
logo MFNSFLFNRKRKLFKKNRKAQETPAPNLTEEKAEPEQVQAASAPETAAPAKVAENSENVAVQAIALSAETEVAQVEGNI
T
A
K
D
E
D
EVPQAEAESTESTALAEENSVKQAGA

NTDB id 1103720 ACNR0F RS09260 WP 164538333.1 MFNLFNKLFNRKAETPPNTEKEPEQVQAASAPETAPAVANENVQAALSAETEVAQENTADEVPQAEAESTETAEENVQAA 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKK..QETPA.LEEA..QVQ.....ETAAKVESEVAQI.........VGNIKEDV........ESLAESVKG. 52
consensus !! ! * ** !!!** ! **!!!*****!!!* ! ! ! ********* ! **!********!* ! ! **

logo

LNAE
R
A
TESVAQENATVEAEPMRHSTWAVSTGPAVVEEQVKETVAQSAEQWAED

EMAPHSAEAVAGEAKADEERLVEMSARAKEAI LVAEETTVGSESVQTLEHALEGE
NTDB id 1103720 ACNR0F RS09260 WP 164538333.1 LNAETEVAQENTVEAEPMRHSWATPVVEEVKETVQSAEQWAEDMAHAVAEKADELEMRAEILAEETSESVQTLEHALEGE 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 ...RAES....AVE.......TVSGAVEQVKETVA.......EMPSEAGEAAERVESAKEAVAETVG............. 98
consensus *** ! **** !!******* ** !! !!!!! ********!** *! !* *! ! *!! *************

logo

NALPEAPEVGLLQPVEQEAPVAPTETAEEEHKSLGWATARLAKQRGLASKSRDNKQMAKSLAGVFGGGKQIDGEDLYEELETVL ITGSDMGI
MEATEQYLMKNDE

NTDB id 1103720 ACNR0F RS09260 WP 164538333.1 NALPEPELLPEEPVAPEAEESLGWTARLARGLSKSRNQMAKSLAGVFGGGKIDEDLYEELETVLITSDMGIEATEQLMNE 240
NTDB id 1118 NGFG RS11455 WP 003696286.1 ....EAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKD 174
consensus ****!* * !*!!* !* !!! !!! !! !!! !!!!!!!!!!!! ! !!!!!!!!!!!!! !!!*!!!! !! *

logo VRGNRVSLKGLKDGANELRGSALKDEAI
LYDL ILKPLEKQPLVLPDENTGKEQPFVIML

MAGINGAGKTTS IGKLAKYFQASQGKSVLMLAAGD
NTDB id 1103720 ACNR0F RS09260 WP 164538333.1 VRNRVSLKGLKDGAELRSALKDAIYDLLKPLEQPLVLPDNGQPFVIMMAGINGAGKTTSIGKLAKYFQSQGKSVMLAAGD 320
NTDB id 1118 NGFG RS11455 WP 003696286.1 VRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGD 254
consensus !! !!!!!!!!!! !!! !!!*!*!!!*!!!! !!!!!* !!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!

logo TFRAAAREQLQAEWGAGRNNVTVI SQETKTGDSAAVCFDAVEQAAKARGKIDI
VVLADTAGRLPTQLHLMEE IKKVKRVLQKAS IMPDGA

NTDB id 1103720 ACNR0F RS09260 WP 164538333.1 TFRAAAREQLQEWGARNNVTVISQEKGDSAAVCFDAVEAAKARKIDVVLADTAGRLPTQLHLMEEIKKVKRVLQKSMPDA 400
NTDB id 1118 NGFG RS11455 WP 003696286.1 TFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGA 334
consensus !!!!!!!!!!! !!*!!!!!!!!! !!!!!!!!!!! !!!!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!! *! !

logo PHE I IMVVLDANIGQNAVNQVKVAFDDALGLVTGL IVTKLDGTAKGGI
VLAALAVSDSRAP I

VPVRYIGVGEGS IDDLRPFDNAKRAFVDA
NTDB id 1103720 ACNR0F RS09260 WP 164538333.1 PHEIMVVLDANIGQNAVNQVVAFDDALGVTGLIVTKLDGTAKGGVLAALVSSRAIPVRYIGVGESIDDLRPFNAKAFVDA 480
NTDB id 1118 NGFG RS11455 WP 003696286.1 PHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDA 414
consensus !!!!*!!!!!!!!!!!!!!! !!!!!!!*!!!!!!!!!!!!!!!*!!!! ! !**!!!!!!!!! !!!!!!! !*!!!!!

logo LLDEWSA
NTDB id 1103720 ACNR0F RS09260 WP 164538333.1 LLDEWSA 487
NTDB id 1118 NGFG RS11455 WP 003696286.1 LLD.... 417
consensus !!!****



X non conserved

X similar

X ≥ 50% conserved


