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NTDB id 507 SM12261 RS09240 WP 000867722.1 ............MKVNPNYLGRLF.......TENELT.EEERQLAEKLPAMRKEKGKLFCQRCNSTILEEWYL......P 54
NTDB id 277 KZH43 RS10090 WP 000867601.1 ............MKVNLDYLGRLF.......TENELT.EEERQLAEKLPAMRKEKGKLFCQRCNSTILEEWYL......P 54
NTDB id 236 SPD RS10765 WP 000867601.1 ............MKVNLDYLGRLF.......TENELT.EEERQLAEKLPAMRKEKGKLFCQRCNSTILEEWYL......P 54
NTDB id 202 SPR RS10250 WP 000867601.1 ............MKVNLDYLGRLF.......TENELT.EEERQLAEKLPAMRKEKGKLFCQRCNSTILEEWYL......P 54
NTDB id 167 SP RS11275 WP 000867616.1 ............MKVNLDYLGRLF.......TENELT.EEERQLAEKLPAMRKEKGKLFCQRCNSTILEEWYL......P 54
NTDB id 67408 BTUAT1 RS16350 WP 155641181.1 ......MNLEKAMELSHKLQSRHLLPIECQCTQSELEWLENQGFIHRTPAVDRVAGGLICCRCGVSNKRYFALSPCETCK 74
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYH..SSG 78
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NTDB id 507 SM12261 RS09240 WP 000867722.1 IGTYYCRECLLMKRVRSDQSLYYFPQ..EDFPKQDVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMIYQ 132
NTDB id 277 KZH43 RS10090 WP 000867601.1 IGAYYCRECLLMKRVRSDQTLYYFPQ..EDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQ 132
NTDB id 236 SPD RS10765 WP 000867601.1 IGAYYCRECLLMKRVRSDQTLYYFPQ..EDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQ 132
NTDB id 202 SPR RS10250 WP 000867601.1 IGAYYCRECLLMKRVRSDQTLYYFPQ..EDFPKQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMIYQ 132
NTDB id 167 SP RS11275 WP 000867616.1 IGAYYCRECLLMKRVRSDQTLYYFPQ..EDFPKQDVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQ 132
NTDB id 67408 BTUAT1 RS16350 WP 155641181.1 KDCVYCRSCIMLGKVSECGFLYEWTGPQKKETRQVELTWQGELSKGQKRASDRLVEAIQNKFDLLVWAVCGAGKTEVLFH 154
NTDB id 108 BSU 35470 NP 391427.1 KNKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFP 158
consensus ****!!!*!*****!*****!!**** ********!*!*!*!***!******!**********!**!!*!!!!!!****

logo

G
V
I
V
E
K
A
S
Y
K
A
V
L
INNQAGLMGRSAVC I

LATSPRTIDVVCLELAEYPKRMLKRQAKQADFAQSGCAVDENGI SAAVLLYLGHGSEDSDQEKRPFGYQRFLMRASTPLMVI
V
S
ATTHQLMLRKYFKYDNQAI

FDVLML I IVDEVDAF
NTDB id 507 SM12261 RS09240 WP 000867722.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQKDFAC.EIAL.LHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 277 KZH43 RS10090 WP 000867601.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIAL.LHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 236 SPD RS10765 WP 000867601.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIAL.LHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 202 SPR RS10250 WP 000867601.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIAL.LHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 167 SP RS11275 WP 000867616.1 VVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIAL.LHGESEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAF 210
NTDB id 67408 BTUAT1 RS16350 WP 155641181.1 GIKYALNNGMSVCIATPRTDVVLELEPRMRKAFQGVNIAVLYGGSSQRFQMAPLMIATTHQLMRYKNAFDVLIVDEVDAF 234
NTDB id 108 BSU 35470 NP 391427.1 GIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAF 238
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NTDB id 507 SM12261 RS09240 WP 000867722.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSPKL 290
NTDB id 277 KZH43 RS10090 WP 000867601.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKL 290
NTDB id 236 SPD RS10765 WP 000867601.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKL 290
NTDB id 202 SPR RS10250 WP 000867601.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKL 290
NTDB id 167 SP RS11275 WP 000867616.1 PYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKL 290
NTDB id 67408 BTUAT1 RS16350 WP 155641181.1 PYSMDERLQFAVLKSMKKTGVRIYLSATPSKKMQKDVARGQLEAIKIPLRFHQKPLPVPTFQWVGDWKKKLKRNRLPAST 314
NTDB id 108 BSU 35470 NP 391427.1 PYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAV 318
consensus !!*****!**!!****!*******!*!!***********!*!*****!*!*!**!!**!***!*******!*********



logo

M
K
N
R
S
W
Y
L
I
H
E
E
F
K
H
Q
I
V
R
T
K
E
K
T
K
G
A
K
R
Y
R
PVLFLLI FVAPSSEVI SKI

T
K
L
M
G
K
EKQAVLKTAAHECI FILKQGVEVQCHFCVPRNEKTVIAQGGSFVHSASDEIVDTKQEEHNDRKLQEKQVQHQAFRDHRGQREYLDTLVI LVITSTTI LERGVTI

V
F
Q
P
D
K
CV

NTDB id 507 SM12261 RS09240 WP 000867722.1 KSYIEKQRKTGYPLLIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCV 370
NTDB id 277 KZH43 RS10090 WP 000867601.1 KSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCV 370
NTDB id 236 SPD RS10765 WP 000867601.1 KSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCV 370
NTDB id 202 SPR RS10250 WP 000867601.1 KSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCV 370
NTDB id 167 SP RS11275 WP 000867616.1 KSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCV 370
NTDB id 67408 BTUAT1 RS16350 WP 155641181.1 MNWLHEHITKKKRVLLFVPSISTMKKVTHILQVQCVN..VQGVSADDQERKQKVQHFRDHRYDVLVTTTILERGVTIQDV 392
NTDB id 108 BSU 35470 NP 391427.1 KRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCR..TASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKV 396
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NTDB id 507 SM12261 RS09240 WP 000867722.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNTSIKKAIKEIQQMNKEAGL..... 432
NTDB id 277 KZH43 RS10090 WP 000867601.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 236 SPD RS10765 WP 000867601.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 202 SPR RS10250 WP 000867601.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 167 SP RS11275 WP 000867616.1 DVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHDGLNASIKKAIKEIQMMNKEAGL..... 432
NTDB id 67408 BTUAT1 RS16350 WP 155641181.1 QVGVLGAESPIFTESALVQISGRAGRHPDFFNGDVYFFHFGLTRSMKQAKKHIVKMNNTAEKEFSEK 459
NTDB id 108 BSU 35470 NP 391427.1 QTGVLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
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