IDENTIFICATION

Species: Helianthus annuus

Locus: HanXRQChr0990262011

Gene Model: HanXRQChr09g0262011
Description: HanEXPA-14

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Hannuus_rl 2
KEGG: https://www.genome.jp/entry/T05101

EXTERNAL RESOURCES
https://www.heliagene.org/
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DOMAIN ARCHITECTURE
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Query seq.

Superfanilies PLNOOOS0

Name Accession Description Interval E-value
[+] PLN00O50 super family cl31535 expansin A; Provisional 6-243 2428131
SEQUENCES
Peptide

>HanEXPA-14

MAFPQIITVALLVSFFNLVYGDYGHATFYGGGDASGTMGGACGYGNLYSQGYGTNT
AALSTALFNNGLSCGSCYELRCNDDPKWCLPGSIIVTATNFCPPNPAQPNDDGGWCN
PPLQHFDLAEPAFLQIAQYRAGIVPVLFQRVPCVKKGGVRFTINGHSYFNLVLITNVG
GAGDVHAVSIKGSKTGWQPMSRNWGQNWQSNSYLNGQSLSFQVTTSDGRTITSYNV
APSGWQFGQTFEGGQF*

CDS (coding sequence)
>HanEXPA-14

ATGGCTTTTCCTCAGATCATCACTGTTGCTTTACTTGTGAGCTTCTTCAACCTTGTC
TATGGCGATTACGGTCACGCCACCTTCTATGGTGGAGGAGACGCCTCGGGCACCA
TGGGTGGTGCTTGTGGATATGGGAATTTGTATAGCCAAGGATATGGAACCAATAC
CGCGGCATTAAGTACCGCGCTTTTCAACAACGGGTTGAGTTGTGGGTCATGTTAC
GAGTTGAGATGCAATGATGACCCTAAATGGTGCTTGCCTGGTAGCATAATCGTCA
CTGCCACCAATTTCTGTCCACCTAACCCGGCTCAACCTAACGATGATGGCGGATG
GTGCAACCCTCCTCTCCAACATTTTGACTTGGCCGAGCCAGCATTCTTGCAAATAG
CACAATATCGGGCCGGTATCGTGCCTGTCTTGTTCCAAAGGGTACCTTGTGTTAA
GAAGGGAGGAGTGAGGTTTACAATAAATGGTCACTCATACTTCAATTTGGTTTTG
ATCACCAACGTCGGCGGTGCAGGTGATGTACATGCTGTATCAATTAAAGGATCTA
AAACCGGGTGGCAACCAATGTCACGAAACTGGGGGCAAAATTGGCAAAGTAACT
CGTACCTCAATGGTCAGAGCCTTTCTTTTCAAGTCACCACTAGCGATGGAAGAAC
CATCACGAGCTATAACGTCGCACCAAGCGGTTGGCAGTTTGGTCAAACATTTGAA
GGAGGGCAATTTTAA

Nucleotide
>HanEXPA-14

TGTAACATTTTTCCTCCCTGAAAATTCCCCTATATAAGTCTACTTGATTTGGTCAA
TTCTTCCAACCATCTTCATTCAACACATTCAATGGCTTTTCCTCAGATCATCACTG
TTGCTTTACTTGTGAGCTTCTTCAACCTTGTCTATGGCGATTACGGTCACGCCACC
TTCTATGGTGGAGGAGACGCCTCGGGCACCATGGGTATTGATCTACAAAACCACC
ATTAATTAATACACTAAAAACTGTTATTCAAATTATCATGAAACAAATGAACTTA
TGATGATGTTTGTTGCAGGTGGTGCTTGTGGATATGGGAATTTGTATAGCCAAGG



ATATGGAACCAATACCGCGGCATTAAGTACCGCGCTTTTCAACAACGGGTTGAGT
TGTGGGTCATGTTACGAGTTGAGATGCAATGATGACCCTAAATGGTGCTTGCCTG
GTAGCATAATCGTCACTGCCACCAATTTCTGTCCACCTAACCCGGCTCAACCTAA
CGATGATGGCGGATGGTGCAACCCTCCTCTCCAACATTTTGACTTGGCCGAGCCA
GCATTCTTGCAAATAGCACAATATCGGGCCGGTATCGTGCCTGTCTTGTTCCAAA
GGTAACGTTCTCTTCTCATTCACAACCCTAAAATGCAAAATTCTTTTGAAACTTTC
TAACTTTAGGTCATCATGTAAGTTAACTGATTTTCAGAAATCATCACTTAACTAAA
ATTTGATAGTTACACATGGGCTGTCATGTCATTATTTTGACGGTTAGACTAAAGAC
AAAAATAAAATTTAGTTATTTTAAAATGTACCGTCTTCACTTTTATATAAAGTTCA
TCACCTAAAATATAGAAATATGCTAATAGTGTCAAAAGGACCCACTAAACCTCTA
GCCATCGAAACTCATTAAAACTTTACATATTAAAAAGTGGATTTTTAGAAAAAAG
TGAGTTGAACATTTCATATTGCTCCCACTAGAGGAGAAAATGTGCATTTTTACACT
ACGTGAAATTTTCAATTCTCATCCTATAGAAACAAGAAGCAAGTACTTTTGAAGG
AAAACATGAGTTTTCTTACTATAAATAAGAAAAATTCTACGGTGACACTCTGAAT
AGAAGTTCTGGTTTCACACCTGAAAACTGTGCGAAATATGTTACCATGTGATGTA
GTTTCGTACATTACTAACGCTTTAACTCAATTACTATGTACAGGGTACCTTGTGTT
AAGAAGGGAGGAGTGAGGTTTACAATAAATGGTCACTCATACTTCAATTTGGTTT
TGATCACCAACGTCGGCGGTGCAGGTGATGTACATGCTGTATCAATTAAAGGATC
TAAAACCGGGTGGCAACCAATGTCACGAAACTGGGGGCAAAATTGGCAAAGTAA
CTCGTACCTCAATGGTCAGAGCCTTTCTTTTCAAGTCACCACTAGCGATGGAAGA
ACCATCACGAGCTATAACGTCGCACCAAGCGGTTGGCAGTTTGGTCAAACATTTG
AAGGAGGGCAATTTTAAGTTTTGTTTAAAAGGGGCAAAAGTAAAATTTCAGAATC
TCCAAGGTGAAAAGTGAATATTTGAAAGTAATTGAGTTTGTGTGTTGCAGAGGTG
ACAAGTTAACACCCGCTTGTATCGCAAGAGTCTATATAACATCGTTTGGGTTATA
ATGTTATGACTCTTTTGCCCTTCCACTTTGTCAACATATAATGTGTTATACATATA
ATTTATTGAGTAAATTTTATCACCATAAGCAGGGCCGGCCCTGAGAATTCATGTA
CTCTGCTTGAGCTCGAAAAAACGTGCCCTTAGGTCTTAACTAAATAAAAAATTTA
AACTAGTTTTCCATACAACTTTGAACCGTATA






