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  ... 3' end of PIKa --> 
          M  I  T  Q  G  I  Y  S  *                                                                                   
   8801  AATGATAACGCAAGGAATTTATAGTTAGAGTTTGCTATTTAATATCAAATTATAAATACGAGAAAGCACATGCAAAAAAAATTGATGCATTTTTTAACAC   8900
                                                                                                                      

    MTLa2 gene -->                                                                                                                       
                                                    M  P  Y  T  F  N  F  P  K  S  Q  S  S  F  K  Y  S  I  K           
   8901  GTTCTCTCTTTTTGATTAGTTTTTAAGACAAATACCCAATAATATGCCATATACCTTTAATTTTCCAAAGCTGCAGTCAAGTTTCAAATATTCTATTAAA   9000
                                                                                                                      
         S  L  T  N  S  R  S  F  P  M  I  S  I  Y  V  T  P  Q  S  T  P  K  F  I  N  N  Q  S  I  D  K  M  T  V         
   9001  AGTCTTACTAATTCTCGGTCATTCCCAATGATATCCATCTATGTTACACCACAATCAACACCTAAGTTTATCAATAATCAGTCCATTGATAAAATGACAG   9100
                                                                                                                      
           L  S  S  F  R  S  R  N  S  F  I  I  A  R  S  I  L  S  K  L  L  R  K  N  K  A  D  F  K  K  V  S  K          
   9101  TATTGAGTTCTTTCAGATCAAGAAACAGTTTCATTATTGCTAGAAGCATACTTTCCAAGCTATTAAGAAAAAATAAAGCTGATTTCAAGAAAGTGTCCAA   9200
                                                                                                                      
          S  V  S  L                         intron                          L  W  G  S  V  D  N  S  F  K  N          
   9201  GAGTGTATCTTTAgtatgtataataaaattgattgaaatctttgacagagtactaacataatatacagCTTTGGGGTTCGGTTGACAATTCTTTCAAAAA   9300
                                                                                                                      
          Y  F  E  Y  L  S  I  L  E  S  Q  W  H  D  K  K  S  S  N  L  N  P  I  S  S  T  R  T  T  S  E  L  N           
   9301  CTATTTCGAATACTTATCTATTTTAGAGTCGCAATGGCACGATAAAAAAAGCTCAAACCTCAATCCAATATCTTCTACTAGGACTACTAGTGAGCTCAAC   9400
                                                                                                                      
         Y  I  E  L  C  S  S  I  Y  N  Q  S  R  K  H  P  R  S  V  Q  G  N  K  A  K  F  R  L  Y  K  N  V  S  K         
   9401  TATATCGAACTTTGTTCAAGTATTTACAATCAATCAAGAAAACATCCAAGATCTGTACAGGGTAACAAAGCAAAATTCAGATTATACAAAAACGTTTCAA   9500
                                                                                                                      
           K  S  N  R  K  P  R  R  L  K  N  G  F  K  V  S  R  S  T  I  N  C  S  Y  G  I  Y  T  E  D  V  F  Q          
   9501  AAAAGCTGAATAGGAAACCACGGAGATTAAAAAATGGTTTTAAGGTAAGTCGAAGCACTATAAACTGCAGTTATGGCATCTATACTGAGGACGTTTTTCA   9600
                                                                                                                      
          *                                                                                                           
   9601  ATAGTTTTTTTCTGCGTATTGTGATAAATAACTTTTTTTCCCTCTAAAAATATTGATTAGAGGCACAAAATAAAAATCACCTTCAACCTCCTCGTTTTTT   9700
 
  5' end of MTLa1 -->                                                                                                                     
                 M  N  S  E  I  E  S  S  L  T  L  L  K  S  V  E  K  L  V  Q  A  T  S  V  Y  K  N  E  D  N             
   9701  CCAAAGCAATGAACTCAGAAATAGAAAGTAGCTTAACACTTTTAAAAAGTGTAGAGAAACTAGTTCAAGCAACATCAGTATATAAGAATGAAGACAACGA   9800
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C.albicans_HMG    --------------------MPYTFN--------FPKSQSSFK-----------
S.kluyveri_HMG    MSSTEIYFVECVLPKRQHVKTPSNYNDRLHLLSDFPFSNAKQKKVDIKCHFVET
K.lac_MATa2_HMG   -------MANSTLRRTTFFKLT------------TTEDEDTIP-----------
Y.lip_MATA2_HMG   MENTILHIHSFQLPQTEQPYPEAMLFDR------------------------DT
Cons                                                                    

C.albicans_HMG    ------YSIKSLTNSRSFPMISIYVTPQSTPKFINNQS----------------
S.kluyveri_HMG    RSKLIVLGNTSDGNQQKCPPLNLFLKEKNKFQNTNSKTPFDGDAERKEKSDYEV
K.lac_MATa2_HMG   ------KLLQPNNNSVAFPNL------KRTGKAFTNDT----------------
Y.lip_MATA2_HMG   SDSRTVLTQKPNGLEISLNFL------QYDGHK-----------GLFIRQD---
Cons                        .   .     :      :   :                      

C.albicans_HMG    ------------IDKMTVLSSFRSRNSFIIARSILSK-----------------
S.kluyveri_HMG    KKMPSSKDTDVYLESKSHNYITRPRNKFIIMRTVFHNQIINSLMRLAEPNRQSK
K.lac_MATa2_HMG   ------------I-KENTKKYTRPRNQFVLMRTLFNRRVNNHILQYYNKSKLEK
Y.lip_MATA2_HMG   ----SRTNEPEYIEP----KVLKPRNSYILFRNATSR-----------------
Cons                          :         :.**.::: *.   .                 

C.albicans_HMG    ------------LLRKNKA-------------DFKKVSKSVSLLWGSVDNS--F
S.kluyveri_HMG    TAFKWKHRGLNNNLDKNEILVNLSLENIAEHLSFEDISVVASNIWRNNRNG--F
K.lac_MATa2_HMG   KM-------------------------------FTLTSKITSELWNESSPD--L
Y.lip_MATA2_HMG   ---------CSQSIDPN----------------SAFVSRVSSYIWGSGIPNPIV
Cons                                                   *   * :* .   .  .

C.albicans_HMG    KNYFEYLSILESQWHDKKSSNL--N-------------PISSTRTTSELNY---
S.kluyveri_HMG    QNYFKLLSEFEEKWHTMKHPHF--SHCPRGHKRLAFAEAYSDQNTASEHGERAR
K.lac_MATa2_HMG   KSYFSLLATLEENWHKYTH--------------YCSWDRNSAQTLSMEPIELSQ
Y.lip_MATA2_HMG   RRWFKYMGFFEALYHEVDYPEYIPNKLPKSPKKPKVQKGATKSKKKGAKGKNKV
Cons              : :*. :. :*  :*                         :             

C.albicans_HMG    ---------------------------------------------IELCSSIYN
S.kluyveri_HMG    ---RPQTGTDAGILESFSGRAVLGKLTRAVLGRGKS---------LVVSSYEYD
K.lac_MATa2_HMG   V--RPRL------------------ISSLTVGAGSSVSTY-TLRELLLVRKIKS
Y.lip_MATA2_HMG   TALQVLVGPTVGV----GGRMTVSPMTAFFSNNSHVTCYDPNFVL--------D
Cons                                                                   .



C.albicans_HMG    QSRKHPRSVQGNKA----------------------------KFRLYKNVS---
S.kluyveri_HMG    SLRREEYGVAGAKKEAADPIAQSKNTYKALKKAKLCGRFSVKKTAGSKIIADAS
K.lac_MATa2_HMG   RKRKTTTLTQDS-----SPTTKFKY-----------------KFKKQPKTKMNS
Y.lip_MATA2_HMG   TPTREFLMMPLDDITLPSQGPRSDSQEQHVPRQPPDGQDYFDILDIDDFVSPYD
Cons                 :                                                  

C.albicans_HMG    ----------KKSNRKPRRLKNGFKVSRSTINCSYGIYTEDVFQ--
S.kluyveri_HMG    CQRERLVRAGKVKKRGTTQPKTFSLLRRSTFS--KDFVVEDVFVRR
K.lac_MATa2_HMG   NLSKLRF---KSKQPPTPPEENSNVFKKRYTS--ENRIIEDLFLM-
Y.lip_MATA2_HMG   DLTTRSFTNRQLFKHATLG---------------------------
Cons                        :  :  .                             


