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MAL
MFDSFFLFRKRKRKKDKEQEPQTPAALEDEARPQSVEQENPTAPAEKEVAEAESAETPEPPSEPAPPAKPSPQADTAEADTAESEPLSERVAEAQFI LVGRDNIKREN

NTDB id 305030 DV446 RS08350 WP 074898343.1 MALFDFLFKRKKDEPQPAAEDRPSENPPAEEAAESAETPEPPSEPAPPAKPSPQADTAEADTAESEPLSEREAFLRDIRN 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 ..MFSFFRRKK.KQETPALEEAQVQETAAKVE....................................SEVAQIVGNIKE 41
consensus ***! ! **!* * !! !* * **! ************************************!! * !*
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SSLALESHPSAQVAKGRTATDTENSQPAAPAESTAPVPTQEPETPVSNGALHPENEDETTEEPAVEQEPQVKEKEQPAETQPTVAEEMQPSTE

NTDB id 305030 DV446 RS08350 WP 074898343.1 ADRSSLLSHPAQAGTATDTENSQPAAPAETPVPTQEPETPSNGLHPENEDETTEEPAEQEPVKEKEQPAETQPVEEQPTE 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 DVE.SLAE.S.VKGR............AESAV.....ETVS.GA............V..EQVKE........TVAEMPSE 78
consensus *!! *** ! ************!!**!*****!!*!*! ************ **!*!!!*********! ! !*!
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VESAKQEAPAVAEKTAVQAGVEADRVGPQVAVEQEQAAVAEETQTEPAEEHKTGLGWATARLKQGLASKSRDKMAKSLAGVFGGGKQIDGEDLYEELET

NTDB id 305030 DV446 RS08350 WP 074898343.1 VRHTEGQPE..QEPAAEKAQAVEDRPVAEQAAEEQPAETGGWTARLKQGLSKSRDKMAKSLAGVFGGGKIDEDLYEELET 238
NTDB id 1118 NGFG RS11455 WP 003696286.1 AGEAAERVESAKEAVAETV..GEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELET 156
consensus * *!** !* !! ** ! * ! * * !! !!!!!!! !!!!!!!!!!!!!!!!! ! !!!!!!!!!

logo VL ILTGSDMGI
MEATEHYLMDKDEVRGRRVSLKGLKSDGNRELRGQALKEALVYDL ILKSPLEKPLEVI

LPDENTGKEQPFVIML
MAGINGAGKTTS IGK

NTDB id 305030 DV446 RS08350 WP 074898343.1 VLLTSDMGIEATEHLMDEVRRRVSLKGLSDGRELRQALKEAVYDLLSPLEKPLEIPDNGQPFVIMMAGINGAGKTTSIGK 318
NTDB id 1118 NGFG RS11455 WP 003696286.1 VLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGK 236
consensus !!*! !!!*!!!!*!! *!! !!!!!!! !! !!! !!!!!*!!!* !!!!!! *!* !!!!!*!!!!!!!!!!!!!!

logo LAKYFQASQGKSVI
LLAAGDTFRAAAREQLQAEWGEGRNGNVTVI SQTVKTGDSAAVCFDAVEQAAKARGKIDIVLADTAGRLPTQLHL

NTDB id 305030 DV446 RS08350 WP 074898343.1 LAKYFQSQGKSVILAAGDTFRAAAREQLQEWGERNGVTVISQVKGDSAAVCFDAVEAAKARKIDIVLADTAGRLPTQLHL 398
NTDB id 1118 NGFG RS11455 WP 003696286.1 LAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHL 316
consensus !!!!!! !!!!!*!!!!!!!!!!!!!!!! !! !! !!!!!! !!!!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!

logo MEE IKKVKRVLQKAS IMPDGAPHE I IVVLDANIGQNAVGNQVAKAFDDATLGLVTGL IVTKLDGTAKGGI
VLAALASDSRP I

VPVRYIGV
NTDB id 305030 DV446 RS08350 WP 074898343.1 MEEIKKVKRVLQKSMPDAPHEIIVVLDANIGQNAVGQVAAFDDTLGVTGLIVTKLDGTAKGGVLAALASSRPIPVRYIGV 478
NTDB id 1118 NGFG RS11455 WP 003696286.1 MEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGV 396
consensus !!!!!!!!!!!!! *! !!!!!!!!!!!!!!!!!! !! !!!! !!*!!!!!!!!!!!!!!!*!!!!!! !!*!!!!!!!

logo GEGKIDDLRPFDARAFVDAL ILDN
NTDB id 305030 DV446 RS08350 WP 074898343.1 GEKIDDLRPFDARAFVDALIDN 500
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEGIDDLRPFDARAFVDALLD. 417
consensus !! !!!!!!!!!!!!!!!!*!*
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