Consensus

1. MATI-2-1 V. bohemica strain No. 20020 Gene05693
2. MATI-2-1 V. bohemica strain No. 20124 Gene05691
3.MATI-2-1 V. bohemica strain No. 21108 Gene05690
4. MATI-2-1 V. conica strain No. 21117 Gene05375
5.MATI-2-1 V. conica strain No. 21120 Gene05382
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ATVRQQYPGIGNNDVSRIIGQRWRELDLGTRNHYKVLATRSAQEHQLRHPGYKYTPRKAEDVVRRRKRSAMPSDLEHIRN

ATVRQQYPGIGNNDVSRIIGQRWRELDLGTRNHYKVLATRSAQEHQLRHPGYKYTPRKAEDVVRRRKRSAMPSDLEHIRN
ATVRQQYPGIGNNDVSRIIGQRWRELDLGTRNHYKVLATRSAQEHQLRHPGYKYTPRKAEDVVRRRKRSAMPSDLEHIRN
ATVRQQYPGIGNNDVSRIIGQRWRELDLGTRNHYKVLATRSAQEHQLRHPGYKYTPRKAEDVVRRRKRSAMPSDLEHIRN
VTIVRQQYPGIGNNDVSRIIGQRWRELDSETRTHYKILATRSAQEHQLKHPGYKYTPRKAEDVVRRRKRSAIASDLGHIRN
VTVRQQYPGIGNNDVSRIIGQRWRELDSETRTHYKILATRSAQEHQLKHPGYKYTPRKAEDVVRRRKRSAIASDLGHIRN

PKIHRGSDPIETLPVPLHNLIPGYPDLDNLTNTWVQDPTPDHFNALMDGFDSALGLAAENNLQK

PKIHRGSDPIETLPVPLHNLIPGYPDLDNLTNTWVQDPTPDHFNALMDGFDSALGLAAENNLQKN 275
PKIHRGSDPIETLPVPLHNLIPGYPDLDNLTNTWVQDPTPDHFNALMDGFDSALGLAAENNLQKN 281
PKIHRGSDPIETLPVPLHNLIPGYPDLDNLTNTWVQDPTPDHFNALMDGFDSALGLAAENNLQKK 281
PKIHRSNDIVETPPASLHDLIPGYPDLDDLTNTWVQEPTPDHFNALMHGFDCALGLAAENNLQNI 296
PKIHRSNDIVETPPASLHDLIPGYPDLDDLTNTWVQEPTPDHFNALMHGFDCALGLAAENNLQNI 305
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