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Superfanilies PLN0O0OS0

+ Name Accession Description Interval E-value
[+] PLN00050 super family cl31535 expansin A; Provisional 68-294 3.20e-84
SEQUENCES

Peptide

>EQEXPA-24

MSFSASNAFLPPTKGESDRPKMQAIASSRNTAHPFPFIFLQFLLLVLQALAPAGAHRSP
SSYASSALTEWRSAHASYYATFEPRDTVGGACGYGDLGKSGYGMATAGLSEALFAK
GEACGGCYEVRCVEELRYCLPGTSIVVTATNFCAPNYGLPSDAGGICNRPNNHFLMPI
EAFEKIAIWKAGVMPIQYRRVKCVRQGGIRFTMEGRGFFINVLISNVAGAGDVTAVK
VKGTMIGGWLPMARSWGQNWHISADLKGQALSFELTNSDGVTLTSYNVAQKDWEF
GRTYIGKQFPF

CDS (coding sequence)
>EgQEXPA-24

TCTAGCCCCCGTCTCCGACACAAAAGTAAAGCCAAAATAAGAAAACGCACCAAA
TCCCCTGCATCTCTTTCGATCAGTCTCTTCTTCTCCACTCTTCTGCTCAATGAGCTT
CTCCGCGTCAAACGCCTTCCTTCCCCCAACCAAAGGGGAGAGCGATCGCCCGAAG
ATGCAAGCAATAGCATCATCAAGAAATACCGCTCATCCATTCCCCTTTATATTCTT
GCAATTCCTCCTACTTGTATTACAAGCGCTAGCGCCTGCTGGAGCCCACCGGAGC
CCCTCCTCCTACGCGTCGTCGGCCCTGACGGAGTGGCGATCCGCCCACGCCTCCT
ACTACGCCACCTTCGAGCCCCGCGACACCGTCGGAGGTGCCTGTGGATATGGGGA
TCTGGGGAAGAGTGGGTACGGGATGGCGACGGCGGGCCTGAGCGAGGCTTTGTT
CGCCAAGGGGGAGGCGTGCGGGGGCTGCTACGAGGTGCGGTGCGTGGAGGAGCT
GCGGTACTGCCTCCCGGGGACGTCCATCGTGGTGACGGCGACCAACTTCTGCGCC
CCCAACTACGGCCTTCCCTCCGACGCCGGCGGGATCTGCAACCGCCCCAACAATC
ACTTCCTCATGCCCATCGAGGCCTTCGAGAAGATCGCCATCTGGAAGGCCGGCGT
CATGCCCATCCAATATCGCCGGGTCAAGTGCGTCAGGCAGGGAGGCATCCGATTC
ACGATGGAGGGCCGGGGTTTCTTCATTAACGTGCTAATCAGCAATGTGGCTGGTG
CCGGAGACGTGACGGCGGTGAAGGTGAAGGGGACGATGATCGGGGGGTGGCTGC
CCATGGCCCGGAGCTGGGGCCAGAATTGGCATATCAGCGCCGACCTCAAGGGGC
AGGCCCTCTCCTTCGAGCTCACCAACAGCGACGGCGTCACCCTCACCTCCTACAA
CGTCGCCCAAAAGGACTGGGAGTTTGGCCGGACGTATATCGGCAAGCAATTCCCT
TTCTAATTATAATGACTAAACCCACTTTTATTCTTAAAAAAAATTTTGTTGCTTGC
TACTATTTGTGTATTCCTATCATGCAAACTCTGTCCATGAAAGGTGGAAATTAGCC
ACAAAAAAGCCCAAAGAAAATTGGGCGCAGGAAAGTCCATATTTTGTCTTCGTCC
GGATTCGTGATTGGGTGATTGTGAAAGTTCCCTG



Nucleotide
>EgEXPA-24

CGCGCTCTACTATAAAACGGGGAAGGCAACAATGCTACAAAGAGGTTCCTTCGA
AGTCTCTGAACTTCCCCTCTCTAGTTCTCTCTCTCGCTGAGCTCTCCTGATTCTTTT
CTACTGTTGTCTAGTCTCTTCTCTGACTTGATCGTCGAAGGGTTCCCGCCGGAGAC
ATCTCCGGTCAGTGTGGACTTTTCCTGCAGGTGCTTGTTCTCGACGATCAGATGAT
GAGAGGATTGGCCGCAACAGTAATGATTTAAATAGTTTTTTTTTTAAACATATGA
CGTTATAACTTCTAAAAAGTTAGGGCAGGATCAATTTACTAATTTTTTTTTTTITAA
TTTAGAAAACTATCGAATAAATCGTGTACCACCCCGTTAATATGATAGAGGTGGC
CAGCACACCACAATGGAACCAACACACGGACTCACCGGGAAGTGAGAGACCGCG
ACTCGTTCACATGGGACTCTTTTACACGGGACCGTAGGAGCCCTGTGGGGTTTGG
AATCTAGCCCCCGTCTCCGACACAAAAGTAAAGCCAAAATAAGAAAACGCACCA
AATCCCCTGCATCTCTTTCGATCAGTCTCTTCTTCTCCACTCTTCTGCTCAATGAGC
TTCTCCGCGTCAAACGCCTTCCTTCCCCCAACCAAAGGGGAGAGCGATCGCCCGA
AGATGCAAGCAATAGCATCATCAAGAAATACCGCTCATCCATTCCCCTTTATATT
CTTGCAATTCCTCCTACTTGTATTACAAGCGCTAGCGCCTGCTGGAGCCCACCGG
AGCCCCTCCTCCTACGCGTCGTCGGCCCTGACGGAGTGGCGATCCGCCCACGCCT
CCTACTACGCCACCTTCGAGCCCCGCGACACCGTCGGTTCGTTCCCAAATCCCAG
CACTCCAATACCCTAGATCTATAAATAAAATCCCAATCGATCTAATAAATCTCGC
TCTCATTTCAATTTTTCTTCTCTTTCTGAATGTGTGTTGCACAGGAGGTGCCTGTGG
ATATGGGGATCTGGGGAAGAGTGGGTACGGGATGGCGACGGCGGGCCTGAGCGA
GGCTTTGTTCGCCAAGGGGGAGGCGTGCGGGGGCTGCTACGAGGTGCGGTGCGT
GGAGGAGCTGCGGTACTGCCTCCCGGGGACGTCCATCGTGGTGACGGCGACCAA
CTTCTGCGCCCCCAACTACGGCCTTCCCTCCGACGCCGGCGGGATCTGCAACCGC
CCCAACAATCACTTCCTCATGCCCATCGAGGCCTTCGAGAAGATCGCCATCTGGA
AGGCCGGCGTCATGCCCATCCAATATCGCCGGTAAGTCACCGGTAACCGCCTCTT
TTTATCCTTTTCCTTTTTTTAGCCTTACCGTCGATCTTCTTTTCTTTTCTGTTATTTTT
TTTGTTATACTCCTAATTTGATTTAGCCATTCGAATTCGATCGGACTGAAGTGTGG
ATTTGTAATTCTGGTAAATTGGAAGGGCGTCTTTTAGGATGGAGAGTTTGGAGAC
TCCGCATAGTTGCATGCTGGAAGGCCGACAAAGGGCCATTTTGATTGTCGGAGAG
TAAGAAGTCTCAGTTCCGGCTGTGCTCAGTGAAACAACTATGCGGGTGAAGGGTG
GTGAATTAAGTTCAAACCTCCACGGTACAAATCTCTACGAAAAAAAAAAAAGAG
AGGAGAATTGCTAAAGTAACTGGGACTTATTAGTACTTTTAAAATGGAGAGATGA
ATCCATTGAACTGATATTTGAGCTGGACTGTAGGATTTGTGGTCATTGTTACATGG
TTGGATGCAGCTCAGCTGTCTTGCTTCCGATAGCAAACATGCTGTCTGCTGATTAG
TCCTCTCCTAATTGGTTGAATTACGGGGCCCTACCACCACAGGAATTAGAGGACT
TGTTGCGAGGGCTGGGGATGGGTCACTCATTAATGATTACAGTCGCCACATAGCT
GTTTGCTGTTCGAAGGAGGCGGCAACCCTAACCACGCAAACAGTGGAAGAGCTG
TTTGACTTGGAAAACTAGCAGCTGATCCGTTGAACAAGGCCATTATCGTCCATCA
AACCTCTGTTCGGTCCTGTTTACCTACCGTAAAACGAGAAGATGCTAGTCCATCTC
TGGTCGTGTGGCTGCCTCCGGCAGTGGGCGATTAGTCAACATTTCCGTCCCGAGC
GAGCATCCAGAGGTTTCTATCTCTCCCTTCTCTCCGATGAGAGAACCCTAGCCGCC
CCTCCCTCGTGCCCATCATTATCATCCCGCATGATGTGAGGGTAATCGGTGGCGCT
CAGATTGATCAGCCAGCACAGCCGCCCGTTTCTTTAGCTTCTATTCGCATCTCGAT
ATACCGTTGTTGGAATGAGCGATTGCGATTTTGATGACGTGCAGAGCCATTTAAT
TTTTTGTCCCGATGCATGCAGTATAGATTTTTAATGGCAAGATTAGTTGATGTTAA




TTATGTTAGTGACTTATCCTAGCTAGTGGTTTCTCAATCTGAGATTTTTCCAACTC
CAATAGGGAACGGCATGGAATTTTTTTACTGGGCTCCGGTCCTGCTGGCTTTGGCT
TTGATTCGTTGGTGGGAAAGTATTGGGTCTACGATTTTGACTTGATCCGTCTGGGA
TTTAGACTCTTGCCTAGGTAGTAGGATGGGATTGCAACGGTTCGGGAACCTGAGG
AGTGGTTCATCAATTGAAGCTGTGATGGCCGTGTAAGGTCCATCCAATCATGACC
CTCGTGTTAATCATGGACGGCCGTCATTAAAACAAGAACAAAAACGTTCCGATTC
ACATTCAAACTTCGCATCCAGAACTCAGGACGTACGATTAGCCTCTCCTGAATTC
CTTTTCTTTAAAAAAATAAAATAATTCGATTTCTGAGTTTAAAATGGGTTGCTACA
GGGTCAAGTGCGTCAGGCAGGGAGGCATCCGATTCACGATGGAGGGCCGGGGTT
TCTTCATTAACGTGCTAATCAGCAATGTGGCTGGTGCCGGAGACGTGACGGCGGT
GAAGGTGAAGGGGACGATGATCGGGGGGTGGCTGCCCATGGCCCGGAGCTGGGG
CCAGAATTGGCATATCAGCGCCGACCTCAAGGGGCAGGCCCTCTCCTTCGAGCTC
ACCAACAGCGACGGCGTCACCCTCACCTCCTACAACGTCGCCCAAAAGGACTGG
GAGTTTGGCCGGACGTATATCGGCAAGCAATTCCCTTTCTAATTATAATGACTAA
ACCCACTTTTATTCTTAAAAAAAATTTTGTTGCTTGCTACTATTTGTGTATTCCTAT
CATGCAAACTCTGTCCATGAAAGGTGGAAATTAGCCACAAAAAAGCCCAAAGAA
AATTGGGCGCAGGAAAGTCCATATTTTGTCTTCGTCCGGATTCGTGATTGGGTGA
TTGTGAAAGTTCCCTGCCTAACCCCTTTTTTCCCTCCCTCTTTTCCAAATTCTGTTG
GTGGGTGGATGGGTGGTGCTGCTTTTTAACGTGGGATGCGACTTTACTTTGGCTGC
GCACCAAGGATGTCACTTTCTTTTTTCCATCCGAACTCCACTGTTCAAACATGGTA
TTTATTCGTTATTAAGAAAATCTCTCTGCTTGCTCTTGGTGGCCTAGCACGATGAT
CTCCTGGATCTCCTATTTTATGAAGTTCGACGAATGATACGGAACGCCATCCAGC
AGGGATAGTTATTGTGGTCGCCGTGGAGCTGATCTAACCTAGGCTGCTGAGCTGG
TGTCGGAGAGAAGGAATGCAGTCACAGTATGGTTGGATGAGACCTCCAAGAGAG
GTACTGTCATCTGAAACTCGATTGATTCGGCAGATCGGATCCTGTAAACCATCAA
ATACGAGAAAGTTCTCACGCTGGAGTTCTCCCACGGTGGACTTTCAATGCCTAAA
TCAGTCTTTCATGGAAG






