
logo MFDSFFRRKKKQEQETPALPEEAQVKVPQELQHTEQNAAAEPTQSVEEMLAALENAFAKEAAEKAQAAPP I EE I SVEP I ENQSVEEE
NTDB id 1099557 ACM67B RS00030 WP 416189641.1 MFDFFRRKKQE.TPAPEEAVKPELQHTEQNAAAEPTQSVEEMLAALENAFAKEAAEKAQAAPPIEEISVEPIENQSVEEE 79
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQ.......................................................... 22
consensus !! !!!!!! *!!!*!!! ***********************************************************

logo

I LAQKSPTETL IDDVQVEAEAPVEMPFEHIAAQVEVADDVS I EDENTEE IVLTDDGKVVIDYVQVPEGTEVVSVTPEQAE
NTDB id 1099557 ACM67B RS00030 WP 416189641.1 ILAQKSPTETLIDDVQVEAEAPVEMPFEHIAAQVEVADDVSIEDENTEEIVLTDDGKVVIDYVQVPEGTEVVSVTPEQAE 159
NTDB id 1118 NGFG RS11455 WP 003696286.1 ................................................................................ 22
consensus ********************************************************************************

logo

AIANEQESTAAEKMVETESDETVASQS ITEVGSNIKQEPDEEVAE I E
Q
S
T
WETTF

L
A
PEASEVKTAGQRATEQSAAVEATEVPSAGAEAVEVQVKQENTVAEETEMEPSVEKADGEALASEERTVESAP

NTDB id 1099557 ACM67B RS00030 WP 416189641.1 AIANEQESAAEMTEDTSSTESNIQPEEAEIQTWETTFPEAETAQT.QAAEAEPAEAVQVQENVETEEVKADELSEET..P 236
NTDB id 1118 NGFG RS11455 WP 003696286.1 ......ETAAKVESEVAQIVGNIKEDV...ES....LAESVKGRAESAVETVSGAVEQVKETVAEMPSEAGEAAERVESA 89
consensus ******!*!! * * !! ** *** ***** *! * * ! ! ** !! ! ! * ! ! ! ***

logo

K
SEASVAAETAAAVGTETAVAGAQQVQTAEAEVAEDTQTAEEQHTKLGSWAASRLKQGLATKSRDKMAKSLAGVFGGGKQIDGEDLYEELETVL ITGSDMGMEA

NTDB id 1099557 ACM67B RS00030 WP 416189641.1 SESVAATAAATTAVAAQTAAEEDQAQTKLSWASRLKQGLTKSRDKMAKSLAGVFGGGKIDEDLYEELETVLITSDMGMEA 316
NTDB id 1118 NGFG RS11455 WP 003696286.1 KEAVAET..VGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEA 167
consensus ! !! !** !!* ! *!! !! !!!!!! !!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!! !!!!!!

logo TENYLMKDVRDGRVSLKGLKDGENELRGALKDEAI
LYDL IKPLEKQPLVLPESTKEPFVIMLAGINGAGKTTS IGKLAKYFQASQGKS

NTDB id 1099557 ACM67B RS00030 WP 416189641.1 TNYLMKDVRDRVSLKGLKDGEELRGALKDAIYDLIKPLEQPLVLPESKEPFVIMLAGINGAGKTTSIGKLAKYFQSQGKS 396
NTDB id 1118 NGFG RS11455 WP 003696286.1 TEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKS 247
consensus ! !!!!!!! !!!!!!!!!! !!!!!!!*!*!!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!

logo VLLAAGDTFRAAAREQLQAEWGEGRNNVTVI SQSTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE IKKVKRVL
NTDB id 1099557 ACM67B RS00030 WP 416189641.1 VLLAAGDTFRAAAREQLQEWGERNNVTVISQSTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVL 476
NTDB id 1118 NGFG RS11455 WP 003696286.1 VLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVL 327
consensus !!!!!!!!!!!!!!!!!! !! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QKAI
MPDGAPHE I IVVLDANIGQNAVNQVKAFDDEALGLTGL IVTKLDGTAKGGI LAALASDNRP I

VPVRYIGVGEGR IDDLRPFD
NTDB id 1099557 ACM67B RS00030 WP 416189641.1 QKAMPDAPHEIIVVLDANIGQNAVNQVKAFDEALGLTGLIVTKLDGTAKGGILAALASNRPIPVRYIGVGERIDDLRPFD 556
NTDB id 1118 NGFG RS11455 WP 003696286.1 QKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFD 407
consensus !!!*! !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!!!!!! !!!!!!!!



logo ARAFVDALLD
NTDB id 1099557 ACM67B RS00030 WP 416189641.1 ARAFVDALLD 566
NTDB id 1118 NGFG RS11455 WP 003696286.1 ARAFVDALLD 417
consensus !!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


