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MNNDMTNPKTMKTKTEDKNKRGKFLKVWVWGCAGLAI SGI I SVLVI
VLFLLFMS

VFFI FVPLPYYI
LEMVPGGAEYDIRKSVLVTVDNGHKEDKQAEAKGSYNFVATVGS

NTDB id 1142327 DQN71 RS08085 WP 373279003.1 MNNDMTNPKTMTKEDKRGLKVVGCAGLASIIVVVLFLFSFIVPLPYYIEVPGGAEDIRKVLTVDGKEDQAAGSYNFVTVG 80
NTDB id 360 SMU RS02495 WP 002262039.1 ..........MKT..NKKFKWW....LISGISLILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVS 64
consensus **********! ** * ! ****! ! ! **! ! ! !!!!!*!*!!!! !!! !*!! *!!! !!!!!! !
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KATFPAIHQLVLVYAWLTPFTDE ITYSAKQDEMTTGGSVSDADEYMRINQFYMETSQNGMAI

KYKQAGLKSLTAGHKDKAIKSFMNYLMGVYVLKQVASQRDNSTF
NTDB id 1142327 DQN71 RS08085 WP 373279003.1 IQHATFAHLVYAWLTPFTDIYSAQDMTGGSSDAEYMRINQFYMETSQNMAKYQGLKTAGKDIKMNYLGVYVLKVAQDSTF 160
NTDB id 360 SMU RS02495 WP 002262039.1 LSKATPIQVLYAWLTPFTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTF 144
consensus * *!!* ***!!!!!!!!*! !! * !!! !!!*!!!!!!!!!!!!!! ! ! *! !*! !!*!!!!! ! !!!

logo KGI
VLNIADTVTGVNDKTFEHSSEKDEL IVKYVNSGSLQAKLGDSKSVKSVQTYETESDEGNEKKTKTAKTGKI

V IKLESNGKNGIG IGSL IVDHRTEKVNTSDSDVKP I
NTDB id 1142327 DQN71 RS08085 WP 373279003.1 KGILNIADTVTGVNDKTFESSEDLVKYVNSQALGDSVKVTYEEDGETKTATGKIIKLENGKNGIGISLIDRTEVNSSVPI 240
NTDB id 360 SMU RS02495 WP 002262039.1 KGVLNIADTVTGVNDKTFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKI 224
consensus !!*!!!!!!!!!!!!!!!*!! *!*!!! !! ! ! ! * !!! !!*!!! !!!!!!!! !*!*! ! ! *!

logo EFSTENGIGGPSAGLMFSTLADIYDTQLAVKNEPDLRDKGR I
V IAGTGSTIDGERDEGKSVGDIGGAIDKMKVAVASAADKR IGNADTI FFAVPDNNPVSEKAEETKL

NTDB id 1142327 DQN71 RS08085 WP 373279003.1 EFSTEGIGGPSAGLMFSLAIYTQLANPDLRDGRVIAGTGSIDREGKVGDIGGIDKKVVSAAKIGATIFFAPDNPVSEEEK 320
NTDB id 360 SMU RS02495 WP 002262039.1 EFSTNGIGGPSAGLMFTLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATL 304
consensus !!!! !!!!!!!!!!!*! !! !! *!!! !!*!!!!!*! *! !!!!!! ! !! ! *! ! !!! ! !!!!

logo KAKNPKAKLTNYEQAEAKLEQAAKEKI
L
G
KTDKMKIVPVKNTLVQDEAIDYLERKHTKKS

NTDB id 1142327 DQN71 RS08085 WP 373279003.1 KANPKAKTNYEAALEAAKEIKTDMKIVPVKTLQDAIDYLEKTKKS 365
NTDB id 360 SMU RS02495 WP 002262039.1 KKNPKALTNYQEAKQAAKKLGTKMKIVPVKNVQEAIDYLRKH... 346
consensus ! !!!! !!! ! !!! * ! !!!!!!! *!*!!!!! !****
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