
logo MFGSFFLKRKRKSKRKPQEPTEPAPELESAEASPQVDQAEATASADKTPVESEVAQIVGNIKEDT
VEASLAAEESTVKRGPRSADEASASVETVSGAVEQVKETPVAELMVPESAEAAG

NTDB id 263221 C0099 RS04850 WP 102246395.1 MFGFLKKSRKPEPEPESASPVDAASDTPE.............TEALAAETRPSADAS..............PALVPEAAA 53
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !! ! ** *!*!*** *! *!************* ! !! ** !* ***************! *! !*

logo EASAQERAVDEPSAKEAVAEETVGPEQAPTVGTQSEVQVEQAPVAPTTVEAEAHKRLPGSWAGAERLKRAQGLASKRSTRDGKMAKGSLAGLVFGGLGRKQIDGEDELLYEDELETTVL ILMT
NTDB id 263221 C0099 RS04850 WP 102246395.1 ESQ..ADP...AVE...PQPTTSEVQAPAPVEAARPSWGERLRAGLSRTRG....GLAGLFGLRKIDEELLEDLETTLLM 121
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
consensus ! ** *****!! **** * !*!* ! *** !* !!* !! **! **** !!!*!! ! !*! !*!!! !*
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NTDB id 263221 C0099 RS04850 WP 102246395.1 ADCGVEATQYLTDALRARWKRDRLETADQLRDALAELMADLLAPLEAPLDVS.AHQPFIVMIAGVNGAGKTTSIGKLAKY 200
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
consensus *!*!*!!! !! *!*! ! * !! !! ! * !!* !!! !! *** * !!**!*!!*!!!!!!!!!!!!!!!

logo FQAQGKRSVLLAAGDTFRAAAREQLEQATWGAGRNNVTVIASQDTKTGDSAAVCI FDAVNQAAKRARGIDI
VVLADTAGRLPTQLHLMEE I

NTDB id 263221 C0099 RS04850 WP 102246395.1 FQAQGRSVLLAAGDTFRAAAREQLETWGARNNVTVIAQDKGDSAAVIFDAVNAARARGIDVVLADTAGRLPTQLHLMEEI 280
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
consensus !!!!!*!!!!!!!!!!!!!!!!!! !!*!!!!!!! ! !!!!!!*!!!!*!!*!!!!!*!!!!!!!!!!!!!!!!!!!

logo

A
KKVKRRVI

L
A
QKAEIAPGSAPHE I

V
I
L
L
VVLDANIGQNALVANQVKAFDADAI

LGLVSTGL IVLVTKLDGTAKGGI LVAAI
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NTDB id 263221 C0099 RS04850 WP 102246395.1 AKVRRVIAKAEASAPHEVLLVLDANIGQNALAQVKAFDAAIGVSGLVLTKLDGTAKGGIVAAIARQHPKPLRFIGVGEGI 360
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
consensus !!*!!* !! * !!!!***!!!!!!!!!!* !!!!!! !*!**!!**!!!!!!!!!!!*!!*! *! !*!*!!!!!!!

logo DDLRPFADARAEFVDALFLADRGSVK
NTDB id 263221 C0099 RS04850 WP 102246395.1 DDLRPFAAREFVDALFARGSVK 382
NTDB id 1118 NGFG RS11455 WP 003696286.1 DDLRPFDARAFVDALLD..... 417
consensus !!!!!! !! !!!!! *****
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