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NTDB id 1123050 EL330 RS01300 WP 101275351.1 MFGSNDDKKTPAEPGEKKGLFGWLRKKPQQPVAEQPAAEPQEDSL..................AHAEQPEAESEQPAITT 62
NTDB id 1118 NGFG RS11455 WP 003696286.1 ...................MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETV 61
consensus ********************! * !*!* !* * * ! *!! ****************** *!! * * ! * !

logo SGALLVEPEQPVKPEVETAVAEEI LMPESEPAEGPEAPAEEPERPVEPSAEKPEAPEVAPEPTVEGEMAPVGVPQVAQAEAAVAPATETAEEPAHKLGFWAFARLKQGLASKSTRSDSKS IMAGEKGSLMAGSLVF
NTDB id 1123050 EL330 RS01300 WP 101275351.1 SGLLPEPPVEAEILPEPEPEPEPEPEPEPEPEPEP.EMAPVPVAAAAPAEAPAKLGFFARLKQGLSKTSSSIGEGMASLF 141
NTDB id 1118 NGFG RS11455 WP 003696286.1 SGAVEQVKETVAEMPSEAGEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVF 141
consensus !! ** ** *! * *!* * *!* *!* *!** !* *! ! * **!!!* !!!!!!! !* ** *! *!

logo

G
L
GG
K
G
K
A
QIDGDEDLLYDEELETRVL ILTAGDMVGMVEATETAYI

LMKQDNLVRTGRRVSLRKEGLAKDGSGNAELRYGTALKQEAELSYDGL ILKPLVEKQPLVLVDPESGTKERPFYVI
NTDB id 1123050 EL330 RS01300 WP 101275351.1 LGKKAIDDDLLDELETRLLTADVGVEATTAIMQNLTRRVSRKELADSGALYTALQEELSGLLKPVEQPLVVDSGKRPYVI 221
NTDB id 1118 NGFG RS11455 WP 003696286.1 G.GGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVI 220
consensus * ! *!! *!!!! !*!*!*!*!!! *! * !!! ! ! ! ! !! ! ! !*!!*! !!!** ! !*!!
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VNGAVGKTTSTIGKLAKKYFLQALEQGKKSVLMLAAGDTFRAAARVEQLQAVWGEGRNNS IVPTVIASQHTTGADSAASVCI FDAVQAAKARGI
NTDB id 1123050 EL330 RS01300 WP 101275351.1 LVVGVNGVGKTTTIGKLAKKLQLEGKKVMLAAGDTFRAAAVEQLQVWGERNSIPVIAQHTGADSASVIFDAVQAAKARGI 301
NTDB id 1118 NGFG RS11455 WP 003696286.1 MLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTG.DSAAVCFDAVQAAKARGI 299
consensus ** !*!! !!!!*!!!!!! ! !! !*!!!!!!!!!!! !!!! !! !! **!! !*!!*!!! !*!!!!!!!!!!!!
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NTDB id 1123050 EL330 RS01300 WP 101275351.1 DVLIADTAGRLHTKDNLMEELKKVRRVMGKLDESAPHEVLLVLDAGTGQNAINQTKQFNQAVELTGLVLTKLDGTAKGGV 381
NTDB id 1118 NGFG RS11455 WP 003696286.1 DIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGI 379
consensus !***!!!!!!! ! *!!!!*!!!*!!* ! * !!!!***!!!! !!!!*!! ! ! !* !!!!**!!!!!!!!!!*
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VRYIGVGEGIDDLRPTFDEADRAFVDKALFLADQRDGA
NTDB id 1123050 EL330 RS01300 WP 101275351.1 IFALAKQFGTPIRYIGVGEGIDDLRTFEADAFVKALFAQRDGA 424
NTDB id 1118 NGFG RS11455 WP 003696286.1 LAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD..... 417
consensus * !!! * !*!!!!!!!!!!!!!*!*! !!! !! *****

X non conserved

X similar

X ≥ 50% conserved


