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NTDB id 140497 CUGBS98 RS02635 WP 000790647.1 MKNKDPKRKHKSLLGLLKWWIIGFAFLLLVLASLVVRLPYYLEMPGGAYDIRSVLKVNKKADKAKGSYNFVAVSVSQATP 80
NTDB id 360 SMU RS02495 WP 002262039.1 ..........MKTNKKFKWWLISGISLILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATP 70
consensus ********** !!!*! !*!*! *!!!!!!!!!!!!!!!!!* !!*! !! !!!!!!!!!!*! !!!
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NTDB id 140497 CUGBS98 RS02635 WP 000790647.1 AQVFYAWLTPFTELSSKEETTGGFSNDDYLRINQFYMETSQNESVYQALKLANKQVSLTYKGVYVLNLAKNSTFKDRLHL 160
NTDB id 360 SMU RS02495 WP 002262039.1 IQVLYAWLTPFTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLNI 150
consensus !! !!!!!!!!!**! !!!!! ! !!*!!!!!!!!!!!! *! !! !!*! ! ! !!!!!** *!!!!! !**
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NTDB id 140497 CUGBS98 RS02635 WP 000790647.1 ADTVTGVNGKSFKNSSQLIKYVAALHLGDKVKVQYTSQGKKKESVGKVIKLSNGKNGIGIGLTDHTEVSSDVPVDFNTEG 240
NTDB id 360 SMU RS02495 WP 002262039.1 ADTVTGVNDKTFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEFSTNG 230
consensus !!!!!!!! !*!* ! !!!!! *!*!! !! !!!!! !!! !!!!!!!!!!!!!!!!! !!! !*!! ***! ! !
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NTDB id 140497 CUGBS98 RS02635 WP 000790647.1 VGGPSAGLMFTLAIYDQLVKEDLRKGRKIAGTGTIEQNGHVGDIGGAGLKVVSAAKKGMDIFFVPNNPIDKNAKKGKTKV 320
NTDB id 360 SMU RS02495 WP 002262039.1 IGGPSAGLMFTLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKKNPKA 310
consensus *!!!!!!!!!!! !!!!!!!!!!!!!! !!!!!!! !*!!!!!!! *!! ! * !!!!!!!!!* ! ! *!

logo

L
QTNYQEAKAQAAKKRLGTKMKIVPVKQNVQEQAIDYLKRKHTK

NTDB id 140497 CUGBS98 RS02635 WP 000790647.1 QTNYQEAKAAAKRLGTKMKIVPVQNVQQAIDYLKKTK 357
NTDB id 360 SMU RS02495 WP 002262039.1 LTNYQEAKQAAKKLGTKMKIVPVKNVQEAIDYLRKH. 346
consensus !!!!!!! !!!*!!!!!!!!!! !!! !!!!!*!**
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