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NTDB id 615 LCA RS02545 WP 011374200.1 LYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLFQGILVALQKGQRVCLAAPRVAVCLEL 164
NTDB id 593 KW2 RS05130 WP 021037147.1 FYHLPQQDFPEK..TYLRWTGKLTENQEKISDALCQQITNNQKLLVQAVTGAGKTEMIYQLIEQILSHGGSVGLASPRIDVCIEL 168
NTDB id 51100 SPAF RS01295 WP 041826192.1 LYAIAQHDFEGQ..EVLNWKGTLTSYQQEVSDGLIQAVKEGGNALVHAVTGAGKTEMMYQVVATAIKSGQAVCIATPRIDVCIEL 157
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NTDB id 167 SP RS11275 WP 000867616.1 LYYFPQEDFPKQ..DVLKWRGQLTPFQEKVSEGLLQVVDKQKPTLVHAVTGAGKTEMIYQVVAKVINAGGAVCLASPRIDVCLEL 157
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NTDB id 615 LCA RS02545 WP 011374200.1 YPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVDAFPFVDNPVLATAVEQACKPQCALLYLTATPT 249
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NTDB id 202 SPR RS10250 WP 000867601.1 YKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATST 240
NTDB id 167 SP RS11275 WP 000867616.1 YKRLQQDFSCG.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATST 240
NTDB id 507 SM12261 RS09240 WP 000867722.1 YKRLQKDFACE.IALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATST 240
NTDB id 535 SMSK321 RS10515 WP 000867726.1 YKRLQDDFACE.ISLLYGE.SEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVDAFPYVDNPMLYHAVKNSVKENGLRIFLTATST 240
consensus **!** *!** !*!**** ***!****!!**!*!!!!*!**!!!**!*!!!!!!!**!!**!**!*****!*******!!!!*!

logo

P
D
N
A
K
E
I
L
K
DRKAQKI

V
A
K
R
A
I
K
L
H
K
G
Q
E
M
I
L
I
T
K
V
R
S
Y
L
E
F
S
NLPLRRFHGHNLPLPVI EVIPEMQKFIRPFHKVIVWAKVLFKPSKNTDI

W
F
Y
R
N
A
E
H
K
R
C
Q
K
Y
I
L
K
E
DKKSGNCR I

LPSKYPERKLELKQRSDLYCFI IKQEETKYQLRQKTHTGAFQYQP I
LLLI FVAAPSQEVIDERKFLKLGQEDPQVFLTKAKNERNI ILKSQTKEEKLYQLF

NTDB id 615 LCA RS02545 WP 011374200.1 PAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPKRLERDCQTYLK.TQQILLFVPQVRLLQPVANRLSTLL 333
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NTDB id 51100 SPAF RS01295 WP 041826192.1 DELDKKVKKKEIIRYSLPRRFHGNPLVVPEIKWVPKIREKIEKGRIPYELLQLIKKQRQTHYPLLIFVSEIELGQQFTENLKKYF 325
NTDB id 277 KZH43 RS10090 WP 000867601.1 NELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQF 325
NTDB id 236 SPD RS10765 WP 000867601.1 NELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQF 325
NTDB id 202 SPR RS10250 WP 000867601.1 NELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSPKLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQF 325
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NTDB id 615 LCA RS02545 WP 011374200.1 PAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFKNVAVLVLGAEHMVFNEAVLVQIAGRAGRHKDYAQNPVHFYYQ 418
NTDB id 593 KW2 RS05130 WP 021037147.1 PKEKMAFVASTTKSRKTIVEAFRKKQVSILITTSILERGVTFSSIDVFVINSEHPNFTKSALIQMAGRVGRDSKRPTGLVSFFHS 408
NTDB id 51100 SPAF RS01295 WP 041826192.1 PKETVGFVSSQTTDRLRMVEEFRNRAITMLVSTTILERGVTFPFVDVFVLESNHKLFTKSALVQISGRVGRSKERPTGKLLFLSD 410
NTDB id 277 KZH43 RS10090 WP 000867601.1 PNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHD 410
NTDB id 236 SPD RS10765 WP 000867601.1 PNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHD 410
NTDB id 202 SPR RS10250 WP 000867601.1 PNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHD 410
NTDB id 167 SP RS11275 WP 000867616.1 PNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHD 410
NTDB id 507 SM12261 RS09240 WP 000867722.1 PNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFPCVDVFVVEANHRLFTKSSLIQIGGRVGRSMDRPTGDLLFFHD 410
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