Reference sequence acid a-glucosidase cDNA
identical to Y00839 but A of start codon ATG is counted as number 1
GICCCCEEEG CCECEEGTGE AGGTCGGGEGA
GACGOGAAGG ACCOCGGCCA CCTCTAGGTT
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CAGTTGGGAA
GGTAGGACAG
GOCOGTTGIT
GGAGCGEECC
TGCTCCCACC
GGGCACATCC
GTCCTGGAGG
GOCCAGGCAC
AGOCGCTTCG
TGCTGCTACA
TTCTTCCCAC
TACACGGCCA
CGGCTGGACG
AACAGGOGCT
CTCTACAGOG
GGBCOGOGTGC
CTGTCCACCT
ATGCTCAGCA
GGTGCGAACC
CACGGGGTGT
CTTAGCTGGA
AAGAGCGTGG
GGCCTGEGRCT
GTGGAGAACA
ATGGACTCCC
GTGCAGGAGC
AGCTOGGECC
ATCACCAACG
COCGACTTCA
GACCAGGTGC
GGCTCTGAGG
GTTGGGGGGA
CACTACAACC
GTGAAGGCTC
CGATACGCCG
GTGOCAGAAA
GGCTTCCTGG
TACCCCTTCA
AGOGAGOCGG
CACCTCTACA
TTCCTGGAGT
GAGGCCCTGC
COCTTGGGCA
COCCCACCTG
COGGCOCOCC

ccoe
ACCAAGGGTG
CTGGAGOGAG
GAGCTGGTAC
GGCGTGGCCA
TACAGCOCOG
CTCGTCAGCT
CCAGGGAAGC
TCACCTGGAG
GOCGGGECTC
CGGGECCTGG
GOCGGCATGC
GTGCTCAGGT
COCAACGCGA
CCTGGGAACT
TTAATAAAAG

AGCTGAGGTT
TGACCTCGGT
CAGOGAGGGA
TGTAGGAGCT
GGCTCCTGRC
TACTCCATGA
AGACTCACCC
ACOCOGGCCG
ATTGOGOCCC
TCCCTGCAAA
CCAGCTACCC
COCTGACCOG
TGATGATGGA
ACGAGGTGCC
TGGAGTTCTC
TECTGAACAC
CGCTGOCCTC
CCAGCTGGAC
TCTACGGGTC
TCCTGCTAAA
GGTCGACAGG
TGCAGCAGTA
TCCACCTGTG
TGACCAGGGC
GGAGGGACTT
TGCACCAGGG
CTGOCGGGAG
AGACOGGCCA
CCAACCCCAC
CCTTCGACGG
ACGGCTGCCC
COCTCCAGGC
TGCACAACCT
GGGGGACACG
GOCACTGGAC
TCCTGCAGTT
GCAACACCTC
TGCGGAACCA
COCAGCAGGC
CACTGTTCCA
TCCOCAAGGA
TCATCACCCC
CATGGTACGA
CAGCTCOC0G
TGGACACCAT
TCACAACCAC
GAGAGGOCOG
GGGOCTACAC
GTGTGACCAG
CGGOGOCCCA
ACA T
GGTGT

AGAGCCTGTG
CTGGGCACTA
TGGOOCOCAA
AGGGCTGCTC
GGGTAGTATT
GGAGGTGTGG
COGCTTCCO0G
CAGGAAAATT
GGGCATTTGG

GGCTCTGEEC
GI'CCAGGCCA
ocijoicocoe:
TTTCCTGCTG
AGCTCACCAG
TCCCAGAGCA
TGACAAGECC
GCAGGEECTG
CACGCTACAAG
TACCACCCCC
GACTGAGAAC
CTTGGAGACC
CGAGGAGCCC
GACGGTGECG
GCAGTATATC
CAGGATCACC
TCACCCTTTC
CAGCAATGCC
TGGGATCCTG
CCTGGACGTT
CCCCTGEEEC
CCACTTCCCC
CACGITCAAC
CGECCEECEC
CTACAGECCC
GCCGCTGATT
AGCCCTGECC

CTGCCGCAGC

TGACGGGGAA

TCTCCAACTA TGGGAGTGAG

CTCGTGTCCT
GTTCCOCGAG
CAGGGAGCCA
GTGOCCACAC
ATCACCCAGG
CAGGGAGOCC
CTGGAGAACC
ACCTTCTTCC
CGCCTCCACT
COGOGTGTCC
TTCGGGGTGA
COCCTGITCT
ACAGGCCTCG
CTGTGGAACC
TACCTGGCGC
ATGEATGTGG
GATGTCTACA
GTABGATACC
TACTCCTCCA
CT[@BACGTCC
AAGGATGGCT
TACATGATGA
TACGACGAGG

GJ?V@;FAT

TGGTGGGAGG

CATGTGGATIT GACATGAACG

CAACAATGAG
GGCCACCATC
CTACGECCTG
CCCATTTGTG
GGGEGCGACGTG
TAACCTGCTG
AGAGGAGCTG
CAACAGCCTG
CATGAGGAAG
CCAGGCCCAC
CTCTAGCACC
AGI'GCTCCAG

CTGGAGAACC
TGTGCCTCCA
ACCGAAGCCA
ATCTCCCGCT
TGGAGCTCCT
GBGGTGOCTC
TGTGTGCGCT
CTCAGTCTE]
GOCCTCACCC
GTCGOGGEGEE
TGGACTGTGG
GOCGGGAAGG

TGGCAACOGC
AGCTGAGTGG
GCAGACCAGG
AGTGCGACGT
AACAGTGCGA
AGATGGGGCA
TGAGCTCCTC
CCAAGGACAT
TCACBATCAA
ACAGCOGGGC
TCGTGCACCG
TTGOGGACCA
COGAGCACCT
GGGACCTTGC
TGGAGGACGG
TCCTGCAGCC
TCTTCCTGGG
CGTTCATGCC
COGCTATCAC
AATGGAACGA
TCCGGGACTT
TOGTGATCC
GTCTGOGGAG
GBOCCGGGTC
ACATGGTGGC
AGCCTTCCAA
CACCCTACGT
GOCACCAGTT
TCGOCTCOCA
CGACCTTTGC
GGGAGCAGCT
TGGTCGGEGC
GGACCCAGCT
COCAGGAGCC
TGCGCTACGC
AGACCGTGGC
ACCACCAGCT
COGAAGTGAC

CCTGCAGAJG GTGCCAATAG AGGCCCTTGG

TGAGCCAGCC
CAACGTCCAC

ATCCACAGCCG
CTCCGEECTG

AGGGECCAGTG
GGTACATCAT

AGAGTCCCCC CAGCAGCCCA TGECCCTGEC

AGGGCGAGCTG
ACAGGTCATC
TGAGGGAGCT
GCAGGTCCTC

TTCTGGGACG
TTCCTGGCCA
GGCCTGCAGC
TCCAACGGTG

ATGGAGAGAG
GGAATAACAC
TGCAGAAGGT
TCCCTGTCTC

CCTGGACATC TGIGICTCGC TGITGATGGEG
GCGECCEAGTG TGTTAGICTC TCCAGAGGGA

TGCGGEGECACC
ACCATTCCAA
CGTGTCTAGG
TGTGITAATA
AGCCACCCCC
GGTATGCACC
GCTGCCCAGA
CACAGGACTT
AATC

AGCTGIGIGC
GCCGCCCCAT
AGAGCTTTCT
AGATTGTAAG
CTCCATCTGT
TGAGCTCCTG
GGCCTGGATG
GGGAGATTCT

GGECCTCEEG
CGCTTGITTC
CCCTAGATCG
GITTGCCCTC
TCCCAGCACC
CTTCGCCCCT
CCTGCCGGTC
AAATCTTAAG

TGAGGCAGCA
CTCCTCGTCC
ACTGAGGCAC
GCACCOGOCC
TGCACTCCTG
CTCCTCOCCA
GOCCCGGGAT
COCOCCCAAC
GGBCOCGOGEC
GOCCTGGTGC
TGAAATGGGC
CCTGACCCTG
AGATCCAGCT
ACOGTCCCCA
GCAGCTGGAC
GTTCCTTCAG
CAGTCCCCTG
GoccAdBace
CGGGTCGGCA
GAGCCCTGCC
COCAGAGCOCC
GOCATACTGG
COGCCAGGTG
CCTGGACTAC
COCGGCOCATG
TGOCATCAGC
GGGGGTTTTC
CACTGCCTTC
TGAGTTCCAT
CTTCATCAGA
GOCTIGBGGTG
TCTCTCCACA

G
TGGOCACGGC
CGCCTCCTCC
CGACGTCTGC
GBGGECCTTC
GTACAGCTTC
ACTCCTCCCC
COGGCOCCTC
CCTGTGGGGG
TGGCTACTTC
CAGCCTCCCA
GGTGACGCTG
COCCCTGCAG
TGTGGOOCTG
CCTGGAAGTG
GATCGTGAAT
GACTGTCCTG
CAACTTCACC
AGAGCAGTTT
GGCTGGTTCC
GTTGCATGTG
CACCTCCTGG
CACTGTGGGC
CTCACCTGTT
GGAGAAGGEG
GCTGCTCTGC
COCGAGCAAG
TGCAATTATT
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