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NTDB id 1145594 H044120014 RS14075 WP 015443981.1 MIKWFKRNQNSEP.NLDAEE....................................................... 19
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEM 75
consensus ! *!*! !** !* *******************************************************
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NTDB id 1145594 H044120014 RS14075 WP 015443981.1 .........QQDHAKSS....MESRLEEPQELTVKEPSPKESIFARFRKGLSKTRHQLGEGISRLLLGKKEISQE 81
NTDB id 1118 NGFG RS11455 WP 003696286.1 PSEAGEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAG.VFGGGQIGED 149
consensus ********* **!! ***** * *!! * ! !! * !! !*!* ** * ** ! ! *
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NTDB id 1145594 H044120014 RS14075 WP 015443981.1 LLEELETLLISADLGLDTTQDVLKQLNEGLARKQLSNGEAVYLTLKTNLQTILSQEEKPLSIETEDGSPFVILMV 156
NTDB id 1118 NGFG RS11455 WP 003696286.1 LYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVL.PETKEPFVIMLA 223
consensus ! !!!!!*!!**!*!** ! **! * * ! ! ! * !! ! ** * !!!! ***! !!!!**
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NTDB id 1145594 H044120014 RS14075 WP 015443981.1 GVNGAGKTTTIGKLAKQFQKQGKKVMLAAGDTFRAAAVEQLHVWGERNGIPVIAQHTGADSASVIFDALQAAKAR 231
NTDB id 1118 NGFG RS11455 WP 003696286.1 GINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTG.DSAAVCFDAVQAAKAR 297
consensus !*!!!!!!!*!!!!!! !! !!! !*!!!!!!!!!!! !!!* !! !! **!! !*!!*!!! !*!!!*!!!!!!
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NTDB id 1145594 H044120014 RS14075 WP 015443981.1 KIDVLIADTAGRLHTQSNLMEELKKVKRVMQKLDPKAPHETMLVLDASIGQNALAQAKQFHEAVQLTGITMTKLD 306
NTDB id 1118 NGFG RS11455 WP 003696286.1 GIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLD 372
consensus !!***!!!!!!! !! *!!!!*!!!!!!*!! ! !!!! **!!!! !!!!!* ! ! !**!* !!!* *!!!!
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NTDB id 1145594 H044120014 RS14075 WP 015443981.1 GTAKGGILFAIANDLGIPFRYLGVGEGIEDLRPFDAAQFVSAIFDDDHI 355
NTDB id 1118 NGFG RS11455 WP 003696286.1 GTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD.... 417
consensus !!!!!!!! !*! ! **! !!*!!!!!!*!!!!!!! !! !* !****
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