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NTDB id 669147 MRB47 RS04880 WP 252102057.1 MFSFFKKKPPAPTEPALAPEDVASPAAPPAAEAPA..........................SGGAFGWLRKP.....FGA 49
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQET.PALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEA 79
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logo GAEATASEVPREVEPASAKPESAGVAEPATAVGIDEAPVGLAQVPQEAPTVAPKTPTEEGAHKRLQGWAMADRLKQSGLARKSTGRDKMAKSS ILAGTVFGTGGTQIGNEADLYDEELEETAVL IL
NTDB id 669147 MRB47 RS04880 WP 252102057.1 GATSVPEPAAPSAGAPAAIDAPLAVPEPTPKPEGARQGWMDRLKSGLRKTG....SSIATVFTGTQINEALYDELEEALL 125
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLI 159
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NTDB id 669147 MRB47 RS04880 WP 252102057.1 MADTGVKATQHLLEDLKRRVKETKTTEPAAVKGLLADALADLLRPLEKPLVIGE.HTPTVIMVAGVNGAGKTTSIGKLTK 204
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAK 239
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NTDB id 669147 MRB47 RS04880 WP 252102057.1 HLADHGESVLLAAADTFRAAAREQLGVWATRNTVEIVSQEGGDPAAVSFDAVTAGRARGKDVVLVDTAGRLPTQLHLMEE 284
NTDB id 1118 NGFG RS11455 WP 003696286.1 YFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE 319
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NTDB id 669147 MRB47 RS04880 WP 252102057.1 LKKIRRVVTKADASAPHEVLLVIDGNTGQNALAQVRAFDDALQLTGLIVTKLDGTAKGGVLAAIAQERPVPVYFIGVGEK 364
NTDB id 1118 NGFG RS11455 WP 003696286.1 IKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEG 399
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logo

I
V
D
EDLERPTFDSARAEFAVDQALLDT

NTDB id 669147 MRB47 RS04880 WP 252102057.1 VEDLETFSAREFAQALLT 382
NTDB id 1118 NGFG RS11455 WP 003696286.1 IDDLRPFDARAFVDALLD 417
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