust. 135/153(88%) 142/153(92%) 0/153(0%) +3

Query  147  IKQGGIRSVQCGGALVTNRHVITASHCVVNSAGTDVMPADVFSVRLGEHNLYSTDDDSNP  206
   IKQGGIRSVQCGGALVTNRHVITASHCVVNS GTDVM ADVFSVRLGEHNLYST+D S+P

Sbjct  3   IKQGGIRSVQCGGALVTNRHVITASHCVVNSLGTDVMRADVFSVRLGEHNLYSTNDSSDP  182

Query  207  IDFAVTSVKHHEHFVLATYLNDIAILTLNDTVTFTDRIRPICLPYRKLRYDDLAMRKPFI  266
   IDFAVTSVKHHE+FVLATYLNDIAIL LNDTVTFT +I+PICLPY  LRY+DLAMR PF+

Sbjct  183 IDFAVTSVKHHENFVLATYLNDIAILKLNDTVTFTHKIKPICLPYESLRYEDLAMRNPFV  362

Query  267  TGWGTTAFNGPSSAVLREVQLPIWEHEACRQAY  299
   GWGTTAFNGPSSAVLREVQLPIW HE CRQAY

Sbjct  363  AGWGTTAFNGPSSAVLREVQLPIWGHEPCRQAY  461
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SRX202160
Sequence ID: SRA:SRR610305.62354.2 Length: 388 Number of Matches: 1
Range 1: 1 to 387

Score Expect Method Identities Positives Gaps Frame

246 bits(629) 1e-81() Compositional matrix adjust. 114/129(88%) 120/129(93%) 0/129(0%) -2

Query  207  IDFAVTSVKHHEHFVLATYLNDIAILTLNDTVTFTDRIRPICLPYRKLRYDDLAMRKPFI  266
            IDFAVTSVKHHE+FVLATYLNDIAIL LNDTVTFT +I+PICLPY  LRY+DLAMR PF+
Sbjct  387  IDFAVTSVKHHENFVLATYLNDIAILKLNDTVTFTHKIKPICLPYESLRYEDLAMRNPFV  208

Query  267  TGWGTTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDS  326
             GWGTTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDS
Sbjct  207  AGWGTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDS  28

Query  327  GGPMMLPVK  335
            GGPMMLP K
Sbjct  27   GGPMMLPDK  1

SRX202160
Sequence ID: SRA:SRR610305.140318.2 Length: 495 Number of Matches: 2
Range 1: 2 to 304

Score Expect Method Identities Positives Gaps Frame

193 bits(491) 8e-79(2) Compositional matrix adjust. 86/101(85%) 93/101(92%) 0/101(0%) -3

Query  243  RIRPICLPYRKLRYDDLAMRKPFITGWGTTAFNGPSSAVLREVQLPIWEHEACRQAYEKD  302
            +I+PICLPY  LRY+DLAMR PF+ GWGTTAFNGPSSAVLREVQLPIW HE CRQAYEKD
Sbjct  304  QIKPICLPYESLRYEDLAMRNPFVAGWGTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKD  125

Query  303  LNITNVYMCAGFADGGKDACQGDSGGPMMLPVKTGEFYLIG  343
            LNITNVYMCAG+ADGGKDACQGDSGGPMMLP K+G FYL+G
Sbjct  124  LNITNVYMCAGYADGGKDACQGDSGGPMMLPDKSGNFYLVG  2

Range 2: 286 to 495

Score Expect Method Identities Positives Gaps Frame

118 bits(296) 8e-79(2) Compositional matrix adjust. 57/70(81%) 62/70(88%) 0/70(0%) -1

Query  179  GTDVMPADVFSVRLGEHNLYSTDDDSNPIDFAVTSVKHHEHFVLATYLNDIAILTLNDTV  238
            GTDVM ADVFSVRLGEHNLYST+D S+PIDFAVTSVKHHE+FVLATYLNDIAIL LNDTV
Sbjct  495  GTDVMRADVFSVRLGEHNLYSTNDSSDPIDFAVTSVKHHENFVLATYLNDIAILKLNDTV  316

Query  239  TFTDRIRPIC  248
            TFT ++    
Sbjct  315  TFTHKLNQFV  286

SRX202160
Sequence ID: SRA:SRR610305.104315.2 Length: 473 Number of Matches: 2
Range 1: 3 to 383

Score Expect Method Identities Positives Gaps Frame

233 bits(593) 1e-75() Compositional matrix adjust. 109/127(86%) 116/127(91%) 0/127(0%) +3

Query  176  NSAGTDVMPADVFSVRLGEHNLYSTDDDSNPIDFAVTSVKHHEHFVLATYLNDIAILTLN  235
            NS GTDVM ADVFSVRLGEHNLYST+D S+PIDFAVTSVKHHE+FVLATYLNDIAIL LN
Sbjct  3    NSLGTDVMRADVFSVRLGEHNLYSTNDSSDPIDFAVTSVKHHENFVLATYLNDIAILKLN  182

Query  236  DTVTFTDRIRPICLPYRKLRYDDLAMRKPFITGWGTTAFNGPSSAVLREVQLPIWEHEAC  295
            DTVTFT +I+PICLPY  LRY+DLAMR PF+ GWGTTAFNGPSSAVLREVQLPIW HE C
Sbjct  183  DTVTFTHKIKPICLPYESLRYEDLAMRNPFVAGWGTTAFNGPSSAVLREVQLPIWGHEPC  362

Query  296  RQAYEKD  302
            RQAYEKD
Sbjct  363  RQAYEKD  383

Range 2: 356 to 457
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Score Expect Method Identities Positives Gaps Frame

55.5 bits(132) 1e-08() Compositional matrix adjust. 25/34(74%) 28/34(82%) 0/34(0%) +2

Query  294  ACRQAYEKDLNITNVYMCAGFADGGKDACQGDSG  327
            A +    + LNITNVYMCAG+ADGGKDACQGDSG
Sbjct  356  ALQAGLREGLNITNVYMCAGYADGGKDACQGDSG  457

SRX202160
Sequence ID: SRA:SRR610305.124826.2 Length: 492 Number of Matches: 2
Range 1: 3 to 413

Score Expect Method Identities Positives Gaps Frame

209 bits(532) 2e-66() Compositional matrix adjust. 115/137(84%) 121/137(88%) 0/137(0%) -2

Query  62   KNDYNLLKESICGFEGITPKVCCPKSSHVISSTQAppetttterppKQIPPNLPEVCGIH  121
            KNDYNLLKESICGFEGITPKVCCPK S V   T+APP+TTTTERPP +IP NLP+ CG  
Sbjct  413  KNDYNLLKESICGFEGITPKVCCPKQSIVNPITEAPPKTTTTERPPIRIPSNLPKQCGNR  234

Query  122  NTTTTRIIGGREAPIGAWPWMTAVYIKQGGIRSVQCGGALVTNRHVITASHCVVNSAGTD  181
            N TTTRIIGG+EA  GAWPW+ AVYIKQGGIRSVQCGGALVTNRHVITASHCVVNS GTD
Sbjct  233  NITTTRIIGGQEATPGAWPWIAAVYIKQGGIRSVQCGGALVTNRHVITASHCVVNSLGTD  54

Query  182  VMPADVFSVRLGEHNLY  198
            VM ADVFSVRLGEHNLY
Sbjct  53   VMRADVFSVRLGEHNLY  3

Range 2: 368 to 490

Score Expect Method Identities Positives Gaps Frame

44.3 bits(103) 1e-04() Compositional matrix adjust. 23/41(56%) 28/41(68%) 7/41(17%) -3

Query  36   EEELCSNRFTEEGTCKNVLDCRILLQ-------KNDYNLLK  69
            +EE CSNRFT +G CK+VL+CR LLQ       KN Y +LK
Sbjct  490  DEESCSNRFTNDGICKDVLNCRDLLQKMIIIY*KNQYAVLK  368

SRX202160
Sequence ID: SRA:SRR610305.598174.2 Length: 374 Number of Matches: 1
Range 1: 3 to 320

Score Expect Method Identities Positives Gaps Frame

204 bits(519) 5e-65() Compositional matrix adjust. 96/106(91%) 100/106(94%) 0/106(0%) +3

Query  271  TTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPM  330
            TTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADG KDACQGDSGGPM
Sbjct  3    TTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGSKDACQGDSGGPM  182

Query  331  MLPVKTGEFYLIGIVSFGKKCALPGFPGVYTKVTEFLDWIAEHMV*  376
            MLP K+G FYL+GIVSFGKKCALPGFPGVYTKVTEFLDWIA +MV*
Sbjct  183  MLPDKSGNFYLVGIVSFGKKCALPGFPGVYTKVTEFLDWIAVNMV*  320

SRX202160
Sequence ID: SRA:SRR610305.184275.2 Length: 472 Number of Matches: 2
Range 1: 3 to 374

Score Expect Method Identities Positives Gaps Frame

205 bits(521) 6e-65() Compositional matrix adjust. 100/124(81%) 107/124(86%) 0/124(0%) +3

Query  154  SVQCGGALVTNRHVITASHCVVNSAGTDVMPADVFSVRLGEHNLYSTDDDSNPIDFAVTS  213
            SVQCGGALVTNRHVITASHCVVNS GTDVM ADVFSVRLGEHNLYST+D S+PIDFAVTS
Sbjct  3    SVQCGGALVTNRHVITASHCVVNSLGTDVMRADVFSVRLGEHNLYSTNDSSDPIDFAVTS  182

Query  214  VKHHEHFVLATYLNDIAILTLNDTVTFTDRIRPICLPYRKLRYDDLAMRKPFITGWGTTA  273
            VKHHE+FVLATYLNDIAIL LNDTVTFT +I+PICLPY  LRY+DLAMR PF    G  +
Sbjct  183  VKHHENFVLATYLNDIAILKLNDTVTFTHKIKPICLPYESLRYEDLAMRNPFSRRMGNNS  362

Query  274  FNGP  277
               P
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Sbjct  363  I*WP  374

Range 2: 337 to 471

Score Expect Method Identities Positives Gaps Frame

89.7 bits(221) 9e-21() Compositional matrix adjust. 40/45(89%) 41/45(91%) 0/45(0%) +1

Query  265  FITGWGTTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVY  309
             + GWGTTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVY
Sbjct  337  LVAGWGTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVY  471

SRX202160
Sequence ID: SRA:SRR610305.115187.2 Length: 406 Number of Matches: 2
Range 1: 3 to 305

Score Expect Method Identities Positives Gaps Frame

199 bits(506) 8e-63() Compositional matrix adjust. 92/101(91%) 96/101(95%) 0/101(0%) -3

Query  271  TTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPM  330
            T+ FNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGGPM
Sbjct  305  TSLFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDSGGPM  126

Query  331  MLPVKTGEFYLIGIVSFGKKCALPGFPGVYTKVTEFLDWIA  371
            MLP K+G FYL+GIVSFGKKCALPGFPGVYTKVTEFLDWIA
Sbjct  125  MLPDKSGNFYLVGIVSFGKKCALPGFPGVYTKVTEFLDWIA  3

Range 2: 304 to 384

Score Expect Method Identities Positives Gaps Frame

51.6 bits(122) 2e-07() Compositional matrix adjust. 20/27(74%) 22/27(81%) 0/27(0%) -2

Query  246  PICLPYRKLRYDDLAMRKPFITGWGTT  272
            PICLPY  LRY+DLAMR PF+ GWGT 
Sbjct  384  PICLPYESLRYEDLAMRNPFVAGWGTN  304

SRX202160
Sequence ID: SRA:SRR610305.296720.2 Length: 492 Number of Matches: 3
Range 1: 56 to 385

Score Expect Method Identities Positives Gaps Frame

198 bits(503) 4e-62() Compositional matrix adjust. 93/110(85%) 98/110(89%) 1/110(0%) +2

Query  254  LRYD-DLAMRKPFITGWGTTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCA  312
            LRY+    MR PF+ GWGTTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCA
Sbjct  56   LRYEGSKTMRNPFVAGWGTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCA  235

Query  313  GFADGGKDACQGDSGGPMMLPVKTGEFYLIGIVSFGKKCALPGFPGVYTK  362
            G+ADGGKDACQGDSGGPMMLP K+G FYL+GIVSFGKKCALPGFPGV  K
Sbjct  236  GYADGGKDACQGDSGGPMMLPDKSGNFYLVGIVSFGKKCALPGFPGVLHK  385

Range 2: 300 to 428

Score Expect Method Identities Positives Gaps Frame

38.1 bits(87) 0.013() Compositional matrix adjust. 20/43(47%) 25/43(58%) 0/43(0%) +3

Query  334  VKTGEFYLIGIVSFGKKCALPGFPGVYTKVTEFLDWIAEHMV*  376
            +K G F  + +    +      F G YTKVTEFLDWIA +MV*
Sbjct  300  IKAGTFISLELCLSERNARCLDFLGFYTKVTEFLDWIAVNMV*  428

Range 3: 1 to 60

Score Expect Method Identities Positives Gaps Frame

37.0 bits(84) 0.042() Compositional matrix adjust. 15/20(75%) 18/20(90%) 0/20(0%) +1
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Query  236  DTVTFTDRIRPICLPYRKLR  255
            DTVTFT +I+PICLPY KL+
Sbjct  1    DTVTFTHKIKPICLPYVKLK  60

SRX202160
Sequence ID: SRA:SRR610305.267540.2 Length: 436 Number of Matches: 1
Range 1: 141 to 434

Score Expect Method Identities Positives Gaps Frame

196 bits(499) 9e-62() Compositional matrix adjust. 91/98(93%) 94/98(95%) 0/98(0%) -3

Query  269  WGTTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGG  328
            WGTTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGG
Sbjct  434  WGTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDSGG  255

Query  329  PMMLPVKTGEFYLIGIVSFGKKCALPGFPGVYTKVTEF  366
            PMMLP K+G FYL+GIVSFGKKCALPGFPGVYTKVTEF
Sbjct  254  PMMLPDKSGNFYLVGIVSFGKKCALPGFPGVYTKVTEF  141

SRX202160
Sequence ID: SRA:SRR610305.159521.2 Length: 461 Number of Matches: 2
Range 1: 51 to 377

Score Expect Method Identities Positives Gaps Frame

195 bits(496) 4e-61() Compositional matrix adjust. 93/109(85%) 99/109(90%) 1/109(0%) +3

Query  206  PIDF-AVTSVKHHEHFVLATYLNDIAILTLNDTVTFTDRIRPICLPYRKLRYDDLAMRKP  264
            PI F +VTSVKHHE+FVLATYLNDIAIL LNDTVTFT +I+PICLPY  LRY+DLAMR P
Sbjct  51   PI*FLSVTSVKHHENFVLATYLNDIAILKLNDTVTFTHKIKPICLPYGSLRYEDLAMRNP  230

Query  265  FITGWGTTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAG  313
            F+ GWGTTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG
Sbjct  231  FVAGWGTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAG  377

Range 2: 376 to 459

Score Expect Method Identities Positives Gaps Frame

55.5 bits(132) 2e-08() Compositional matrix adjust. 24/28(86%) 26/28(92%) 0/28(0%) +1

Query  313  GFADGGKDACQGDSGGPMMLPVKTGEFY  340
            G+ADGGKDACQGDSGGPMMLP K+G FY
Sbjct  376  GYADGGKDACQGDSGGPMMLPDKSGNFY  459

SRX202160
Sequence ID: SRA:SRR610305.617893.2 Length: 421 Number of Matches: 1
Range 1: 100 to 420

Score Expect Method Identities Positives Gaps Frame

190 bits(483) 2e-59() Compositional matrix adjust. 92/107(86%) 97/107(90%) 1/107(0%) -2

Query  271  TTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPM  330
            TTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGGPM
Sbjct  420  TTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDSGGPM  241

Query  331  MLPVKTGEFYL-IGIVSFGKKCALPGFPGVYTKVTEFLDWIAEHMV*  376
            MLP K  E ++ +  VSFGKKCALPGFPGVYTKVTEFLDWIA +MV*
Sbjct  240  MLPDKKRELFISLEFVSFGKKCALPGFPGVYTKVTEFLDWIAVNMV*  100

SRX202160
Sequence ID: SRA:SRR610305.737967.2 Length: 335 Number of Matches: 1
Range 1: 3 to 326

Score Expect Method Identities Positives Gaps Frame

186 bits(473) 3e-58() Compositional matrix adjust. 91/109(83%) 95/109(87%) 1/109(0%) +3
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( ) () ( ) ( ) ( )
Query  268  GWGTTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSG  327
            GWGTTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSG
Sbjct  3    GWGTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDSG  182

Query  328  GPMMLPVKTGEFYLIGIVSFGKKCALPGFPGVYTKVTEFLDWIAEHMV*  376
            GPMMLP K G       V F ++CALPGFPGVYTKVTEFLDWIA +MV*
Sbjct  183  GPMMLPDKAGLLSRWNCV-FSEECALPGFPGVYTKVTEFLDWIAVNMV*  326

SRX202160
Sequence ID: SRA:SRR610305.393406.2 Length: 431 Number of Matches: 1
Range 1: 144 to 431

Score Expect Method Identities Positives Gaps Frame

187 bits(474) 5e-58() Compositional matrix adjust. 87/96(91%) 91/96(94%) 0/96(0%) -1

Query  281  VLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPMMLPVKTGEFY  340
            VLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGGPMMLP K+G FY
Sbjct  431  VLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDSGGPMMLPXKSGNFY  252

Query  341  LIGIVSFGKKCALPGFPGVYTKVTEFLDWIAEHMV*  376
            L+GIVSFGKKCALPGFPGVYTKVTEFLDWIA +MV*
Sbjct  251  LVGIVSFGKKCALPGFPGVYTKVTEFLDWIAVNMV*  144

SRX202160
Sequence ID: SRA:SRR610305.606681.2 Length: 287 Number of Matches: 1
Range 1: 1 to 285

Score Expect Method Identities Positives Gaps Frame

184 bits(468) 1e-57() Composition-based stats. 87/95(92%) 90/95(94%) 0/95(0%) +1

Query  142  MTAVYIKQGGIRSVQCGGALVTNRHVITASHCVVNSAGTDVMPADVFSVRLGEHNLYSTD  201
            M AVYIKQGGIRSVQCGGALVTNRHVITASHCVVNS GTDVM ADVFSVRLGEHNLYST+
Sbjct  1    MAAVYIKQGGIRSVQCGGALVTNRHVITASHCVVNSLGTDVMRADVFSVRLGEHNLYSTN  180

Query  202  DDSNPIDFAVTSVKHHEHFVLATYLNDIAILTLND  236
            D S+PIDFAVTSVKHHE+FVLATYLNDIAIL LND
Sbjct  181  DSSDPIDFAVTSVKHHENFVLATYLNDIAILKLND  285

SRX202160
Sequence ID: SRA:SRR610305.254076.2 Length: 401 Number of Matches: 2
Range 1: 2 to 337

Score Expect Method Identities Positives Gaps Frame

179 bits(453) 5e-55() Compositional matrix adjust. 90/113(80%) 100/113(88%) 2/113(1%) -2

Query  128  IIGGREAPIGAWP-WMTAVYIKQGGIRSVQCGGALVTNRHVITASHCVVNSAGTDVMPAD  186
            ++ GR+  +   P W+ ++Y KQGGIRSVQCGGALVTNRHVITASHCVVNS GTDVM AD
Sbjct  337  LLEGRKQHLEPGPGWLLSIY-KQGGIRSVQCGGALVTNRHVITASHCVVNSLGTDVMRAD  161

Query  187  VFSVRLGEHNLYSTDDDSNPIDFAVTSVKHHEHFVLATYLNDIAILTLNDTVT  239
            VFSVRLGEHNLYST+D S+PIDFAVTSVKHHE+FVLATYLNDIAIL LNDTVT
Sbjct  160  VFSVRLGEHNLYSTNDSSDPIDFAVTSVKHHENFVLATYLNDIAILKLNDTVT  2

Range 2: 276 to 395

Score Expect Method Identities Positives Gaps Frame

61.6 bits(148) 6e-11() Compositional matrix adjust. 28/40(70%) 32/40(80%) 0/40(0%) -1

Query  109  QIPPNLPEVCGIHNTTTTRIIGGREAPIGAWPWMTAVYIK  148
            +IP NLP+ CG  N TTTRIIGG+EA  GAWPWM AVYI+
Sbjct  395  RIPSNLPKQCGNRNITTTRIIGGQEATPGAWPWMAAVYIQ  276

SRX202160
Sequence ID: SRA:SRR610305.600452.2 Length: 343 Number of Matches: 2
Range 1: 76 to 321
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Score Expect Method Identities Positives Gaps Frame

169 bits(429) 1e-51() Composition-based stats. 75/82(91%) 79/82(96%) 0/82(0%) +1

Query  295  CRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPMMLPVKTGEFYLIGIVSFGKKCALP  354
            CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGGPMMLP K+G FYL+GIVSFGKKCALP
Sbjct  76   CRQAYEKDLNITNVYMCAGYADGGKDACQGDSGGPMMLPDKSGNFYLVGIVSFGKKCALP  255

Query  355  GFPGVYTKVTEFLDWIAEHMV*  376
            GFPGVYTKVTEFLDWIA +MV*
Sbjct  256  GFPGVYTKVTEFLDWIAVNMV*  321

Range 2: 3 to 128

Score Expect Method Identities Positives Gaps Frame

52.8 bits(125) 6e-08() Composition-based stats. 25/42(60%) 28/42(66%) 1/42(2%) +3

Query  271  TTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLN-ITNVYMC  311
            TTAFNGPSSAVLREVQLPIW HE  +    +       VY+C
Sbjct  3    TTAFNGPSSAVLREVQLPIWGHEPLQAGLREGFKYYKRVYVC  128

SRX202160
Sequence ID: SRA:SRR610305.376727.2 Length: 341 Number of Matches: 1
Range 1: 3 to 323

Score Expect Method Identities Positives Gaps Frame

168 bits(426) 3e-51() Compositional matrix adjust. 85/107(79%) 90/107(84%) 1/107(0%) +3

Query  271  TTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPM  330
            TTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGGPM
Sbjct  3    TTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDSGGPM  182

Query  331  MLPVKTGEFYLIGIVSFGKKCAL-PGFPGVYTKVTEFLDWIAEHMV*  376
            MLP K+G FYL+GIVSFGKK  +   F G   K   FLDWIA +MV*
Sbjct  183  MLPDKSGNFYLVGIVSFGKKWRVCLDFLGFTQK*P*FLDWIASNMV*  323

SRX202160
Sequence ID: SRA:SRR610305.289470.2 Length: 447 Number of Matches: 1
Range 1: 6 to 260

Score Expect Method Identities Positives Gaps Frame

165 bits(418) 1e-49() Compositional matrix adjust. 77/85(91%) 81/85(95%) 0/85(0%) +3

Query  292  HEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPMMLPVKTGEFYLIGIVSFGKKC  351
            HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGGPMMLP K+G FYL+GIVSFGKKC
Sbjct  6    HEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDSGGPMMLPDKSGNFYLVGIVSFGKKC  185

Query  352  ALPGFPGVYTKVTEFLDWIAEHMV*  376
            ALPGFPGVYTKVTEFLDWIA +MV*
Sbjct  186  ALPGFPGVYTKVTEFLDWIAVNMV*  260

SRX202160
Sequence ID: SRA:SRR610305.503368.2 Length: 264 Number of Matches: 1
Range 1: 13 to 264

Score Expect Method Identities Positives Gaps Frame

162 bits(409) 5e-49() Compositional matrix adjust. 74/84(88%) 77/84(91%) 0/84(0%) +1

Query  274  FNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPMMLP  333
            FNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGGPMMLP
Sbjct  13   FNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDSGGPMMLP  192

Query  334  VKTGEFYLIGIVSFGKKCALPGFP  357
             K+G FYL+GIVSFGK   LPGFP
Sbjct  193  DKSGNFYLVGIVSFGKNATLPGFP  264
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SRX202160
Sequence ID: SRA:SRR610305.407901.2 Length: 394 Number of Matches: 1
Range 1: 3 to 251

Score Expect Method Identities Positives Gaps Frame

162 bits(409) 2e-48() Compositional matrix adjust. 75/83(90%) 80/83(96%) 0/83(0%) +3

Query  294  ACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPMMLPVKTGEFYLIGIVSFGKKCAL  353
            +CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGGPMMLP K+G FYL+GIVSFGKKCAL
Sbjct  3    SCRQAYEKDLNITNVYMCAGYADGGKDACQGDSGGPMMLPDKSGNFYLVGIVSFGKKCAL  182

Query  354  PGFPGVYTKVTEFLDWIAEHMV*  376
            PGFPGVYTKVTEFLDWIA +MV*
Sbjct  183  PGFPGVYTKVTEFLDWIAVNMV*  251

SRX202160
Sequence ID: SRA:SRR610305.487009.2 Length: 329 Number of Matches: 1
Range 1: 3 to 278

Score Expect Method Identities Positives Gaps Frame

159 bits(402) 1e-47() Compositional matrix adjust. 78/92(85%) 81/92(88%) 0/92(0%) -1

Query  109  QIPPNLPEVCGIHNTTTTRIIGGREAPIGAWPWMTAVYIKQGGIRSVQCGGALVTNRHVI  168
            +IP NLP+ CG  N TTTRII G+EA  GAWPWM AVYIKQGGIRSVQCGGALVTNRHVI
Sbjct  278  RIPSNLPKQCGNRNITTTRIIEGQEAXPGAWPWMAAVYIKQGGIRSVQCGGALVTNRHVI  99

Query  169  TASHCVVNSAGTDVMPADVFSVRLGEHNLYST  200
            TASHCVVNS GTDVM ADVFSVRLGEHNLYST
Sbjct  98   TASHCVVNSLGTDVMRADVFSVRLGEHNLYST  3

SRX202160
Sequence ID: SRA:SRR610305.640026.2 Length: 305 Number of Matches: 2
Range 1: 3 to 245

Score Expect Method Identities Positives Gaps Frame

158 bits(399) 2e-47() Compositional matrix adjust. 73/81(90%) 76/81(93%) 0/81(0%) +3

Query  271  TTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPM  330
            TTAFNGPSSAVLREVQLPIW HE CRQAY KDLNITNVYMCAG+ADGGKDACQGDSGGPM
Sbjct  3    TTAFNGPSSAVLREVQLPIWGHEPCRQAYGKDLNITNVYMCAGYADGGKDACQGDSGGPM  182

Query  331  MLPVKTGEFYLIGIVSFGKKC  351
            MLP K+G FYL+GIVSFGKKC
Sbjct  183  MLPDKSGNFYLVGIVSFGKKC  245

Range 2: 251 to 304

Score Expect Method Identities Positives Gaps Frame

38.9 bits(89) 0.003() Composition-based stats. 16/18(89%) 16/18(88%) 0/18(0%) +2

Query  353  LPGFPGVYTKVTEFLDWI  370
            LPGFPGVYTKVT  LDWI
Sbjct  251  LPGFPGVYTKVTVVLDWI  304

SRX202160
Sequence ID: SRA:SRR610305.480569.2 Length: 302 Number of Matches: 2
Range 1: 3 to 290

Score Expect Method Identities Positives Gaps Frame

156 bits(394) 1e-46() Compositional matrix adjust. 75/96(78%) 79/96(82%) 0/96(0%) +3

Query  271  TTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPM  330
            TTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGGPM
Sbjct  3    TTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDSGGPM  182

Query  331  MLPVKTGEFYLIGIVSFGKKCALPGFPGVYTKVTEF  366

11/21/25, 5:32 PM NCBI Blast:Protein Sequence

https://blast.ncbi.nlm.nih.gov/Blast.cgi# 15/25
Seikagaku Corporation Exhibit 2098 - Page 61 of 67

Charles River Laboratories, Inc. v. Seikagaku Corporation
IPR2025-00440

https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.407901.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.487009.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.640026.2
https://www.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?run=SRR610305.480569.2


            MLP K+G FYL+GIVSFG+      F G   K   F
Sbjct  183  MLPDKSGNFYLVGIVSFGRNARCLDFLGFTQK*PSF  290

Range 2: 230 to 301

Score Expect Method Identities Positives Gaps Frame

55.5 bits(132) 5e-09() Composition-based stats. 23/24(96%) 23/24(95%) 0/24(0%) +2

Query  347  FGKKCALPGFPGVYTKVTEFLDWI  370
            F KKCALPGFPGVYTKVTEFLDWI
Sbjct  230  FRKKCALPGFPGVYTKVTEFLDWI  301

SRX202160
Sequence ID: SRA:SRR610305.718598.2 Length: 247 Number of Matches: 1
Range 1: 8 to 247

Score Expect Method Identities Positives Gaps Frame

152 bits(385) 1e-45() Composition-based stats. 69/80(86%) 72/80(90%) 1/80(1%) +2

Query  272  TAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNI-TNVYMCAGFADGGKDACQGDSGGPM  330
            TAFNGPSSAVLREVQLPIW HE CRQAYEKD  I  NVYMCAG+ADGGKDACQGDSGGPM
Sbjct  8    TAFNGPSSAVLREVQLPIWGHEPCRQAYEKDFKILQNVYMCAGYADGGKDACQGDSGGPM  187

Query  331  MLPVKTGEFYLIGIVSFGKK  350
            MLP K+G FYL+GIVSFGKK
Sbjct  188  MLPDKSGNFYLVGIVSFGKK  247

SRX202160
Sequence ID: SRA:SRR610305.373614.2 Length: 319 Number of Matches: 1
Range 1: 1 to 288

Score Expect Method Identities Positives Gaps Frame

152 bits(385) 3e-45() Compositional matrix adjust. 74/97(76%) 80/97(82%) 1/97(1%) +1

Query  270  GTTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGP  329
            GTTAFNGPSSAVLREVQLPIW HE CRQAYEKDLNITNVYMCAG+ADGGKDACQGDSGGP
Sbjct  1    GTTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNITNVYMCAGYADGGKDACQGDSGGP  180

Query  330  MMLPVKTGEFYLIGIVSFGKKCALPGFPGVYTKVTEF  366
            MMLP K G F  + +    ++  +   PGVYTKVTEF
Sbjct  181  MMLPDKAGTFISLELC-LSERMRVAWIPGVYTKVTEF  288

SRX202160
Sequence ID: SRA:SRR610305.534301.2 Length: 245 Number of Matches: 1
Range 1: 1 to 243

Score Expect Method Identities Positives Gaps Frame

151 bits(381) 6e-45() Compositional matrix adjust. 68/81(84%) 73/81(90%) 0/81(0%) +1

Query  231  ILTLNDTVTFTDRIRPICLPYRKLRYDDLAMRKPFITGWGTTAFNGPSSAVLREVQLPIW  290
            IL LNDTVTFT +I+PICLPY  LR++DLAMR PF+ GWGTTAFNGPSSAVLREVQLPIW
Sbjct  1    ILKLNDTVTFTHKIKPICLPYESLRHEDLAMRNPFVAGWGTTAFNGPSSAVLREVQLPIW  180

Query  291  EHEACRQAYEKDLNITNVYMC  311
             HE CRQAYEKDLNITNVYMC
Sbjct  181  GHEPCRQAYEKDLNITNVYMC  243

SRX202160
Sequence ID: SRA:SRR610305.482196.2 Length: 317 Number of Matches: 2
Range 1: 3 to 242

Score Expect Method Identities Positives Gaps Frame

151 bits(382) 7e-45() Compositional matrix adjust. 70/80(88%) 74/80(92%) 0/80(0%) +3
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Query  271  TTAFNGPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPM  330
            TTAFNGPSSAVLREVQLPIW HE CRQAYEKDLN TNVYMCAG+ADGGKDACQGDSGGPM
Sbjct  3    TTAFNGPSSAVLREVQLPIWGHEPCRQAYEKDLNTTNVYMCAGYADGGKDACQGDSGGPM  182

Query  331  MLPVKTGEFYLIGIVSFGKK  350
            MLP K+G FYL+GIVSF K+
Sbjct  183  MLPDKSGNFYLVGIVSFRKE  242

Range 2: 193 to 315

Score Expect Method Identities Positives Gaps Frame

66.6 bits(161) 6e-13() Composition-based stats. 29/41(71%) 33/41(80%) 0/41(0%) +1

Query  334  VKTGEFYLIGIVSFGKKCALPGFPGVYTKVTEFLDWIAEHM  374
            +K G F  + +  FGKKCALPGFPGVYTKVTEFLDWIA +M
Sbjct  193  IKAGTFISLELCLFGKKCALPGFPGVYTKVTEFLDWIAVNM  315

SRX202160
Sequence ID: SRA:SRR610305.352700.2 Length: 431 Number of Matches: 2
Range 1: 67 to 273

Score Expect Method Identities Positives Gaps Frame

120 bits(302) 1e-44(2) Compositional matrix adjust. 58/69(84%) 61/69(88%) 0/69(0%) +1

Query  109  QIPPNLPEVCGIHNTTTTRIIGGREAPIGAWPWMTAVYIKQGGIRSVQCGGALVTNRHVI  168
            +IP NLP+ CG  N TTTRIIGG+EA  GAWPWM AVYIKQGGIRSVQCGGALVTNRHVI
Sbjct  67   RIPSNLPKQCGNRNITTTRIIGGQEATPGAWPWMAAVYIKQGGIRSVQCGGALVTNRHVI  246

Query  169  TASHCVVNS  177
            TASHCVVNS
Sbjct  247  TASHCVVNS  273

Range 2: 278 to 397

Score Expect Method Identities Positives Gaps Frame

77.0 bits(188) 1e-44(2) Compositional matrix adjust. 36/40(90%) 38/40(95%) 0/40(0%) +2

Query  179  GTDVMPADVFSVRLGEHNLYSTDDDSNPIDFAVTSVKHHE  218
            GTDVM ADVFSVRLGEHNLYST+D S+PIDFAVTSVKHHE
Sbjct  278  GTDVMRADVFSVRLGEHNLYSTNDSSDPIDFAVTSVKHHE  397

SRX202160
Sequence ID: SRA:SRR610305.163349.2 Length: 372 Number of Matches: 1
Range 1: 96 to 359

Score Expect Method Identities Positives Gaps Frame

147 bits(371) 7e-43() Composition-based stats. 67/88(76%) 74/88(84%) 0/88(0%) +3

Query  1    MLVNNVFSLLCFPLLMSVVRCSTLSRQRRQFVFPDEEELCSNRFTEEGTCKNVLDCRILL  60
            MLVNN+FSLLCF LLMS+  CS+L RQRRQFVFPD+EE CSNRFT +G CK+VL+CR LL
Sbjct  96   MLVNNMFSLLCFSLLMSMFSCSSLGRQRRQFVFPDDEESCSNRFTNDGICKDVLNCRDLL  275

Query  61   QKNDYNLLKESICGFEGITPKVCCPKSS  88
            QKNDYNLLKESIC F GITPK   PK S
Sbjct  276  QKNDYNLLKESICRFRGITPKFVLPKQS  359

SRX202160
Sequence ID: SRA:SRR610305.182165.2 Length: 418 Number of Matches: 1
Range 1: 1 to 228

Score Expect Method Identities Positives Gaps Frame

147 bits(371) 9e-43() Compositional matrix adjust. 69/76(91%) 73/76(96%) 0/76(0%) +1

Query  301  KDLNITNVYMCAGFADGGKDACQGDSGGPMMLPVKTGEFYLIGIVSFGKKCALPGFPGVY  360
            KDLNITNVYMCAG+ADGGKDACQGDSGGPMMLP K+G FYL+GIVSFGKKCALPGFPGVY
Sbjct  1    KDLNITNVYMCAGYADGGKDACQGDSGGPMMLPDKSGNFYLVGIVSFGKKCALPGFPGVY  180
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Query  361  TKVTEFLDWIAEHMV*  376
            TKVTEFLDWIA +MV*
Sbjct  181  TKVTEFLDWIAVNMV*  228

SRX202160
Sequence ID: SRA:SRR610305.295524.2 Length: 310 Number of Matches: 1
Range 1: 2 to 238

Score Expect Method Identities Positives Gaps Frame

144 bits(364) 3e-42() Composition-based stats. 67/80(84%) 74/80(92%) 1/80(1%) -1

Query  181  DVMPADVFSVRLGEHNLYSTDDDSNPIDFAVTSVKHHEHFVLATYLNDIAILTLNDTVTF  240
            DV+P DVFSVRLGEHNLYST+D S+PIDFAVTSVKHHE+FVLATYLNDIAIL LNDTVTF
Sbjct  238  DVLP-DVFSVRLGEHNLYSTNDSSDPIDFAVTSVKHHENFVLATYLNDIAILKLNDTVTF  62

Query  241  TDRIRPICLPYRKLRYDDLA  260
            T +I+PICLPY  LRY+DLA
Sbjct  61   THKIKPICLPYESLRYEDLA  2

SRX202160
Sequence ID: SRA:SRR610305.243191.2 Length: 458 Number of Matches: 1
Range 1: 40 to 456

Score Expect Method Identities Positives Gaps Frame

140 bits(354) 6e-40() Compositional matrix adjust. 68/144(47%) 95/144(65%) 5/144(3%) +1

Query  216  HHEHFVLATYLNDIAILTLNDTVTFTDRIRPICLPYRKLRYDDLAMRKPFITGWGTTAFN  275
            +H  F   +Y NDIA+L L   V F++ I+PICLP+ +    DL  +   +TGWGT ++ 
Sbjct  40   NHPDFDKVSYYNDIALLRLAKPVAFSEFIQPICLPHPR---HDLRNKIATVTGWGTVSYG  210

Query  276  GPSSAVLREVQLPIWEHEACRQAYEKDLNITNVYMCAGFADGGKDACQGDSGGPMMLPVK  335
            G SS VLREV +PIW ++ C + + +  NIT V++CAG  +G KD+CQGDSGGP+M    
Sbjct  211  GASSNVLREVSIPIWNNDECDETFTQ--NITKVFLCAGSKNGDKDSCQGDSGGPLMWEAP  384

Query  336  TGEFYLIGIVSFGKKCALPGFPGV  359
               + L+GIVS+G +CA P FPGV
Sbjct  385  NRRWTLVGIVSWGIRCAEPKFPGV  456

SRX202160
Sequence ID: SRA:SRR610305.195167.2 Length: 309 Number of Matches: 1
Range 1: 3 to 308

Score Expect Method Identities Positives Gaps Frame

136 bits(343) 4e-39() Compositional matrix adjust. 78/102(76%) 86/102(84%) 0/102(0%) +3

Query  47   EGTCKNVLDCRILLQKNDYNLLKESICGFEGITPKVCCPKSSHVISSTQAppetttterp  106
            +G CK+VL+CR LLQKNDYNLLKESICGFEGITPKVCCPK S V   T+APP+TTTTERP
Sbjct  3    DGICKDVLNCRDLLQKNDYNLLKESICGFEGITPKVCCPKQSIVNPITEAPPKTTTTERP  182

Query  107  pKQIPPNLPEVCGIHNTTTTRIIGGREAPIGAWPWMTAVYIK  148
            P +IP NLP+ CG  N TTTRIIGG+EA  GAWPWM AVYIK
Sbjct  183  PIRIPSNLPKQCGNRNITTTRIIGGQEATPGAWPWMAAVYIK  308

SRX202160
Sequence ID: SRA:SRR610305.726966.2 Length: 346 Number of Matches: 1
Range 1: 145 to 345

Score Expect Method Identities Positives Gaps Frame

135 bits(340) 2e-38() Composition-based stats. 60/67(90%) 64/67(95%) 0/67(0%) -2

Query  310  MCAGFADGGKDACQGDSGGPMMLPVKTGEFYLIGIVSFGKKCALPGFPGVYTKVTEFLDW  369
            MCAG+ADGGKDACQGDSGGPMMLP K+G FYL+GIVSFGKKCALPGFPGVYTKVTEFLDW
Sbjct  345  MCAGYADGGKDACQGDSGGPMMLPDKSGNFYLVGIVSFGKKCALPGFPGVYTKVTEFLDW  166

Query  370  IAEHMV*  376
            IA +MV*
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Sbjct  165  IAVNMV*  145
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