
BAT1          --MLQRHSLKLGKFSIRT----------------------LATGAPLDASKLKITRNPNP  36     
BAT2          -----------------------------------------MTLAPLDASKVKITTTQHA  19     
AFLA_113800   MNSLRQFTRRKALQSLAVPPSQGFSTIRLWQRHFNSTPAVASRLAGIDPSKLTVTKTSSP  60     
AFLA_044190   ------------------------------------MGSVAHSVAELDASVVKITRSTNL  24     
                                                          *  * *    *      
 
 
BAT1          S-KPRPNEELVFGQTF-TDHMLTIPWSAKEGWGTPHIKPYGNLSLDPSACVFHYAFELFE  94     
BAT2          S-KPKPNSELVFGKSF-TDHMLTAEWTAEKGWGTPEIKPYQNLSLDPSAVVFHYAFELFE  77     
AFLA_113800   K-ELTPAKDLVFGKTF-TDHMLAIEWSASNGWDAPRIVPYQNLSLDPSACVFHYAFECFE  118    
AFLA_044190   RPVPEPGSPEELSHSYCTDHMVTARWTVANGWETPEVKPFENLSIPPTASCLHYATECFE  84     
                   *           ****    *    **  *   *  ***  * *   *** * ** 
 
 
BAT1          GLKAYRTPQNTITMFRPDKNMARMNKSAARICLPTFESEELIKLTGKLIEQD-KHLVPQG  153    
BAT2          GMKAYRTVDNKITMFRPDMNMKRMNKSAQRICLPTFDPEELITLIGKLIQQD-KCLVPEG  136    
AFLA_113800   GMKAYKDNNGQIRLFRPDKNMERLNKSSSRIALPTVDGEALTQLVGELVKLD-SRFIPSA  177    
AFLA_044190   GMKVYRGYDGKLRLFRPDCNGERLLSSAQRASLPSFRYEELKVLIAKLMQIDGPRWLPKD  144    
              * * *         **** *  *   *  *  **    * *  *   *   *     *  
 
 
BAT1          N-GYSLYIRPTMIGTSKGLGVGTPSEALLYVITSPVG-------PYYKTGFKAVRLEATD  205    
BAT2          K-GYSLYIRPTLIGTTAGLGVSTPDRALLYVICCPVG-------PYYKTGFKAVRLEATD  188    
AFLA_113800   R-GYSLYLRPTMIGTQSTLGVGPPGSALLFVIASPVG-------PYYPTGFKAISLEATD  229    
AFLA_044190   QPGRFLYLRPTMIGSGPHLGVQTPKEALLFIIAVPWPDPSKLKKPEEGTKPGLKLLASTP  204    
                *  ** *** **    ***  *  ***  *  *         *   *      *  *  
 
 
BAT1          YATRAWPGGVGDKKLGANYAPCILPQLQAAKRGYQQNLWLFGPEKNITEVGTMNVFFVFL  265    
BAT2          YATRAWPGGCGDKKLGANYAPCVLPQLQAASRGYQQNLWLFGPNNNITEVGTMNAFFVFK  248    
AFLA_113800   YAVRAWPGGVGDKKLGANYAPCIVPQLSAASRGFQQNLWLFGEEEYVTEVGTMNLFIALK  289    
AFLA_044190   DTIRAWPGGFGYAKLGANYGPSLVAHGKAQAIGFDQILWLFGQDRQVTEAGASNFFIVWE  264    
                 ****** *  ****** *       *   *  * *****     ** *  * *     
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BAT1          NKVTGKKELVTAPLDG-TILEGVTRDSVLTLARDKLDPQEWDIN-----ERYYTITEVAT  319    
BAT2          DSKTGKKELVTAPLDG-TILEGVTRDSILNLAKERLEPSEWTIS-----ERYFTIGEVTE  302    
AFLA_113800   NKETGQKELVTAPLDG-TILEGVTRDSVLGLARERLAPNGWTVS-----ERKIRMSEVAE  343    
AFLA_044190   NKETGKIELVTAPLENQLILPGVTRRSVLQLARTELSKPTGSLAPVEVVERDFTISEVEQ  324    
                 **  *******    ** **** * * **   *             **     **   
 
 
BAT1          RAKQGELLEAFGSGTAAVVSPIKEIGWNNEDIHVPLLPGEQCGALTKQVAQWIADIQYGR  379    
BAT2          RSKNGELLEAFGSGTAAIVSPIKEIGWKGEQINIPLLPGEQTGPLAKEVAQWINGIQYGE  362    
AFLA_113800   AADEGRLIEVFGSGTAAIVSPVRNISYKGKMVDCGLKEDEEAGEIASQMKNWIEGIQYGD  403    
AFLA_044190   AWKEGRIIEAFVCGTAFFVTPVKLIRNGDVDMDM-LEAGAARGGYAVQIKSWLEAIMYGK  383    
                  *   * *  ***  * *   *          *      *        *   * **  
 
 
BAT1          --VNYGNWSKTVADLN--  393    
BAT2          --TEHGNWSRVVTDLN--  376    
AFLA_113800   --EDH-KWSYVL------  412    
AFLA_044190   DGKENDEWSYIIEGESEK  401    
                     **          
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