IDENTIFICATION

Species: Aquilegia coerulea
Locus: Aqcoe2G236500

Gene Model: Aqcoe2G236500.1.p
Description: AcCEPXA-08
Family: Alpha Expansin

3D structure:
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GENE STRUCTURE

AcEXPA-08
5

! L 1 L 1 1
Obp 2Kibp 2y G0bp 8Kibp 1000bp
Legend:

CDS s upstreany downstream — Intron

DOMAIN ARCHITECTURE

1 50 100 150 200 258
Query seq. _—----—

Superfanilies PLN00193

Name Accession Description Interval E-value
[+ PLN00193 super family cl33423 expansin-A; Provisional 28-257 4.79%-127

SEQUENCES
Peptide
>AcEXPA-08

MENSSSFSRFSFIIIVAVLACSINSSFAAWQLAHATFYGGGDASGTMGGACGYGNLYT
DGYGIKTAALSTALFNSGQSCGACYQIVCDGSQAPRWCLKGGYITITATNFCPPNYNL
PSNNGGWCNPPRQHFDMSQPAFQKIAVYKAGIVPVLYRKVSCKRTGGVRFTINGRD
YFELVLISNVGGAGDIAKVWIKGSKTNRWEPMSRNWGSNWQSSTYLNRQSLSFRIQT
SNGRTKTAYNVAPSNWVFGRSYSSNVQF*

CDS (coding sequence)
>AcEXPA-08

ATGGAGAATTCCAGTAGTTTTTCTAGGTTCAGTTTTATTATAATTGTTGCAGTGTT
GGCTTGTAGCATTAACAGCAGCTTTGCTGCTTGGCAGCTTGCCCATGCAACTTTCT
ATGGAGGTGGCGATGCTTCGGGGACAATGGGGGGCGCTTGTGGTTATGGGAACC
TCTACACAGATGGCTATGGTATCAAAACAGCGGCATTGAGCACAGCCCTCTTCAA
CAGTGGCCAGTCATGTGGAGCATGTTATCAGATTGTTTGTGATGGGAGTCAAGCG
CCACGATGGTGCTTAAAGGGGGGCTATATAACCATTACTGCAACAAATTTCTGTC
CACCAAATTACAATCTCCCTAGCAACAATGGTGGATGGTGCAACCCGCCACGACA
ACACTTTGACATGTCGCAACCTGCATTTCAGAAGATTGCAGTTTACAAGGCCGGC
ATTGTGCCTGTGCTCTATAGAAAGGTTAGTTGCAAGAGAACTGGAGGAGTTCGAT
TTACCATCAACGGACGAGATTACTTCGAACTGGTCCTCATAAGTAATGTAGGAGG
AGCTGGGGATATAGCAAAGGTCTGGATTAAAGGGTCCAAAACAAATAGATGGGA
ACCAATGTCCAGAAACTGGGGATCAAACTGGCAAAGCTCGACCTATCTGAATCGC
CAGAGTTTATCATTTAGAATCCAGACAAGCAATGGACGTACGAAAACAGCATAT
AATGTGGCGCCTTCTAATTGGGTATTTGGCAGATCTTACTCCAGCAATGTTCAGTT
CTAA

Nucleotide

>AcEXPA-08



AATATAAGCAAAACAGATATTGAAAACTAGCTAGCTGGGTTATCCTTAAGTTGTT
TAAAATCGAGACAAGGAAAGAGAATGGAGAATTCCAGTAGTTTTTCTAGGTTCA
GTTTTATTATAATTGTTGCAGTGTTGGCTTGTAGCATTAACAGCAGCTTTGCTGCT
TGGCAGCTTGCCCATGCAACTTTCTATGGAGGTGGCGATGCTTCGGGGACAATGG
GTGAGTACTTAGCTGTCTGTGTGACTCACACTGTCATAGTAGATATGATAGATAA
TAAGTAATATGCCATTAAGTGTATTGATTGAATTTATTTAACGATGCAAGTATAAT
TTGCAGGGGGCGCTTGTGGTTATGGGAACCTCTACACAGATGGCTATGGTATCAA
AACAGCGGCATTGAGCACAGCCCTCTTCAACAGTGGCCAGTCATGTGGAGCATGT
TATCAGATTGTTTGTGATGGGAGTCAAGCGCCACGATGGTGCTTAAAGGGGGGCT
ATATAACCATTACTGCAACAAATTTCTGTCCACCAAATTACAATCTCCCTAGCAA
CAATGGTGGATGGTGCAACCCGCCACGACAACACTTTGACATGTCGCAACCTGCA
TTTCAGAAGATTGCAGTTTACAAGGCCGGCATTGTGCCTGTGCTCTATAGAAAGT
ATGTTTCCATATCATATATCAACCACCACCAAATTTACATTTACATGAATTAAAAA
CTGATATGTTATCTACCTCTGTCTGTATATCTCAGGGTTAGTTGCAAGAGAACTGG
AGGAGTTCGATTTACCATCAACGGACGAGATTACTTCGAACTGGTCCTCATAAGT
AATGTAGGAGGAGCTGGGGATATAGCAAAGGTCTGGATTAAAGGGTCCAAAACA
AATAGATGGGAACCAATGTCCAGAAACTGGGGATCAAACTGGCAAAGCTCGACC
TATCTGAATCGCCAGAGTTTATCATTTAGAATCCAGACAAGCAATGGACGTACGA
AAACAGCATATAATGTGGCGCCTTCTAATTGGGTATTTGGCAGATCTTACTCCAG
CAATGTTCAGTTCTAAGACATC



