
logo

MAL
MFDSFFLFRKRKRKKDKEQEPQTPAALEDEARPQSVEQENPTAPAEKEVAEAESAETPEPPSEPAPPAEPSPQADTAEADTAEGEPLSERVAEAQFI LVGRDNIKREN

NTDB id 1141395 DQN79 RS03345 WP 003771880.1 MALFDFLFKRKKDEPQPAAEDRPSENPPAEEAAESAETPEPPSEPAPPAEPSPQADTAEADTAEGEPLSEREAFLRDIRN 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 ..MFSFFRRKK.KQETPALEEAQVQETAAKVE....................................SEVAQIVGNIKE 41
consensus ***! ! **!* * !! !* * **! ************************************!! * !*

logo

A
D
D
V
RE
SSLALESHSPAQVKTGRTAAEDSAENSQPAAPAEAPAPTQEPVETPVSNGALHVEPEQNVEKDEETTVTEEPAEKESVEEAKEMQPSEATGQEPAAEEQRPVETES

NTDB id 1141395 DQN79 RS03345 WP 003771880.1 ADRSSLLSHPAQTGTAADAENSQPAAPAEAPAPTQEPETPSNGLHPENEDETTEEPAEKESVEEKEQPSETQPAEEQPTE 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 DV.ESLAES..VKGRAESA.................VETVS.GAVEQVKETV............AEMPSEAGEAAERVES 88
consensus * !! *** ! ! !******************!!*!*! ** * ************ ! !!! *! ! *

logo

MRHTEEQPA
E
K
QEAPAVAEKAQATVEGDEARVGPAQEVEQEQAAVAEETQTEPAEEHKTGLGWATARLKQGLASKSRDKMAKSLAGVFGGGKQIDGEDLYEELETV

NTDB id 1141395 DQN79 RS03345 WP 003771880.1 MRHTEEQPEQEPAAEKAQAVED.RPAEEQAAEEQPAETGGWTARLKQGLSKSRDKMAKSLAGVFGGGKIDEDLYEELETV 239
NTDB id 1118 NGFG RS11455 WP 003696286.1 ........AKEAVAE...TVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETV 157
consensus ******** !* !!*** ! ** * ! * * !! !!!!!!! !!!!!!!!!!!!!!!!! ! !!!!!!!!!!

logo L ILTGSDMGI
MEATEHYLMDKDEVRGRRVSLKGLKSDGNRELRGQALKEALVYDL ILKSPLEKPLEVI

LPDENTGKEQPFVIML
MAGINGAGKTTS IGKL

NTDB id 1141395 DQN79 RS03345 WP 003771880.1 LLTSDMGIEATEHLMDEVRRRVSLKGLSDGRELRQALKEAVYDLLSPLEKPLEIPDNGQPFVIMMAGINGAGKTTSIGKL 319
NTDB id 1118 NGFG RS11455 WP 003696286.1 LITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKL 237
consensus !*! !!!*!!!!*!! *!! !!!!!!! !! !!! !!!!!*!!!* !!!!!! *!* !!!!!*!!!!!!!!!!!!!!!

logo AKYFQASQGKSVI
LLAAGDTFRAAAREQLQAEWGEGRNGNVTVI SQTVKTGDSAAVCFDAVEQAAKARGKIDIVLADTAGRLPTQLHLM

NTDB id 1141395 DQN79 RS03345 WP 003771880.1 AKYFQSQGKSVILAAGDTFRAAAREQLQEWGERNGVTVISQVKGDSAAVCFDAVEAAKARKIDIVLADTAGRLPTQLHLM 399
NTDB id 1118 NGFG RS11455 WP 003696286.1 AKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLM 317
consensus !!!!! !!!!!*!!!!!!!!!!!!!!!! !! !! !!!!!! !!!!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!

logo EE IKKVKRVLQKAS IMPDGAPHE I IVVLDANIGQNAVGNQVAKAFDDATLGLVTGL IVTKLDGTAKGGI
VLAALASDSRP I

VPVRYIGVG
NTDB id 1141395 DQN79 RS03345 WP 003771880.1 EEIKKVKRVLQKSMPDAPHEIIVVLDANIGQNAVGQVAAFDDTLGVTGLIVTKLDGTAKGGVLAALASSRPIPVRYIGVG 479
NTDB id 1118 NGFG RS11455 WP 003696286.1 EEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVG 397
consensus !!!!!!!!!!!! *! !!!!!!!!!!!!!!!!!! !! !!!! !!*!!!!!!!!!!!!!!!*!!!!!! !!*!!!!!!!!

logo EGKIDDLRPFDARAFVDAL ILDN
NTDB id 1141395 DQN79 RS03345 WP 003771880.1 EKIDDLRPFDARAFVDALIDN 500
NTDB id 1118 NGFG RS11455 WP 003696286.1 EGIDDLRPFDARAFVDALLD. 417
consensus ! !!!!!!!!!!!!!!!!*!*



X non conserved

X similar

X ≥ 50% conserved


