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NTDB id 113907 Q426 RS06270 WP 012515170.1 MNNNILESAEFYNRRYHNFSSRVILPTLLLFLFGVFFLAFAKKEISIISTATVEPNIILSNIQSTSNNTILTNNLKDNKYVKFGD 85
NTDB id 422 SGO RS10255 WP 012131059.1 MNEQFLESAEFYQKRYHNFASCLIVPSLILLVFLVGFSMLAKKEITISSRASVEASRVLAQIQSTSNQPIIANHLAENKEVKKGE 85
NTDB id 248 KZH43 RS00225 WP 000801613.1 MKPEFLESAEFYNRRYHNFSSSVIVPMALLLVFLLGFATVAEKEMSLSTRATVEPSRILANIQSTSNNRILVNHLEENKLVKKGD 85
NTDB id 207 SPD RS00240 WP 000801613.1 MKPEFLESAEFYNRRYHNFSSSVIVPMALLLVFLLGFATVAEKEMSLSTRATVEPSRILANIQSTSNNRILVNHLEENKLVKKGD 85
NTDB id 172 SPR RS00235 WP 000801613.1 MKPEFLESAEFYNRRYHNFSSSVIVPMALLLVFLLGFATVAEKEMSLSTRATVEPSRILANIQSTSNNRILVNHLEENKLVKKGD 85
NTDB id 132 SP RS00260 WP 000801611.1 MKPEFLESAEFYNRRYHNFSSSVIVPMALLLVFLLGFATVAEKEMSLSTRATVEPSRILANIQSTSNNRILVNHLEENKLVKKGD 85
NTDB id 512 SMSK321 RS10735 WP 000801634.1 MKPEFLESAEFYNRRYHTFSSRVIVPMSLLLVFLLGFATFAEKEMSLSTRATVEPSRILANIQSTSNNRILVNHLEENKLVKKGE 85
NTDB id 484 SM12261 RS00280 WP 000801588.1 MKPEFLESAEFYNRRYHNFSSRVIVPMFLLLVFLLGFATLAEKEMSMSTRATVEPSRILANIQSTSNNRILVNHLEESKLVKKGE 85
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NTDB id 113907 Q426 RS06270 WP 012515170.1 LLIKYDSRKEGIQQETYQTQLNNLQIQKEQLELLKASIEAGNSQFPEKDNYGYYQTFIDYLNQINTLSANVNQQNENVSSQNTAA 170
NTDB id 422 SGO RS10255 WP 012131059.1 LLIQYAVEGEGAQEQKFSSQLDLLKDQKGKLETLRSSLESGRNQFTEPDSYGYEQSFKDYQNQVESMTSSVNQQNATIASQNAAA 170
NTDB id 248 KZH43 RS00225 WP 000801613.1 LLVQYQEGAEGVQAESYASQLDMLKDQKKQLEYLQKSLQEGENHFPEEDKFGYQATFRDYISQAGSLRASTSQQNETIASQNAAA 170
NTDB id 207 SPD RS00240 WP 000801613.1 LLVQYQEGAEGVQAESYASQLDMLKDQKKQLEYLQKSLQEGENHFPEEDKFGYQATFRDYISQAGSLRASTSQQNETIASQNAAA 170
NTDB id 172 SPR RS00235 WP 000801613.1 LLVQYQEGAEGVQAESYASQLDMLKDQKKQLEYLQKSLQEGENHFPEEDKFGYQATFRDYISQAGSLRASTSQQNETIASQNAAA 170
NTDB id 132 SP RS00260 WP 000801611.1 LLVQYQEGAEGVQAESYASQLDMLKDQKKQLEYLQKSLQEGENHFPEEDKFGYQATFRDYISQAGSLRASTSQQNETIASQNAAA 170
NTDB id 512 SMSK321 RS10735 WP 000801634.1 LLVQYQEGAEGVQAEAYASQLDMLKDQKKQLEYLQKSLQEGENHFPEEDKFGYQATFRDYISQAGSLRASTSQQNETIASQNAAA 170
NTDB id 484 SM12261 RS00280 WP 000801588.1 LLVQYQEGAEGVQAEAYASQLDMLKDQKKQLEYLQKSLQEGENHFPEEDKFGYQATFRDYISQAGSLRASTSQQNETIASQNAAA 170
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NTDB id 113907 Q426 RS06270 WP 012515170.1 SNQQVEIENAIKGLTSQISDYQSVRSAIQNGTVVDLDNRAYSIYRSYLTQTSSLVDNTDKTAVINQFVAQIDSQINQLESSVAGY 255
NTDB id 422 SGO RS10255 WP 012131059.1 SQSQAELGGVISDVDSKLNDHRNLKNAIQSGVGIDASHPLHSLYQSYRDQLSLAED...KATAQSQIVAQLDGQISQLEATAATY 252
NTDB id 248 KZH43 RS00225 WP 000801613.1 SQTQAEIGNLISQTEAKIRDYQTAKSAIETGTSLAGQNLAYSLYQSYKSQG...EE...NPQTKVQAVAQVEAQISQLESSLATY 249
NTDB id 207 SPD RS00240 WP 000801613.1 SQTQAEIGNLISQTEAKIRDYQTAKSAIETGTSLAGQNLAYSLYQSYKSQG...EE...NPQTKVQAVAQVEAQISQLESSLATY 249
NTDB id 172 SPR RS00235 WP 000801613.1 SQTQAEIGNLISQTEAKIRDYQTAKSAIETGTSLAGQNLAYSLYQSYKSQG...EE...NPQTKVQAVAQVEAQISQLESSLATY 249
NTDB id 132 SP RS00260 WP 000801611.1 SQTQAEIGNLISQTEAKIRDYQTAKSAIETGASLAGQNLAYSLYQSYKSQG...EE...NPQTKVQAVAQVEAQISQLESSLATY 249
NTDB id 512 SMSK321 RS10735 WP 000801634.1 SQTQAEIGNLISQTEAKIRDYQTAKSAIETGASLASQNLAYSLYQSYKSQG...EE...NPQAKAQAVAQVEAQLSQLESSLTTY 249
NTDB id 484 SM12261 RS00280 WP 000801588.1 SQTQAEIGTLISQTEAKIRDYQTAKSAIETGASLASQNLAYSLYQSYKSQG...EE...NPQSKAQAVVQLEAQLSQLESSLATY 249
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NTDB id 113907 Q426 RS06270 WP 012515170.1 RIQHAGSGVQQSYSSTLESQLASLKAQSITKVEQELSALSNQITELEGTNKLQKNTSSKTSIVANEDGVLHLNQEFIGANIVPEG 340
NTDB id 422 SGO RS10255 WP 012131059.1 RVQYAGAGAQQAYASNLSSQLASLKAQYLVKVGQELTTLTQQILEAESNLKLQETVSKRGQILAEMDGLLHLNPEVQGSTLVAEG 337
NTDB id 248 KZH43 RS00225 WP 000801613.1 RVQYAGSGTQQAYASGLSSQLESLKSQHLAKVGQELSLLAQKILEAESGKKVQGNLLDKGKITASEDGVLHLNPETSDSSMVAEG 334
NTDB id 207 SPD RS00240 WP 000801613.1 RVQYAGSGTQQAYASGLSSQLESLKSQHLAKVGQELSLLAQKILEAESGKKVQGNLLDKGKITASEDGVLHLNPETSDSSMVAEG 334
NTDB id 172 SPR RS00235 WP 000801613.1 RVQYAGSGTQQAYASGLSSQLESLKSQHLAKVGQELSLLAQKILEAESGKKVQGNLLDKGKITASEDGVLHLNPETSDSSMVAEG 334
NTDB id 132 SP RS00260 WP 000801611.1 RVQYAGSGTQQAYASGLSSQLESLKSQHLAKVGQELTLLAQKILEAESGKKVQGNLLDKGKVTASEDGVLHLNPETSDSSMVAEG 334
NTDB id 512 SMSK321 RS10735 WP 000801634.1 RVQYAGSGIQQAYASGLSSQLESLKSQHLAKVSQELTLLDQKILEVESGKKVQGNLLDKGKITASEDGVLHLNPETSDSTMVAEG 334
NTDB id 484 SM12261 RS00280 WP 000801588.1 RVQYAGSGTQQAYASGLSSQLESLKSQHLAKVGQELTLLDQKILEAESGRKVQGNLLDKGKITASEDGVLHLNPETSDSTMVAEG 334
consensus !*!*!!*!*!!*!*!*!*!!!*!!!*!***!!*!!!**! **!*!*!***!*!**********!**!!*!!!!*!******!*!!



logo

A
T
A
I
L
F
LAQI

V
LYPEKS IMLKTENKRGERTGVKI

V
AKI

L
V
T
G
T
AYVLPSSTKEYDI

VSASTR I SKI
N
VGDKTSAVRFYI

S
TTAKTDHDNANKGEKNTQI

M
L
D
I
FL ITDVSKQTLI STS IDNAANTATQKTKENQTKGNYFFKVI ECSAKELMTAQNVLKSTEKSDKEEQTAAKQELK

NTDB id 113907 Q426 RS06270 WP 012515170.1 TIFAQVYPEMKKGTVVKITGYLPSTEISSISIGDTARFSTKDDNGETLDLIVKLSSIDNAATKTKNGNYFKVESKLQLKEKEAQL 425
NTDB id 422 SGO RS10255 WP 012131059.1 TALAQIYPKITNERKIKIVTYVSSKDVSTIKNGDKVRFITADDANKQMILTSQISSIDANATQTKQGNFFKVECEMAVSKDQAKK 422
NTDB id 248 KZH43 RS00225 WP 000801613.1 TLLAQLYPSLEREGKAKLTAYLSSKDVARIKVGDSVRYTTTHDAGNQLFLDSTITSIDATATKTEKGNFFKIEAETNLTSEQAEK 419
NTDB id 207 SPD RS00240 WP 000801613.1 TLLAQLYPSLEREGKAKLTAYLSSKDVARIKVGDSVRYTTTHDAGNQLFLDSTITSIDATATKTEKGNFFKIEAETNLTSEQAEK 419
NTDB id 172 SPR RS00235 WP 000801613.1 TLLAQLYPSLEREGKAKLTAYLSSKDVARIKVGDSVRYTTTHDAGNQLFLDSTITSIDATATKTEKGNFFKIEAETNLTSEQAEK 419
NTDB id 132 SP RS00260 WP 000801611.1 ALLAQLYPSLEREGKAKLTAYLSSKYVARIKVGDSVRYTTTHDAGNQLFLDSTITSIDATATKTEKGNFFKIEAETNLTSEQAEK 419
NTDB id 512 SMSK321 RS10735 WP 000801634.1 TLLAQLYPSLEKEGKAKLTAYLSSKDVARIKVGDSVRYTTTHDAKNQIFLDSTITSIDATATKTEKGNFFKIEAETNLTSEQTEK 419
NTDB id 484 SM12261 RS00280 WP 000801588.1 ALLAQLYPSLEKEGKVKLTAYLSSKDVARIKVGDSVRYTTTHDAKNQLFLDSTITSIDATATKTETGNFFKIEAETNLTSKQAAK 419
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NTDB id 113907 Q426 RS06270 WP 012515170.1 LKYGLEGKFILITGTKSYLNYYIDKFIGEK 455
NTDB id 422 SGO RS10255 WP 012131059.1 LRYGLEGKFVMVTGEKTYFSYYMEKFFNLG 452
NTDB id 248 KZH43 RS00225 WP 000801613.1 LRYGVEGRLQMITGKKSYLRYYLDQFLNKE 449
NTDB id 207 SPD RS00240 WP 000801613.1 LRYGVEGRLQMITGKKSYLRYYLDQFLNKE 449
NTDB id 172 SPR RS00235 WP 000801613.1 LRYGVEGRLQMITGKKSYLRYYLDQFLNKE 449
NTDB id 132 SP RS00260 WP 000801611.1 LRYGVEGRLQMITGKKSYLRYYLDQFLNKE 449
NTDB id 512 SMSK321 RS10735 WP 000801634.1 LRYGVEGRLQMITGRKSYLRYYLDQFLNKE 449
NTDB id 484 SM12261 RS00280 WP 000801588.1 LRYGVEGRLQMITGRKSYLRYYLDQFLNKE 449
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