
 
WT_dpgA   1    ATGTCGATCCTTAACGACTACAAACGTAAGACAGAAGGCTCAGTATTTTGGGCACAACGC  
OPT_dpgA  1    ATGTCCATCCTGAACGACTACAAGAGAAAGACTGAGGGTTCTGTCTTCTGGGCTCAACGT  
                M  S  I  L  N  D  Y  K  R  K  T  E  G  S  V  F  W  A  Q  R  
 
WT_dpgA   61   GCTCGGTCGGTCATGCCCGACGGCGTAACCGCAGACACCCGAGTATTTGACCCACACGGC  
OPT_dpgA  61   GCTCGTTCTGTCATGCCTGATGGAGTTACTGCCGATACTAGAGTCTTCGATCCACACGGT  
                A  R  S  V  M  P  D  G  V  T  A  D  T  R  V  F  D  P  H  G  
 
WT_dpgA   121  CTTTTCATTAGTGACGCCCAAGGCGTTCACAAGACCGATGTAGACGGCAATGTGTACCTA  
OPT_dpgA  121  TTGTTCATCTCTGACGCTCAAGGAGTTCATAAGACTGACGTCGATGGTAACGTTTACTTG  
                L  F  I  S  D  A  Q  G  V  H  K  T  D  V  D  G  N  V  Y  L  
 
WT_dpgA   181  GACTTTTTTGGCGGGCACGGAGCCCTCGTACTAGGTCATGGCCATCCTCGGGTTAACGCA  
OPT_dpgA  181  GACTTCTTCGGTGGTCACGGTGCTCTGGTCTTGGGTCATGGTCATCCTCGTGTCAACGCC  
                D  F  F  G  G  H  G  A  L  V  L  G  H  G  H  P  R  V  N  A  
 
WT_dpgA   241  GCCATCGCCGAAGCTCTTAGCCATGGCGTCCAGTACGCGGCCAGCCACCCACTGGAAGTG  
OPT_dpgA  241  GCTATTGCTGAGGCTCTGTCCCACGGTGTCCAGTACGCTGCTTCTCATCCTCTGGAGGTT  
                A  I  A  E  A  L  S  H  G  V  Q  Y  A  A  S  H  P  L  E  V  
 
WT_dpgA   301  CGATGGGCAGAACGCATCGTGGCCGCATTTCCCTCAATTCGTAAACTGCGCTTCACCGGA  
OPT_dpgA  301  AGATGGGCCGAGAGAATCGTTGCTGCTTTCCCTTCCATCCGTAAGTTGAGATTCACTGGA  
                R  W  A  E  R  I  V  A  A  F  P  S  I  R  K  L  R  F  T  G  
 
WT_dpgA   361  AGCGGCACCGAAACTACGCTGCTGGCTTTGCGGGTAGCTCGTGCCTTCACGGGCCGCCGC  
OPT_dpgA  361  TCTGGTACTGAGACTACCCTGTTGGCCTTGAGAGTTGCTAGAGCTTTCACTGGTAGACGT  
                S  G  T  E  T  T  L  L  A  L  R  V  A  R  A  F  T  G  R  R  
 
WT_dpgA   421  ATGATACTGCGCATCGCCACTCATTATCATGGCTGGCACGATTTTTCCGCATCTGGTTAT  
OPT_dpgA  421  ATGATTTTGAGAATCGCTACTCATTACCACGGTTGGCATGATTTCTCCGCCTCTGGTTAC  
                M  I  L  R  I  A  T  H  Y  H  G  W  H  D  F  S  A  S  G  Y  
 
WT_dpgA   481  AACAGCCATTTCGATGGCCAGCCGGCGCCGGGCGTGCTACCTGAAATTGCGAAGAATACT  
OPT_dpgA  481  AACTCCCACTTCGACGGTCAGCCTGCTCCAGGTGTCTTGCCAGAAATCGCCAAGAACACT  
                N  S  H  F  D  G  Q  P  A  P  G  V  L  P  E  I  A  K  N  T  
 
WT_dpgA   541  TTGCTGATTCGCCCTGATGATATTGAAGGCATGCGAGAAGTTTTCGCGCAGCATGGCAGC  
OPT_dpgA  541  CTGTTGATTCGTCCTGACGACATCGAGGGTATGAGAGAGGTTTTCGCTCAACATGGATCT  
                L  L  I  R  P  D  D  I  E  G  M  R  E  V  F  A  Q  H  G  S  
 
WT_dpgA   601  GACATTGCAGCATTCATTGCCGAACCTGTGGGTTCGCACTTTGGCGTCACTCCAGTGAGC  
OPT_dpgA  601  GACATCGCTGCCTTCATCGCTGAACCAGTTGGATCTCACTTCGGTGTTACTCCAGTCTCT  
                D  I  A  A  F  I  A  E  P  V  G  S  H  F  G  V  T  P  V  S  
 
WT_dpgA   661  GATAGCTTTCTACGCGAAGGCGCAGAATTGGCTCGGCAATACGGTGCCCTGTTCATCCTA  
OPT_dpgA  661  GACTCCTTCTTGAGAGAGGGTGCTGAATTGGCTAGACAGTACGGTGCTCTGTTCATCCTT  
                D  S  F  L  R  E  G  A  E  L  A  R  Q  Y  G  A  L  F  I  L  
 
WT_dpgA   721  GACGAAGTAATTTCTGGTTTCCGGGTCGGGAATCACGGAATGCAGGCGCTCCTTGATGTT  
OPT_dpgA  721  GACGAGGTTATCTCCGGATTCCGTGTCGGTAACCATGGTATGCAGGCTTTGCTGGACGTT  
                D  E  V  I  S  G  F  R  V  G  N  H  G  M  Q  A  L  L  D  V  
 
WT_dpgA   781  CAGCCGGATCTCACCTGCCTGGCTAAGGCCAGCGCAGGCGGGCTTCCCGGTGGCATCTTG  
OPT_dpgA  781  CAGCCAGATTTGACTTGTTTGGCTAAAGCCTCTGCCGGAGGACTTCCAGGAGGTATCTTG  
                Q  P  D  L  T  C  L  A  K  A  S  A  G  G  L  P  G  G  I  L  
 



WT_dpgA   841  GGCGGGCGCGAAGATGTCATGGGAGTTCTCAGCCGAGGCAGTGATCGCAAGGTACTACAT  
OPT_dpgA  841  GGAGGTAGAGAAGATGTCATGGGAGTCTTGTCCCGTGGTTCCGACCGTAAAGTCTTGCAT  
                G  G  R  E  D  V  M  G  V  L  S  R  G  S  D  R  K  V  L  H  
 
WT_dpgA   901  CAGGGTACTTTTACCGGCAACCCGATTACTGCGGCAGCGGCGATCGCAGCCATCGACACC  
OPT_dpgA  901  CAAGGTACTTTCACCGGAAATCCTATCACCGCCGCTGCTGCCATCGCTGCTATTGACACC  
                Q  G  T  F  T  G  N  P  I  T  A  A  A  A  I  A  A  I  D  T  
 
WT_dpgA   961  ATCCTTGAAGACGATGTTTGCGCGAAGATCAATGACCTTGGTCAATTCGCCAGGGAGGCG  
OPT_dpgA  961  ATCTTGGAGGATGACGTTTGTGCTAAGATTAACGACTTGGGTCAATTCGCCAGAGAAGCT  
                I  L  E  D  D  V  C  A  K  I  N  D  L  G  Q  F  A  R  E  A  
 
WT_dpgA   1021 ATGAATCATCTATTTGCCCGCAAGGGACTGAACTGGCTGGCCTATGGTCGCTTCTCAGGC  
OPT_dpgA  1021 ATGAATCACTTGTTCGCTAGAAAGGGTCTGAACTGGTTGGCTTACGGTAGATTCTCCGGA  
                M  N  H  L  F  A  R  K  G  L  N  W  L  A  Y  G  R  F  S  G  
 
WT_dpgA   1081 TTCCACCTGATGCCGGGGCTGCCACCTAATACAACCGACACCGGCTCCATAACCCGAGCT  
OPT_dpgA  1081 TTCCATCTGATGCCTGGTTTGCCACCTAACACCACTGATACCGGTTCCATCACTCGTGCC  
                F  H  L  M  P  G  L  P  P  N  T  T  D  T  G  S  I  T  R  A  
 
WT_dpgA   1141 GAAGTCGCACGCCCCGATGTGAAGATGATCGCAGCAATGCGCATGGCATTGATATTGGAA  
OPT_dpgA  1141 GAAGTCGCTAGACCTGACGTTAAGATGATCGCCGCTATGAGAATGGCCTTGATCCTGGAG  
                E  V  A  R  P  D  V  K  M  I  A  A  M  R  M  A  L  I  L  E  
 
WT_dpgA   1201 GGTGTGGATATCGGCGGGCGCGGGTCAGTTTTCCTGTCAGCACAGCATGAACGCGAACAT  
OPT_dpgA  1201 GGTGTTGACATTGGTGGTAGAGGTTCCGTCTTCCTGTCCGCCCAACACGAACGTGAGCAT  
                G  V  D  I  G  G  R  G  S  V  F  L  S  A  Q  H  E  R  E  H  
 
WT_dpgA   1261 GTTGAGCATCTGGTGACAACCTTTGATCGCGTATTAGACCGCCTGGCGGACGAAAACCTG  
OPT_dpgA  1261 GTCGAACACCTTGTCACCACTTTCGATAGAGTTCTGGATCGTTTGGCCGATGAGAACCTG  
                V  E  H  L  V  T  T  F  D  R  V  L  D  R  L  A  D  E  N  L  
 
WT_dpgA   1321 TTGTCTTGGCAACCAACTAATTTGTCTGGAAACCAATCATGA------------------  
OPT_dpgA  1321 CTGTCCTGGCAACCAACTAACTTGTCCGGTAACCAATCCCATCACCATCACCATCACTGC  
                L  S  W  Q  P  T  N  L  S  G  N  Q  S  H  H  H  H  H  H  C  
 
WT_dpgA   1362 ---             
OPT_dpgA  1381 TAA  
                *  
 


