
logo MIQVIGKLI FAGRYKR I ILVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSDHPNHIVARVIRTDIG

NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 1137455 DQL23 RS02825 WP 060552934.1 MIQIGKIFAGRYKIIKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRVTDIG 80
NTDB id 146 SP RS08570 WP 000614538.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 216 SPD RS08205 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 182 SPR RS07820 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 257 KZH43 RS07655 WP 220041236.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
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logo EEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDEHSAYPLSNAQEDEVAI
VR IMKGEQVI LSLAMTRLAHAQTKRGI IVHRDLKPQNVI LLTKPDGNTAKVTDFGIAVA

NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 1137455 DQL23 RS02825 WP 060552934.1 EEDGQQYLAMEYVAGLDLKRYIKEHSPLSNEEAVRIMGQILLAMRLAHARGIVHRDLKPQNVLLTPDGNAKVTDFGIAVA 160
NTDB id 146 SP RS08570 WP 000614538.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 216 SPD RS08205 WP 000614552.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 182 SPR RS07820 WP 000614552.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 257 KZH43 RS07655 WP 220041236.1 EEDGQQYLAMEYVAGLDLKRYTKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATFIVQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIAENAKPRSNSVP
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 1137455 DQL23 RS02825 WP 060552934.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATFQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENANVP 240
NTDB id 146 SP RS08570 WP 000614538.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVP 240
NTDB id 216 SPD RS08205 WP 000614552.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
NTDB id 182 SPR RS07820 WP 000614552.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
NTDB id 257 KZH43 RS07655 WP 220041236.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
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NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
NTDB id 1137455 DQL23 RS02825 WP 060552934.1 QSLENVIIKATAKKLTDRYQSVSDMYVDLSSCLSPERRNEKKLMFDDAVKADTKTLPKIPQVTPPVASRVKNDPATDVEL 320
NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SI 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SI 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SI 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SI 319
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NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKS.KPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDV 397
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQ.PRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEV 397
NTDB id 1137455 DQL23 RS02825 WP 060552934.1 QA......PQVAPPTKPKKKRHLRAR.YKVLLAAVFLVIAAFLALLYLTPSNKQVPDVTGKTVAEAREAIEKVNLKVGEE 393
NTDB id 146 SP RS08570 WP 000614538.1 KNPSQAVTEETYQPQA.PKKHRFKMR.YLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEETYQPQA.PKKHRFKMR.YLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEETYQPQA.PKKHRFKMR.YLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEETYQPQA.PKKHRFKMR.YLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
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NTDB id 384 SMU RS02325 WP 002263039.1 QKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYS 476
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAE 477
NTDB id 1137455 DQL23 RS02825 WP 060552934.1 IEENSDEVASGMIIRTDPVAGTQRKEGSTVNLVVSKGAKTLIMEDYTGQTTAQAVERLTDVLKVPKNNIKVEEVETNDVE 473
NTDB id 146 SP RS08570 WP 000614538.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNESE 476
NTDB id 216 SPD RS08205 WP 000614552.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNESE 476
NTDB id 182 SPR RS07820 WP 000614552.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNESE 476
NTDB id 257 KZH43 RS07655 WP 220041236.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNESE 476
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NTDB id 384 SMU RS02325 WP 002263039.1 GGTVIGQSPKPGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEEAVSTLTAM......................... 526
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EGEILSQSPGKNKSFNPKDSKAKIKFRVAT.PKIVTMPDVTGLTVSTAVQTLNRK......................... 531
NTDB id 1137455 DQL23 RS02825 WP 060552934.1 EGTIFEQTPAAGATYDLTSNTK.IVLKVAKAVSTIEMPNFGSLQ.................................... 516
NTDB id 146 SP RS08570 WP 000614538.1 AGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQ 555
NTDB id 216 SPD RS08205 WP 000614552.1 AGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQ 555
NTDB id 182 SPR RS07820 WP 000614552.1 AGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQ 555
NTDB id 257 KZH43 RS07655 WP 220041236.1 AGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQ 555
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NTDB id 384 SMU RS02325 WP 002263039.1 .................................................GISSSRIKAY..DASDYSSEISSPSSSSLVV 555
NTDB id 467 HSISS4 RS06915 WP 021143821.1 .................................................NISSSSIEYHDYNTGAKLDKAKIPSSTE.IL 561
NTDB id 1137455 DQL23 RS02825 WP 060552934.1 ....................................YTYANARNYLISLGIPSSNIERVVD......RS.VVSSQSDLVT 553
NTDB id 146 SP RS08570 WP 000614538.1 SPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEV......TTAPAGSAEGMVV 628
NTDB id 216 SPD RS08205 WP 000614552.1 SPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEV......TTAPAGSVEGMVV 628
NTDB id 182 SPR RS07820 WP 000614552.1 SPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEV......TTAPAGSVEGMVV 628
NTDB id 257 KZH43 RS07655 WP 220041236.1 SPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEV......TTAPAGSVEGMVV 628
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NTDB id 216 SPD RS08205 WP 000614552.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP......................................... 659
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