IDENTIFICATION

Species: Aquilegia coerulea
Locus: Aqcoe2G236700

Gene Model: Aqcoe2G236700.1.p
Description: AcCEXPA-09
Family: Alpha Expansin

3D structure:
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List of domain hits *

Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 13-258 4.43e-128

SEQUENCES
Peptide
>AcEXPA-09

MKSFSSTVYRFSFLIIVAVLASSVDRSFAAWQRAHATFY GGGDASGTMGGACGYGN
INTDGYGINTAALSTALFNNGQSCGACYQIVCDGSQVPQWCLKGTYITITATNFCPPN
YNLPSDNGGWCNPPRQHFDMSQPAFQKIAVYKAGIVPVLYRKVTCKRTGGIRFTING
RDYFELVLISNVGGAGDIAKVWIKGSKTNKWEPMSRNWGSNWQSSTYLNRQSLSFRI
QTSNGRTKTANNVAPSNWAFGQSYSSNVQEF*

CDS (coding sequence)
>AcEXPA-09

ATGAAGAGTTTCAGTAGTACTGTTTATAGGTTCAGTTTTCTTATAATCGTTGCAGT
GTTGGCTTCTAGTGTTGACAGAAGCTTTGCTGCTTGGCAGCGTGCCCATGCAACCT
TCTATGGAGGAGGCGATGCTTCGGGGACAATGGGGGGCGCTTGCGGTTATGGGA
ACCTCAACACAGATGGCTATGGCATCAATACAGCGGCATTGAGCACAGCCCTCTT
CAACAATGGCCAGTCATGTGGAGCATGTTATCAGATTGTTTGTGATGGCAGTCAG
GTGCCACAATGGTGCCTAAAGGGCACCTATATAACCATAACTGCAACAAATTTCT
GTCCACCAAATTACAATCTCCCTAGCGACAATGGTGGATGGTGCAACCCGCCACG
ACAACACTTTGACATGTCACAACCTGCATTTCAGAAGATTGCAGTTTACAAGGCA
GGCATTGTGCCTGTGCTCTATAGAAAGGTTACTTGCAAGAGAACTGGAGGAATTA
GATTTACCATCAACGGGCGAGATTACTTCGAACTAGTCCTCATAAGCAATGTAGG
AGGAGCTGGGGATATAGCAAAGGTTTGGATTAAAGGGTCCAAAACAAATAAATG
GGAACCAATGTCCAGAAACTGGGGATCAAACTGGCAGAGCTCAACCTATCTGAA
CCGCCAGAGTTTATCTTTTAGGATCCAGACGAGTAATGGACGTACGAAAACAGCA
AACAACGTCGCACCTTCTAACTGGGCATTTGGCCAGTCTTACTCTAGCAACGTTC
AGTTCTAA

Nucleotide
>AcEXPA-09

GACAACTAAGTTCAATTAATACGTACTTTGAGTTGTTTAGATCAAGACAAGCTGG
TAGACAATGAAGAGTTTCAGTAGTACTGTTTATAGGTTCAGTTTTCTTATAATCGT



TGCAGTGTTGGCTTCTAGTGTTGACAGAAGCTTTGCTGCTTGGCAGCGTGCCCATG
CAACCTTCTATGGAGGAGGCGATGCTTCGGGGACAATGGGTGAGTACTTATTGCT
CTCTGTGTGATTAATTCCTACTGCTAGTGTAGATATTGAGCATGCATTTTAATCTG
AATATTTGATGATGTATATATGTAAAATTTGCAGGGGGCGCTTGCGGTTATGGGA
ACCTCAACACAGATGGCTATGGCATCAATACAGCGGCATTGAGCACAGCCCTCTT
CAACAATGGCCAGTCATGTGGAGCATGTTATCAGATTGTTTGTGATGGCAGTCAG
GTGCCACAATGGTGCCTAAAGGGCACCTATATAACCATAACTGCAACAAATTTCT
GTCCACCAAATTACAATCTCCCTAGCGACAATGGTGGATGGTGCAACCCGCCACG
ACAACACTTTGACATGTCACAACCTGCATTTCAGAAGATTGCAGTTTACAAGGCA
GGCATTGTGCCTGTGCTCTATAGAAAGTATGTTTCCATCCATCTACTTCCACATGT
AACAACCACCCCCAAATTTTCATATACATGAATTAGTAACTGATACGTTATCTGCT
TGTCTTTATATCAGGGTTACTTGCAAGAGAACTGGAGGAATTAGATTTACCATCA
ACGGGCGAGATTACTTCGAACTAGTCCTCATAAGCAATGTAGGAGGAGCTGGGG
ATATAGCAAAGGTTTGGATTAAAGGGTCCAAAACAAATAAATGGGAACCAATGT
CCAGAAACTGGGGATCAAACTGGCAGAGCTCAACCTATCTGAACCGCCAGAGTTT
ATCTTTTAGGATCCAGACGAGTAATGGACGTACGAAAACAGCAAACAACGTCGC
ACCTTCTAACTGGGCATTTGGCCAGTCTTACTCTAGCAACGTTCAGTTCTAAGACA
TCTCTTTTTGAAGAGTTCCATTTCTTTTCTTCTCCTTCTTGTTATTATGCTGAGACTT
TATTAGTACCCAGGTTGTGGCTCAGTTTATTTTGAGATGATGCCCACCACTCTGTA
AATTGGATCAATAAGTGAAATTTCCAATGGAATATAAATATACAG



