
logo MFGSFFKRKRKSGKKQSESTAPADLRAEEGAQPQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEP
Q
A
V
D
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NTDB id 243712 CJ010 RS04770 WP 141016977.1 MFGFFKKSGKSESADRAGQP..............................................PADESPATLPAPVA 34
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !! !!** ! !** ************************************************ !**! *! * *

logo EAPAEPRVVESAKEAAVADELPTVGEAPVAGAQVPQAEAPVAATETAEEVHPKLRGSWAADRLKAQGLAKRSTRDQKQLMAGGKGSLAGSLVFGGRGRKQIDGEDLLYEELETTVL ILMT
NTDB id 243712 CJ010 RS04770 WP 141016977.1 EPAPV......AADLPV...PAAVPAAPAAEAVPKRSWADRLKAGLARTRQQLGGGLASLFGRRKIDEDLLEELETTLLM 105
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
consensus !*!* ******! *!***** !* !*! ! !! !!! !!!**! ** !! *!! ! !!! !!!!! !*
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NTDB id 243712 CJ010 RS04770 WP 141016977.1 ADCGVDATQHLLDELRLRWKRDRLETADQLQEALAEALHGIIAPLEQPLEVAG.HKPYIIMIAGVNGSGKTTSIGKLAKY 184
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
consensus *!*!**!! *!* **! ! ! * ! !! !!!* *! !!! !! ** ** !**!!*!!*!! !!!!!!!!!!!!

logo FQASQGKSVLLAAGDTFRAAAREQLMQATWGEGRNNVTVIASQDTGTGDASAAVCI FDAI
V
N
QAAKRARGIDIVLADTAGRLPTQLHLMEE I

NTDB id 243712 CJ010 RS04770 WP 141016977.1 FQSQGKSVLLAAGDTFRAAAREQLMTWGERNNVTVIAQDGGDAAAVIFDAINAARARGIDIVLADTAGRLPTQLHLMEEI 264
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
consensus !! !!!!!!!!!!!!!!!!!!!!! !! !!!!!!! ! !! !!!*!!!**!!*!!!!!!!!!!!!!!!!!!!!!!!!!
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LGLVTGL IVVTKLDGTAKGGI
VLAAI

LARSDQCRPKVPLVRFYIGVGEGI
NTDB id 243712 CJ010 RS04770 WP 141016977.1 AKVRRVIAKADPTGPHEVVLVLDANIGQNALAQVKAFDAAIGVTGLVVTKLDGTAKGGVLAAIARQCPKPLRFIGVGEGI 344
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
consensus !!*!!* !! ! *!!!***!!!!!!!!!!* !!!!!! !*!*!!!*!!!!!!!!!!!*!!!*! *! !*!*!!!!!!!

logo DDLQRPFDKARAEFVDALFLDEPVPGAPGKRTDADA
NTDB id 243712 CJ010 RS04770 WP 141016977.1 DDLQPFKAREFVDALFEPVPGAPGKRTDADA 375
NTDB id 1118 NGFG RS11455 WP 003696286.1 DDLRPFDARAFVDALLD.............. 417
consensus !!! !! !! !!!!! ***************
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