ATAGGTAGGAATTAGCGGGACGACAAAGCATCCGAAAAAGATAAAATAATGAGTGAAGATAAGACACTTA
TGTGCTCATTTCAGATTCTGAAACCAGCAGAGAAGAAGGTGCTGTCATATGAGCGGGATGGAGGATTTGG

GAACAGCAGACATGTAACTCCTCCTCGGAACACAGCCAAGGGTAGAAAGCAAGAAATAGCATCAACTACT

GCAGCATGCCTGAATATCCTGTCCATCATTCTACCTCTCCTTTTCTTTCTCCTCTTCTACTCCAAACACC

AAACTAGTGCAATGCTTTTTTATTGTTCTCTCTCATCAAGACAAGAATGCTGGGAATCTGAATGGTCATG

TGCGTGAATGAAATGCTTTTGTGGAGATTGTGGGTTTCTATGTGAAACAGCATTGTATGTGTATGTGTTG

GAAGTGAGTTTGTTGTGAGATTGTATGCAAGGGTTAAGTTAGTCTACTTTAGTAGTTACGCACCTGTTAC

TGCGTTATAATTTTTGTTTGAAAGCTGGCAGGATGACTTCTGGAATACGCATGCACACGTAGGGTCT

ATAGCTTTTAGGCCACGATTGAGCTGCGCTTGCCCAGGCTGAGGCAAGCCCAGGT

Corresponding cDNA match 1088-1540 position

gatg agtgttgatg agacccttat gtgctcattt cagattctga aaccagcaga

     1141 gaagaaggtg ctgtcatatg gcggcgctgg aggatttggg aacagcagac ctgtaactcc

     1201 tcctcggaac acagccaagg gtggcaaagc caagaaataa catcaactac tgcagcatgc

     1261 ctgaatatcc tgttcatcat tctacctctc cttttctttc tcctcttcta ctccaaacac

     1321 caaactagtg cagtgctttt tttttttttt ctctctcatc aagacaagaa tgctgggaat

     1381 ctgaatggtc atgtgcgtga atgaaatgct tttgtggagt ttgtgggttt ctatgtgaaa

     1441 cagcattgtg tgtgtatttg ttgaaagtga gtttgttgtg agattgtatg caaggttttt

     1501 tttttttctt ctttagtaat tacgcacct
genomic sequence Arabidopsis:

70741 aatgtgagag tatggaaggt ttttactgat tgttttaact gccttcctgt tgcggcgctt

    70801 atagatgaca aaatattgtg tatgcacggt ggactttcgc cggatcttga ccatttggat

    70861 gagattagaa acttgccgag accaactatg attccggata ccgggcttct ctgtgatttg

    70921 ctctggtctg atcctgggaa agatgttaaa ggatggggaa tgaatgatag aggtgtttca

    70981 tacacctttg gtccagataa agtttccgag tttcttacga aacatgattt agatcttgtg

    71041 tgtcgtgccc atcaggtaga tatttttcaa tcatgtctct ttgatactac tgcttttgtg

    71101 atgttaacaa gggagttgga ttttttatgg caggtcgtgg aggatgggta tgagttcttt

    71161 gctgatagac aacttgtgac ggtgttttca gctcctaact actgtggtga atttgataat

    71221 gctggtgcga
a.a sequence
M  A  E  S  D  K  I  N  I  D  S  I  I  Q  R 

L  L  E  V  K  G  S  R  P  G  K  N  V  Q  L T  E  Q  E  I  R  G  L  C  L  K  S  R  E  I 

F  L  S  Q  P  I  L  L  E  L  E  A  P  L  K 

I  C  G  D  V  H  G  Q  Y  Y  D  L  L  R  L
F  E  Y  G  G  Y  P  P  E  S  N  Y  L  F  L
F  E  Y  G  G  Y  P  P  E  S  N  Y  L  F  L
L  L  L  A  Y  K  I  K  Y  P  E  N  F  F  L

L  R  G  N  H  E  C  A  S  I  N  R  I  Y  G 

F  Y  D  E  C  K  R  R  Y  N  I  K  L  W  K

T  F  T  D  C  F  N  C  L  P  V  A  A  I  V

D  E  K  I  F  C  C  H  G  G  L  S  P  D  L

Q  S  M  E  Q  I  R  R  V  M  R  P  T  D  V

P  D  Q  G  L  L  C  D  L  L  W  A  D  P  D

242 atggccgaatcggacaaaataaacatcgattcgatcatccagcgc

        M  A  E  S  D  K  I  N  I  D  S  I  I  Q  R 

    287 cttttggaagtgaagggctcaagacctggtaaaaatgttcagtta

        L  L  E  V  K  G  S  R  P  G  K  N  V  Q  L 

    332 actgagcaagagattcgaggattgtgtctaaaatctcgagaaatc

        T  E  Q  E  I  R  G  L  C  L  K  S  R  E  I 

    377 tttcttagtcagccaatactactggagctggaggcacccctcaag

        F  L  S  Q  P  I  L  L  E  L  E  A  P  L  K 

    422 atttgtggtgatgttcatggtcagtactatgacctgctcaggctt

        I  C  G  D  V  H  G  Q  Y  Y  D  L  L  R  L 

    467 tttgagtatggaggatatccaccagagagtaactacctatttctg

        F  E  Y  G  G  Y  P  P  E  S  N  Y  L  F  L 

    512 ggagactatgttgacagaggcaagcagtcactggagaccatctgc

        G  D  Y  V  D  R  G  K  Q  S  L  E  T  I  C 

    557 ctgctgcttgcttacaagatcaaatatccagagaacttctttctt

        L  L  L  A  Y  K  I  K  Y  P  E  N  F  F  L 

    602 ctcagaggaaaccatgaatgtgcctcaatcaacaggatatatgga

        L  R  G  N  H  E  C  A  S  I  N  R  I  Y  G 

    647 ttttatgatgaatgtaaaagacgttataacatcaagctctggaaa

        F  Y  D  E  C  K  R  R  Y  N  I  K  L  W  K 

    692 acattcacagactgtttcaactgcttgccagtagctgctattgtg

        T  F  T  D  C  F  N  C  L  P  V  A  A  I  V 

    737 gatgaaaagattttttgttgtcatggaggtctttctccagacctg

        D  E  K  I  F  C  C  H  G  G  L  S  P  D  L 

    782 caatcaatggaacagattcggcgtgtgatgaggcctacggatgtc

        Q  S  M  E  Q  I  R  R  V  M  R  P  T  D  V 

    827 cctgaccagggtttgctgtgtgatctgctctgggctgaccctgat

        P  D  Q  G  L  L  C  D  L  L  W  A  D  P  D 

    872 aaagatgtcatgggctggggagagaatgatcgtggtgtttccttc

        K  D  V  M  G  W  G  E  N  D  R  G  V  S  F 

    917 accttcgggtctgatgtcgtggccaagtttttgcacaaacatgac

        T  F  G  S  D  V  V  A  K  F  L  H  K  H  D 

    962 atggatctcatatgcagagcccatcaggtggtggaggatggctac

        M  D  L  I  C  R  A  H  Q  V  V  E  D  G  Y 

   1007 gagttctttgcgaagaggcagttagtcacgcttttctctgctccc

        E  F  F  A  K  R  Q  L  V  T  L  F  S  A  P 

   1052 aactactgcggcgagtttgacaatgcaggtgccatgatgagtgtt

        N  Y  C  G  E  F  D  N  A  G  A  M  M  S  V 

   1097 gatgagacccttatgtgctcatttcagattctgaaaccagcagag

        D  E  T  L  M  C  S  F  Q  I  L  K  P  A  E 

   1142 aagaaggtgctgtcatatggcggcgctggaggatttgggaacagc

        K  K  V  L  S  Y  G  G  A  G  G  F  G  N  S 

   1187 agacctgtaactcctcctcggaacacagccaagggtggcaaagcc

        R  P  V  T  P  P  R  N  T  A  K  G  G  K  A 

   1232 aagaaataa 1240   

        K  K  * 

