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NTDB id 103138 A0O21 RS06910 WP 067063446.1 MKILQVFSSNLKALRQWIKQFKWWLIGALAAFLLLFSLFVPLPYYLEMPGGAYDIRSVLTVDDRKDDQEGSYNFVAVSMS 80
NTDB id 360 SMU RS02495 WP 002262039.1 ..............MKTNKKFKWWLISGISLILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLS 66
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NTDB id 103138 A0O21 RS06910 WP 067063446.1 QATLAQLIYGWLTPFTEITSMQETTGGYSNDDYIRMNQFYMETSQNNAVYQALSLAGEEVSLDYMGVYVLNVNENSSFKG 160
NTDB id 360 SMU RS02495 WP 002262039.1 KATPIQVLYAWLTPFTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKG 146
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LADTVTGVNDSKRTFHSSSAKDEL IDKYVSGLEKLGESKPVSTVQYTSDEGNKAKKETAEKGKI
V IKRLESNGKNGIG IGLVDHTEKVNTSDDKDKI EVF

NTDB id 103138 A0O21 RS06910 WP 067063446.1 ILQLADTVTGVNSRTFSSSADLIDYVSGLELGEPVTVQYTSDGKAKEAEGKIIRLENGKNGIGIGLVDHTEVNSDKDIVF 240
NTDB id 360 SMU RS02495 WP 002262039.1 VLNIADTVTGVNDKTFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEF 226
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V IAGTGTI EGEKDGSVGDIGGAADLMKVAVAADKRAIGNADE I FFVPNNPVDSEKATVLKAK
NTDB id 103138 A0O21 RS06910 WP 067063446.1 STDGVGGPSAGLMFTLDIYDQLTEEDLRQGRVIAGTGTIEKDGSVGDIGGAALKVVAADKAGAEIFFVPNNPVDEAVLKA 320
NTDB id 360 SMU RS02495 WP 002262039.1 STNGIGGPSAGLMFTLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKK 306
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NTDB id 103138 A0O21 RS06910 WP 067063446.1 DPAAKTNYEEAAAAAKELGSKMKIVPVTNVQEAIDYLRKQD 361
NTDB id 360 SMU RS02495 WP 002262039.1 NPKALTNYQEAKQAAKKLGTKMKIVPVKNVQEAIDYLRKH. 346
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