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NTDB id 277 KZH43 RS10090 WP 000867601.1 ...................MKVNLDYLGRLFTENELTEEE.....RQLAEKLPAMRKEKGKLFCQRCNSTILEE....WY 52
NTDB id 236 SPD RS10765 WP 000867601.1 ...................MKVNLDYLGRLFTENELTEEE.....RQLAEKLPAMRKEKGKLFCQRCNSTILEE....WY 52
NTDB id 202 SPR RS10250 WP 000867601.1 ...................MKVNLDYLGRLFTENELTEEE.....RQLAEKLPAMRKEKGKLFCQRCNSTILEE....WY 52
NTDB id 535 SMSK321 RS10515 WP 000867726.1 ...................MKVNPNYLGRLFTENELTKEE.....RQLAEKLPAMRKEKGKLFCQRCDSAILDE....WY 52
NTDB id 507 SM12261 RS09240 WP 000867722.1 ...................MKVNPNYLGRLFTENELTEEE.....RQLAEKLPAMRKEKGKLFCQRCNSTILEE....WY 52
NTDB id 615 LCA RS02545 WP 011374200.1 ...................MGQQVIACGRQFTAAQLADTQNNNYSLPQIKRRPAFLRVKHRLVCQRCQQVVPPQ....TC 57
NTDB id 1013397 ABVJ71 RS13280 WP 353854435.1 ................................................................................ 0
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGY....ITAENSISINKRRYRCNRCGQTDQRYFSFYHS 76
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NTDB id 277 KZH43 RS10090 WP 000867601.1 LPIGAYYCRECLLMKRVRSDQTLYYFPQEDFP..KQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMI 130
NTDB id 236 SPD RS10765 WP 000867601.1 LPIGAYYCRECLLMKRVRSDQTLYYFPQEDFP..KQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMI 130
NTDB id 202 SPR RS10250 WP 000867601.1 LPIGAYYCRECLLMKRVRSDQTLYYFPQEDFP..KQDVLKWRGQLTPFQEKVSEGLLQAVDKQKPTLVHAVTGAGKTEMI 130
NTDB id 535 SMSK321 RS10515 WP 000867726.1 LPIGAYYCRECLLMKRVRSDQVLYYFPQEDFA..KQDILKWRGQLTPFQEKVSEGLIQAVDKQEPILVHAVTGAGKTEMI 130
NTDB id 507 SM12261 RS09240 WP 000867722.1 LPIGTYYCRECLLMKRVRSDQSLYYFPQEDFP..KQDVLKWRGQLTPFQDKVSQGLLQAVDKQEPSLVHAVTGAGKTEMI 130
NTDB id 615 LCA RS02545 WP 011374200.1 LPDGRHYCAQCLLFGRLVEGDWLYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEML 137
NTDB id 1013397 ABVJ71 RS13280 WP 353854435.1 ............MMGKATECNALYEWVGPNCDETFQATLTWKGELSKGQKRASEKIIEAIKSRSDLLIWAVCGAGKTEVL 68
NTDB id 108 BSU 35470 NP 391427.1 SGKNKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEML 156
consensus **** **************** !!******* ****!*!*!*!***!************** * ***!!*!!!!!!**

logo

F
Y
H
P

Q
G
V
I
V
L
E
A
S
V
Y
K
A
V
L
I
Q
N
I
K
Q
AGLQRGRAVC I

LAATSPRVTIADVVCLELAEYPKR I
L
K
R

Q
D
A
K
Q

V
A
DFQASTGCALTDNSEGIMSAAVLMLYHGGEQSDPTSDEKRPFGYQRFYLRASTQPLMVI

V
C
T
S
ATTHQLLRKYFKYHDQAI

FDTVL IMVL I IVDEVD
NTDB id 277 KZH43 RS10090 WP 000867601.1 YQVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVD 208
NTDB id 236 SPD RS10765 WP 000867601.1 YQVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVD 208
NTDB id 202 SPR RS10250 WP 000867601.1 YQVVAKVINAGGAVCLASPRIDVCLELYKRLQQDFSC.GIALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVD 208
NTDB id 535 SMSK321 RS10515 WP 000867726.1 YQVVAKVINAGGAVCLASPRIDVCLELYKRLQDDFAC.EISLLYGE.SEPYFRTPLVVSTTHQLLKFYQAFDLLIVDEVD 208
NTDB id 507 SM12261 RS09240 WP 000867722.1 YQVVAKVINAGGAVCLASPRIDVCLELYKRLQKDFAC.EIALLHGE.SEPYFRTPLVVATTHQLLKFYQAFDLLIVDEVD 208
NTDB id 615 LCA RS02545 WP 011374200.1 FQGILVALQKGQRVCLAAPRVAVCLELYPRLQAAFATTSIMLMHGEQTEPYRYTQLVICTTHQLLKFYHAFDTVIVDEVD 217
NTDB id 1013397 ABVJ71 RS13280 WP 353854435.1 FHGIEYALNIGRRVCIATPRTDVVLELEPRIRKVFQGLNIAVLYGGSPERFQLAPLMITTTHQLLRYKDAFDVIIIDEVD 148
NTDB id 108 BSU 35470 NP 391427.1 FPGIESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVD 236
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NTDB id 277 KZH43 RS10090 WP 000867601.1 AFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSP 288
NTDB id 236 SPD RS10765 WP 000867601.1 AFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSP 288
NTDB id 202 SPR RS10250 WP 000867601.1 AFPYVDNPMLYHAVKNSVKENGLRIFLTATSTNELDKKVRLGELKRLNLPRRFHGNPLIIPKPIWLSDFNRYLDKNRLSP 288
NTDB id 535 SMSK321 RS10515 WP 000867726.1 AFPYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNRYLEKKCLSP 288
NTDB id 507 SM12261 RS09240 WP 000867722.1 AFPYVDNPMLYHAVKNSVKENGLRIFLTATSTDELDRKVRIGELKRLSLPRRFHGNPLIIPKPVWLSDFNHCLEKSRLSP 288
NTDB id 615 LCA RS02545 WP 011374200.1 AFPFVDNPVLATAVEQACKPQCALLYLTATPTPAIKRAIAAKQMTVSELPLRFHGHLLPEPQRHVAFNWRAQLKKGRLPK 297
NTDB id 1013397 ABVJ71 RS13280 WP 353854435.1 AFPYSIDERLQFAVKKAIRKKGVKIYLSATPSRNMKRDVSNGQLEAVKIPLRFHQQPLPVPSFKWIGQWKKKIKKKQLPS 228
NTDB id 108 BSU 35470 NP 391427.1 AFPYSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPP 316
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NTDB id 277 KZH43 RS10090 WP 000867601.1 KLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFP 368
NTDB id 236 SPD RS10765 WP 000867601.1 KLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFP 368
NTDB id 202 SPR RS10250 WP 000867601.1 KLKSYIEKQRKTAYPLLIFASEIKKGEQLAEILQEQFPNEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFP 368
NTDB id 535 SMSK321 RS10515 WP 000867726.1 KLKSYIEKQRKTGYPLLIFASEIKKGEQLKEILQKEFPHEKIGFVSSVTEDRLEQVQAFRDGELTILISTTILERGVTFP 368
NTDB id 507 SM12261 RS09240 WP 000867722.1 KLKSYIEKQRKTGYPLLIFASEIKKGEQLKEIIQEQFPNEKIGFVSSITENRLEQVQAFRDRELTILISTTILERGVTFP 368
NTDB id 615 LCA RS02545 WP 011374200.1 RLERDCQTYLK.TQQILLFVPQVRLLQPVANRLSTLLPAVRIETLHANDPDQIKKITAFRAQQIQLMVTTTILERGVTFK 376
NTDB id 1013397 ABVJ71 RS13280 WP 353854435.1 VVTKWIQHHIKEKRRILLFVPSIAMMKEATIILRGL..HLNVEGVSADDQDRKLKVKRFREYAYDVLVTTTILERGVTIQ 306
NTDB id 108 BSU 35470 NP 391427.1 AVKRWIEFHVKEGRPVFLFVPSVSILEKAAACFKGV..HCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVP 394
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