
logo

MTE IKK
M
S
V
D
P
A
NRSTEHLVEPEKLYTWDLETRTI

V
F
Y
A
Q
S
T
D
I
A
E
D
EWEKKTDEQYERKSLTEVNQDKLDKEKAFKSAHAYAKDGHQLELDMNSADKKNFLLEGAVI

TELQYLMES ILMR I
R
L
YEKI

L
A
YVFYA

NTDB id 1162698 ABGT34 RS01560 WP 278851818.1 MTEIKKVPARSEVPEKLTWDLERVYQSIEEWKKDQRKLENKLDEFKHAKDQLEMNADKFLEVIEQYLEIMRIYEKLAVFA 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 .....MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYA 75
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YFEQPAEFLMVAHLDDKQKVLVAQDEFYFKEHQENPSGKLGKLPYDRHFYFI ETERLLRASNQKRDEHLVLSDQAEAQEE

NTDB id 1162698 ABGT34 RS01560 WP 278851818.1 SMKNDQDTTNSQYQELQGMADNLGTQVSEAVAWFQPALVHLDDQVVQDYFHQNSKLKPYRHFITELRSQREHLLSDAQEE 160
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SMKNDQDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEE 155
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NTDB id 1162698 ABGT34 RS01560 WP 278851818.1 LLAAAGNIFGAPEKTFEMLSDADLKFPVVEGENGQKVELSEGTYSKLLESVDQKVRQGAFKALYQTYGAFKNTFATTLTS 240
NTDB id 480 HSISS4 RS02090 WP 002890133.1 LLAAAGDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQG 235
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NTDB id 1162698 ABGT34 RS01560 WP 278851818.1 QVQVQNYQAKVRHYASAKDAALSENHIPDKVYDVLIDEVHRNLPLLHRYIKLRGEVLNLDKVHMYDLYTPIVKESNLSFT 320
NTDB id 480 HSISS4 RS02090 WP 002890133.1 VVKVHNYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSE.TETALT 314
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NTDB id 1162698 ABGT34 RS01560 WP 278851818.1 YPEAQAKALEALQVYGDDYLQHVQEAFDNRWIDVVENKGKRTGAYSSGGYDTDPYILLNWQDGLEDLYTLVHEMGHSMHS 400
NTDB id 480 HSISS4 RS02090 WP 002890133.1 YEESLKKAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHS 394
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NTDB id 1162698 ABGT34 RS01560 WP 278851818.1 YYTTHTQPYVYGDYPIFVAEIASTTNENLLTDYLLKTEKDPQVRAFVLNHYLDGFKGTIFRQTQFAEFEQWIHEQDASGK 480
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TFTRQTQPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQ 474
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NTDB id 1162698 ABGT34 RS01560 WP 278851818.1 SLTADSISKFYGDLNKQYYGPAIYNDDEIAMEWMRIPHFYYDFYVYQYATGFAAATTLSQRIEDDDPAHTEAYLNFLKSG 560
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ILTADFMNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAG 554
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NTDB id 1162698 ABGT34 RS01560 WP 278851818.1 SSAYPIETMQKAGVDMTQRAYLEKAFKVFEERLNELEKLIVK..... 602
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
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