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        101                                                150
LEA1.1  AAGTGTAAAA GAAAGTGCCC AAAATGCTGC TGAAAAGGTT AAAGATCTTG
LEA1.2  AAGTGTAAAA GAAAGTGCCC AAAATGCTGC TGAAAAGGTT AAAGATCTTG
LEA1.3  AAGTGTAAAA GAAAGTGCCC AAAATGCTGC TGAAAAGGTT AAAGATCTTG
         S  V  K   E  S  A  Q   N  A  A   E  K  V   K  D  L  A  

        151                                                200
LEA1.1  CACATGATGG TAAAGAAAAG GTTAAAGATC TTGCTCAAGC TGGAAAAGAA
LEA1.2  CACATGATGG TAAAGAAAAG GTTAAAGATC TTGCACAAGC TGGAAAAGAA
LEA1.3  CACATGATGG TAAAGAAAAG GTTAAAGATC TTGCTCAAGC TGGAAAAGAA
          H  D  G   K  E  K   V  K  D  L   A  Q  A   G  K  E   

        201                                                250
LEA1.1  AAAGCCGAAG ATCTTGCTCA AGCTGGAAAG GAAAAAGCCC AACATGCTTC
LEA1.2  AAAGCCGAAG ATCTTGCTGA AGCTGGAAAG GAAAAAGTTC AACATGCTTC
LEA1.3  AAAGCCGAAG ATCTCGCTGA AGCTGGAAAG GAAAAAGTTC AACATGCTTC
        K  A  E  D   L  A  E   A  G  K   E  K  V  Q   H  A  S   
                          (Q)                 (A)
        251                                                300
LEA1.1  TGATAAAGCA AAAGATCTTG CACATGATGG TAAAGAAAAG GCTGAAGATC
LEA1.2  TGATAAAGCA AAAGATCTTG CACATGATGG TAAAGAAAAG GCTGAAGATC
LEA1.3  TGATAAAGCA AAAGATCTTG CACATGATGG TAAAGAAAAG GCTGAAGATC
         D  K  A   K  D  L  A   H  D  G   K  E  K   A  E  D  L  
 
        301                                                350
LEA1.1  TTGGAGAACG TGCAAAAGAA AAGTCTCATG ATCTTGCTGA AGCTGGAAAA
LEA1.2  TTGGAGAACG TGCAAAAGAA AAGTCCCATG ATCTTGCTGA AGCTGGAAAA
LEA1.3  TTGGAGAACG TGCAAAAGAA AAGTCTCATG ATCTTGCTGA AGCTGGAAAA
          G  E  R   A  K  E   K  S  H  D   L  A  E   A  G  K  
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        101                                                150
LEA1.1  AAGTGTAAAA GAAAGTGCCC AAAATGCTGC TGAAAAGGTT AAAGATCTTG
LEA1.2  AAGTGTAAAA GAAAGTGCCC AAAATGCTGC TGAAAAGGTT AAAGATCTTG
LEA1.3  AAGTGTAAAA GAAAGTGCCC AAAATGCTGC TGAAAAGGTT AAAGATCTTG
lea-1F  AAGTGTAAAA GAAAGTGCCC AAAATGCTGC TGAAAAGGTT AAAGATCTTG

        151                                                200
LEA1.1  CACATGATGG TAAAGAAAAG GTTAAAGATC TTGCTCAAGC TGGAAAAGAA
LEA1.2  CACATGATGG TAAAGAAAAG GTTAAAGATC TTGCACAAGC TGGAAAAGAA
LEA1.3  CACATGATGG TAAAGAAAAG GTTAAAGATC TTGCTCAAGC TGGAAAAGAA
lea-1F  CACATGATGG TAAAGAAAAG GTTAAAGATC TTGCWCAAGC TGGAAAAGAA

        201                                                250
LEA1.1  AAAGCCGAAG ATCTTGCTCA AGCTGGAAAG GAAAAAGCCC AACATGCTTC
LEA1.2  AAAGCCGAAG ATCTTGCTGA AGCTGGAAAG GAAAAAGTTC AACATGCTTC
LEA1.3  AAAGCCGAAG ATCTCGCTGA AGCTGGAAAG GAAAAAGTTC AACATGCTTC
lea-1F  AAAGCCGAAG ATCTYGCTSA AGCTGGAAAG GAAAAAGYYC AACATGCTTC

        251                                                300
LEA1.1  TGATAAAGCA AAAGATCTTG CACATGATGG TAAAGAAAAG GCTGAAGATC
LEA1.2  TGATAAAGCA AAAGATCTTG CACATGATGG TAAAGAAAAG GCTGAAGATC
LEA1.3  TGATAAAGCA AAAGATCTTG CACATGATGG TAAAGAAAAG GCTGAAGATC
lea-1F  TGATAAAGCA AAAGATCTTG CACATGATGG TAAAGAAAAG GCTGAAGATC

        301                                                350
LEA1.1  TTGGAGAACG TGCAAAAGAA AAGTCTCATG ATCTTGCTGA AGCTGGAAAA
LEA1.2  TTGGAGAACG TGCAAAAGAA AAGTCCCATG ATCTTGCTGA AGCTGGAAAA
LEA1.3  TTGGAGAACG TGCAAAAGAA AAGTCTCATG ATCTTGCTGA AGCTGGAAAA
lea-1F  TTGGAGAACG TGCAAAAGAA AAGTCYCATG ATCTTGCTGA AGCTGGAAAA
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.....

cDNA alignment (cluster 257)
gln-5, glutamine synthetase (carbamoyl-phosphate synthetase)



.....

cDNA alignment (cluster 259)
T25B9.9 6-phosphogluconate dehydrogenase


