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NTDB id 593 KW2 RS05130 WP 021037147.1 MNLIL...........ENLLGHLLLEKDISAFN.NFTDQVNNE..NKLIKIGAMTSVNANKVRCNRCGTIHIKT...NVK 63
NTDB id 277 KZH43 RS10090 WP 000867601.1 MKVN............LDYLGRLFTENELT..........EEE..RQLAEKLPAMRKEKGKLFCQRCNSTI.LE...EWY 52
NTDB id 236 SPD RS10765 WP 000867601.1 MKVN............LDYLGRLFTENELT..........EEE..RQLAEKLPAMRKEKGKLFCQRCNSTI.LE...EWY 52
NTDB id 202 SPR RS10250 WP 000867601.1 MKVN............LDYLGRLFTENELT..........EEE..RQLAEKLPAMRKEKGKLFCQRCNSTI.LE...EWY 52
NTDB id 167 SP RS11275 WP 000867616.1 MKVN............LDYLGRLFTENELT..........EEE..RQLAEKLPAMRKEKGKLFCQRCNSTI.LE...EWY 52
NTDB id 535 SMSK321 RS10515 WP 000867726.1 MKVN............PNYLGRLFTENELT..........KEE..RQLAEKLPAMRKEKGKLFCQRCDSAI.LD...EWY 52
NTDB id 507 SM12261 RS09240 WP 000867722.1 MKVN............PNYLGRLFTENELT..........EEE..RQLAEKLPAMRKEKGKLFCQRCNSTI.LE...EWY 52
NTDB id 615 LCA RS02545 WP 011374200.1 ...................MGQQVIACGRQFTAAQLADTQNNNYSLPQIKRRPAFLRVKHRLVCQRCQQVVPPQ....TC 57
NTDB id 1082803 ACK1LH RS19140 WP 411333955.1 ................................................................................ 0
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGY....ITAENSISINKRRYRCNRCGQTDQRYFSFYHS 76
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NTDB id 593 KW2 RS05130 WP 021037147.1 LPIGAFFCPTCLELGRVRSDEYFYHLPQQDF....PEKTYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTE 139
NTDB id 277 KZH43 RS10090 WP 000867601.1 LPIGAYYCRECLLMKRVRSDQTLYYFPQEDF....PKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTE 128
NTDB id 236 SPD RS10765 WP 000867601.1 LPIGAYYCRECLLMKRVRSDQTLYYFPQEDF....PKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTE 128
NTDB id 202 SPR RS10250 WP 000867601.1 LPIGAYYCRECLLMKRVRSDQTLYYFPQEDF....PKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTE 128
NTDB id 167 SP RS11275 WP 000867616.1 LPIGAYYCRECLLMKRVRSDQTLYYFPQEDF....PKQDVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTE 128
NTDB id 535 SMSK321 RS10515 WP 000867726.1 LPIGAYYCRECLLMKRVRSDQVLYYFPQEDF....AKQDILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTE 128
NTDB id 507 SM12261 RS09240 WP 000867722.1 LPIGTYYCRECLLMKRVRSDQSLYYFPQEDF....PKQDVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTE 128
NTDB id 615 LCA RS02545 WP 011374200.1 LPDGRHYCAQCLLFGRLVEGDWLYTVPEC..HLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTE 135
NTDB id 1082803 ACK1LH RS19140 WP 411333955.1 .............MGRVSECTPLIKWTGPCRQKSEAASAGLEWDGRLSNAQQKGSDQMVYAVRNQQDLLLWAVCGAGKTE 67
NTDB id 108 BSU 35470 NP 391427.1 SGKNKLYCRSCVMMGRVSEEVPLYSWKEENE..SNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTE 154
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NTDB id 593 KW2 RS05130 WP 021037147.1 MIYQLIEQILSHGGSVGLASPRIDVCIELHQRLSRDFT.CQIPLLYHEGD.SYFRSPLVVMTSHQLLRFKEAFDLLIIDE 217
NTDB id 277 KZH43 RS10090 WP 000867601.1 MIYQVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFS.CGIALLHGESE.PYFRTPLVVATTHQLLKFYQAFDLLIVDE 206
NTDB id 236 SPD RS10765 WP 000867601.1 MIYQVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFS.CGIALLHGESE.PYFRTPLVVATTHQLLKFYQAFDLLIVDE 206
NTDB id 202 SPR RS10250 WP 000867601.1 MIYQVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFS.CGIALLHGESE.PYFRTPLVVATTHQLLKFYQAFDLLIVDE 206
NTDB id 167 SP RS11275 WP 000867616.1 MIYQVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFS.CGIALLHGESE.PYFRTPLVVATTHQLLKFYQAFDLLIVDE 206
NTDB id 535 SMSK321 RS10515 WP 000867726.1 MIYQVVAKVINAGGAVCLASPRIDVCLELYKRLQDDFA.CEISLLYGESE.PYFRTPLVVSTTHQLLKFYQAFDLLIVDE 206
NTDB id 507 SM12261 RS09240 WP 000867722.1 MIYQVVAKVINAGGAVCLASPRIDVCLELYKRLQKDFA.CEIALLHGESE.PYFRTPLVVATTHQLLKFYQAFDLLIVDE 206
NTDB id 615 LCA RS02545 WP 011374200.1 MLFQGILVALQKGQRVCLAAPRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDE 215
NTDB id 1082803 ACK1LH RS19140 WP 411333955.1 MLFHGIEEALSENKQVCLAAPRTDVILELTPRLRTVFPKVKIASLYGGSEERFQEADLVIATTHQLMRFTAAFDVLIIDE 147
NTDB id 108 BSU 35470 NP 391427.1 MLFPGIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDE 234
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NTDB id 593 KW2 RS05130 WP 021037147.1 VDAFPFRDNDMLYFALENAKKINGTLLYLTATSTDKLDKQIKKHEIKRLFLPRRFHGHPLVIPMFFWKKTFYKK...... 291
NTDB id 277 KZH43 RS10090 WP 000867601.1 VDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRL 286
NTDB id 236 SPD RS10765 WP 000867601.1 VDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRL 286
NTDB id 202 SPR RS10250 WP 000867601.1 VDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRL 286
NTDB id 167 SP RS11275 WP 000867616.1 VDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRL 286
NTDB id 535 SMSK321 RS10515 WP 000867726.1 VDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCL 286
NTDB id 507 SM12261 RS09240 WP 000867722.1 VDAFPYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRL 286
NTDB id 615 LCA RS02545 WP 011374200.1 VDAFPFVDNPVLATAVEQACKPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRL 295
NTDB id 1082803 ACK1LH RS19140 WP 411333955.1 VDAFPFSADEKLQFAAARARKPDSSLIYLTATPSEKIKEA....ISLHVKIPQRFHGHPLPVPSFTWCGHYKRALQKKRL 223
NTDB id 108 BSU 35470 NP 391427.1 VDAFPYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKI 314
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NTDB id 593 KW2 RS05130 WP 021037147.1 .......FIEQRKTGFPLLIFVAEIDFGQDFAKNLQEKFPKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVT 364
NTDB id 277 KZH43 RS10090 WP 000867601.1 SPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVT 366
NTDB id 236 SPD RS10765 WP 000867601.1 SPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVT 366
NTDB id 202 SPR RS10250 WP 000867601.1 SPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVT 366
NTDB id 167 SP RS11275 WP 000867616.1 SPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVT 366
NTDB id 535 SMSK321 RS10515 WP 000867726.1 SPKLKSYIEKQRKTGYPLLIFASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVT 366
NTDB id 507 SM12261 RS09240 WP 000867722.1 SPKLKSYIEKQRKTGYPLLIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVT 366
NTDB id 615 LCA RS02545 WP 011374200.1 PKRLERDCQTYL.KTQQILLFVPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVT 374
NTDB id 1082803 ACK1LH RS19140 WP 411333955.1 PEPLQQWVTDRLSSNKQAFLFVPSISILKDVVAILKKQ..HAAVEGVHAEDPDRKEKVQKFRDGAIPIIITTTILERGVT 301
NTDB id 108 BSU 35470 NP 391427.1 PPAVKRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGV..HCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVT 392
consensus ********************!***************************************!!*********!*!!!!!!!

logo

I
V
F
K
S
P
K
S
N
C
I
S
V
A
Q
D
A
T
V
A
G
L
FVI

L
V
N
G
E
S
AENASHGMPSR I

N
V
LFNTEKASVASLVIQMIAGGRATVGRDHSASKMAEKDHYRAPQDTNGLPDVLHIRSLYFYFYHFQSYDDGYKLSTNEKLRTAASMICILKDGQRKACKQRIRKQHE IKQEKTQMQMNEQRSKRLEVGARAGFRKLLVEQTCLSTDV

NTDB id 593 KW2 RS05130 WP 021037147.1 FSSIDVFVINSEHPNFTKSALIQMAGRVGRDSKRPTGLVSFFHSGKSLAMCQAQKEIKKMNRLGGF..... 430
NTDB id 277 KZH43 RS10090 WP 000867601.1 FPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 236 SPD RS10765 WP 000867601.1 FPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 202 SPR RS10250 WP 000867601.1 FPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 167 SP RS11275 WP 000867616.1 FPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 535 SMSK321 RS10515 WP 000867726.1 FPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
NTDB id 507 SM12261 RS09240 WP 000867722.1 FPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
NTDB id 615 LCA RS02545 WP 011374200.1 FKNVAVLVLGAEHMVFNEAVLVQIAGRAGRHKDYAQNPVHFYYQDYTRAIKGACRQIKTQNQRGRRLQSTV 445
NTDB id 1082803 ACK1LH RS19140 WP 411333955.1 IPNSDAAVLGAEAGVFTESALVQIAGRVGRSAAHPDGDVRFFHYGKTEAMIRAKKHIQMMNSLVAKVTL.. 370
NTDB id 108 BSU 35470 NP 391427.1 VPKVQTGVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
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