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NTDB id 81429 PPGU16 RS01710 WP 180721433.1 MFSFFKRFKGSKAPDDTPDAPQADSGADV.............DMQDVAEPEAPVARS..QSVPDSA....DAPEFDPNYV 61
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQE.TAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEA 79
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NTDB id 81429 PPGU16 RS01710 WP 180721433.1 PDAAD.FE.......ETDDEA.AEIVPPPVPEAAAKRSWLTRLRSGLSKT....STSITGIFVGAKIDEDLYEELETALL 128
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLI 159
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NTDB id 81429 PPGU16 RS01710 WP 180721433.1 MSDAGVDATEFLLEALREKVRAERLTDPQQVKAALRTLLIDLLKPLEKSLTLGH.YQPTVMMIAGVNGAGKTTSIGKLAK 207
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAK 239
consensus ! !**!!!*!* *! *! ! !** ***!!* ! !!*!!!!!*! !*** ! !*!*!!*!!!!!!!!!!!!!!

logo

H
Y
F
MQANFQGNKQSVLLAAGDTFRAAAREQLAQAIWGGQRNNVTVI

V
Q
SQETSTGDPSAAVCI FDAVGQAAKRARGKIDNI

VVLMADTAGRLPTQLHLMEE
NTDB id 81429 PPGU16 RS01710 WP 180721433.1 HMQNFNQSVLLAAGDTFRAAAREQLAIWGQRNNVTVVQQESGDPAAVIFDAVGAARARKINVVMADTAGRLPTQLHLMEE 287
NTDB id 1118 NGFG RS11455 WP 003696286.1 YFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE 319
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NTDB id 81429 PPGU16 RS01710 WP 180721433.1 LRKVKRVVGKAMDGAPHEVLLVIDANTGQNALAQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPVPVYFIGVGEK 367
NTDB id 1118 NGFG RS11455 WP 003696286.1 IKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEG 399
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NTDB id 81429 PPGU16 RS01710 WP 180721433.1 VEDLQPFSAEEFSDALLG 385
NTDB id 1118 NGFG RS11455 WP 003696286.1 IDDLRPFDARAFVDALLD 417
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