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atgccgaacgctgctatcgcagctgtaccgcaacaacccccgccttcagcttcaaattcg 
 M  P  N  A  A  I  A  A  V  P  Q  Q  P  P  P  S  A  S  N  S    20 
gcatttgaccaggacaaagaccacagtgctgatgagtcctggtcggctgtcgatagtgat 
 A  F  D  Q  D  K  D  H  S  A  D  E  S  W  S  A  V  D  S  D    40 
gccggtcctgctcaaaatggatcctcgcgtggcttgaaacgcaggcggccactcacagtc 
 A  G  P  A  Q  N  G  S  S  R  G  L  K  R  R  R  P  L  T  V    60 
tcgtaagtcaaccgcccgtccccggcatatccgaccagttcttcctgccctacagtgtct 
 S                                                             61 
tgcagtgcttgcaatgccttgcaaccttcttgcataaccatagacctaccgcgtccctct 
 
cggttccctctttagacgctagattgacaagtctaggtgtgaattatgcaagcagcgcaa 
                                      C  E  L  C  K  Q  R  K   69 
ggttaaatgcggtatgttctgtggtatcctgtccttgtcctggtatctgactggcgtcta 
  V  K  C         72 
gatcgagctcaaccaagctgtggatggtgtacacggaatggtcaggtgtgtgagtacaag 
 D  R  A  Q  P  S  C  G  W  C  T  R  N  G  Q  V  C  E  Y  K    92 
gaaagaaagaagcccggccttcgtgcagggtacggaaaagagctagagcaacgcctaggt 
 E  R  K  K  P  G  L  R  A  G  Y  G  K  E  L  E  Q  R  L      111 
acgggattcccggttacgacctatgcaccttctcattgacatttaatagacagactggag 
                                                 D  R  L  E   115 
gatatcatccaggcgcaagctcgtctcattgagacgcatatccttcaagggcagccgcgg 
 D  I  I  Q  A  Q  A  R  L  I  E  T  H  I  L  Q  G  Q  P  R   135 
ctctcgatgtcgaatgatctacaccagcaaggacccctatcgtatagctcaccctcagag 
 L  S  M  S  N  D  L  H  Q  Q  G  P  L  S  Y  S  S  P  S  E   155 
ccttctgcagcacatgggcccagtccgcgaaatccgttctatttccatgagccgtcatct 
 P  S  A  A  H  G  P  S  P  R  N  P  F  Y  F  H  E  P  S  S   175 
gtgccctcagctccacgtccgccggagcctgtcactactagtccaacggacatgtcggta 
 V  P  S  A  P  R  P  P  E  P  V  T  T  S  P  T  D  M  S  V   195 
aaaaactctatccagaaccaaatcaccggtgctctcccctcagtaacgcccttgccacat 
 K  N  S  I  Q  N  Q  I  T  G  A  L  P  S  V  T  P  L  P  H   215 
ataacgaacaccacgccgcagaacgactacaacgataacgagtcatccttaaaagtacca 
 I  T  N  T  T  P  Q  N  D  Y  N  D  N  E  S  S  L  K  V  P   235 
gtcaatttgttttcgaaccaagaacagtcgttctctgaccccgagctcgatcttccccct 
 V  N  L  F  S  N  Q  E  Q  S  F  S  D  P  E  L  D  L  P  P   255 
tatgatttactgtatgcgctggttgacctctactttgagcacctaaatacttggtgcccg 
 Y  D  L  L  Y  A  L  V  D  L  Y  F  E  H  L  N  T  W  C  P   275 
atcctgcatcgacgaacgacacttgacactttcttcggtcccactcctttagaggaagct 
 I  L  H  R  R  T  T  L  D  T  F  F  G  P  T  P  L  E  E  A   295 
gaccgcatggttctctacgctatcgtcgcgactactcttcgcttttctaatgacagccga 
 D  R  M  V  L  Y  A  I  V  A  T  T  L  R  F  S  N  D  S  R   315 
ctcaccgaacaaaatcgcaagcggtatcacgactcctccaagcaaaaggttctgctttac 
 L  T  E  Q  N  R  K  R  Y  H  D  S  S  K  Q  K  V  L  L  Y   335 
ggcctggaaaactcgtccgtaaaggcactgcaggctctggtgattctcgccctggacctt 
 G  L  E  N  S  S  V  K  A  L  Q  A  L  V  I  L  A  L  D  L   355 
gttgggtcatctaacgggccccctggttggaaactccttgccttgataacaaggtcagtg 
 V  G  S  S  N  G  P  P  G  W  K  L  L  A  L  I  T  R  S  V   375 
gttcaattgggtctggccgtcgagtccaagtcaacccttataactcccctctatccttca 
 V  Q  L  G  L  A  V  E  S  K  S  T  L  I  T  P  L  Y  P  S   395 
atatatacattgcgggccgtcactctccccgaagcggagtcgtggattgaagacgagggc 
 I  Y  T  L  R  A  V  T  L  P  E  A  E  S  W  I  E  D  E  G   415 
aggcgtcggcttttctggatggtgtaccttcttgaccggtattctactctcgcaaccgct 
 R  R  R  L  F  W  M  V  Y  L  L  D  R  Y  S  T  L  A  T  A   435 
tttgactttgctttggatgacaaagacatcgaccgcaagcttccgtgtaaagacgagttt 
 F  D  F  A  L  D  D  K  D  I  D  R  K  L  P  C  K  D  E  F   455 
ttcattaagaaccagccagttgagactaggtggtttcagtcgtcgaatgaccgcccagat 
 F  I  K  N  Q  P  V  E  T  R  W  F  Q  S  S  N  D  R  P  D   475 



catctcattcgttccgagaacgttggttcattcggactctacgtggaaattcttggtatc 
 H  L  I  R  S  E  N  V  G  S  F  G  L  Y  V  E  I  L  G  I   495 
ctttcacggatacatgtattcctcaagcggcccgttgacattggggttctatctgatgtc 
 L  S  R  I  H  V  F  L  K  R  P  V  D  I  G  V  L  S  D  V   515 
gaggagtggcaagccacgtatcgcaaattggatagcgagttgactacctgggagttcaat 
 E  E  W  Q  A  T  Y  R  K  L  D  S  E  L  T  T  W  E  F  N   535 
cttcctacagagtacacctacgaaaacgcctctcgggcgtttagcggctcgaagcacaag 
 L  P  T  E  Y  T  Y  E  N  A  S  R  A  F  S  G  S  K  H  K   555 
gggcaccactgtgattgggttcagttacattctgtttaccagacgtgagtcaatgtttcc 
 G  H  H  C  D  W  V  Q  L  H  S  V  Y  Q  T                  570 
taaaacgttttcgctgttcgctgaccccaactgcagggcggtaattcggcttcattcttc 
                                      A  V  I  R  L  H  S  S  578 
agcagcatatcccactacacggtctccgatcttcacgccgtcgtacagtgcgagccagcg 
  A  A  Y  P  T  T  R  S  P  I  F  T  P  S  Y  S  A  S  Q  R  598 
atgtctgctcgcagtcgataacattgtttcagtcacccgttttgtcgtgaacaataacat 
  C  L  L  A  V  D  N  I  V  S  V  T  R  F  V  V  N  N  N  I  618 
tttggacaagcttggaccgccgtttgcatttacactttgggtttctgctcggttgctgct 
  L  D  K  L  G  P  P  F  A  F  T  L  W  V  S  A  R  L  L  L  638 
cgtccacggatctacaatcgcgcacacagtcagtcccgatatcgtgtttatcgttgatac 
  V  H  G  S  T  I  A  H  T  V  S  P  D  I  V  F  I  V  D  T  658 
tctttctcaaatgggcaagtactggaaagtagcggagaggtacagctcaatcctgcaacg 
  L  S  Q  M  G  K  Y  W  K  V  A  E  R  Y  S  S  I  L  Q  R  678 
agttctcgatgaatacggcgagtatcagcaatctggtgccggcgatggtgatcggtccac 
  V  L  D  E  Y  G  E  Y  Q  Q  S  G  A  G  D  G  D  R  S  T  698 
accttcttctgtcaaaatccttgcagacatgcgccgatgcgcgtttgacctggacttcct 
  P  S  S  V  K  I  L  A  D  M  R  R  C  A  F  D  L  D  F  L  718 
gatatcgcggcaaccccgttcgtcgccaaccgcaagtcaggcagcggctccgtcagctgg 
  I  S  R  Q  P  R  S  S  P  T  A  S  Q  A  A  A  P  S  A  G  738 
attgccatcgagaagcttagcacctaatgagttggagtatctagacgttttcggtttctt 
  L  P  S  R  S  L  A  P  N  E  L  E  Y  L  D  V  F  G  F  F  758 
caatgtcccgcgagtccccgccggtcggacccctgatattagcggtcttgacatggccga 
  N  V  P  R  V  P  A  G  R  T  P  D  I  S  G  L  D  M  A  E  778 
agctgtcaataaccccatgtcgatacctggattgactggaactggcagttcgaacccttt 
  A  V  N  N  P  M  S  I  P  G  L  T  G  T  G  S  S  N  P  L  798 
gccggtggataatgcttctacccatacaaacgagttcaatatcacgaattatttgatacc 
  P  V  D  N  A  S  T  H  T  N  E  F  N  I  T  N  Y  L  I  P  818 
cacccccgaaacggactggctgtttcgccccgggggttag 
  T  P  E  T  D  W  L  F  R  P  G  G  *                       830 
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Myceliopthora thermophila MYCTH_53224       SVSCELCKQRKVKCDRGQPSCGWCSRNGALCEYK  97 
Colletotrichum gloeosporoides Gloci1_734560 SVSCELCKQRKVKCDRGQPSCGWCSRNGALCEYK 112 
Magnaporthe oryzae MGG_08314                SVSCELCKQRKVKCDRGQPSCGWCSRNGASCEYK  94 
Neurospora crassa NCU_09033/RhaR            SVSCETCKTRKVKCDRGQPACGWCSRNTVVCEYK 114 
Trychophyton rubrum TERG_01723              MVSCELCKQRKVKCDRSQPSCGWCARNGHPCEYK 106 
Aspergillus nidulans AN5673/RhaR            TVSCELCKQRKVKCDRAQPSCGWCTRNGQVCEYK  92 
Blastomyces dermatitidis BDBG_06686         TTSCELCRTRKVKCDRAEPSCGWCTRNGRVCIYR  78 
Colletotrichum gloeosporioides ELA25038     KTSCELCKARKVKCDRAEPACSWCARHNRTCVYL  73 
Saitoella complicata Saico1_98448           LTACDSCKARKVKCDRAQPSCEWCRKVGVSCVYQ  65 
Candida lusitaniae CLUG_02930               SKACNSCKEKKKKCDRASPRCGYCARNGLTCKYR  43 
Debaryomyces hansenii DEHA2E00869g          SRSCDYCKLKKVKCDQTKPNCNYCIKHNESCVYS  62 
Debaryomyces hansenii DEHA2E01210g          SRSCDFCKSKKVKCDGNKPSCNYCLNHGENCVYS  61 
Criptococcus neoformans CNB_05720           SITCAPCRGKKIKCDSTKPTCLNCAKSPDSCYYP  60 
Saccharomyces cerevisiae Gal4               EQACDICRLKKLKCSKEKPKCAKCLKNNWECRYS  41 
Saccharomyces cerevisiae Ppr1               RTACKRCRLKKIKCDQEFPSCKRCAKLEVPCVSL  64 
                                              :*  *: :* **.   * *  * .    *    

 

 

 

Base-pair contacting residues in Gal4 & Ppr1  
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