IDENTIFICATION

Species: Helianthus annuus

Locus: HanXRQChr1290366791

Gene Model: HanXRQChr12g0366791
Description: HanEXPA-19

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/



https://phytozome-next.jgi.doe.gov/info/Hannuus_r1_2
https://www.genome.jp/entry/T05101
https://www.heliagene.org/
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DOMAIN ARCHITECTURE

Superfanilies e

-+ Name Accession Description Interval E-value
[+] PLN00193 super family 3423 expansin-A; Provisional 7-253 3.04e-165
SEQUENCES

Peptide

>HanEXPA-19

MAKSCIILLSAICYLFVHSDAFTASGWTRAHATFYGGSDASGTMGGACGYGNLYTTG
YKTRTAALSTALFNEGGACGQCYKIICDYKADPRWCRKGASVTITATNFCPPNFAQP
NDAGGWCNPPLQHFDMAQPAWEKIGIYAGGIIPVIYQRVPCKKKHGVRFTINGRDYF
ELVLITNVGGAGSIQSVKIKGSKTDWQPMSRNWGANWQSNSYLDGQSMSFMVTTSD
GVTKTFMDVVPANWGFGQTFSSPLQF*

CDS (coding sequence)
>HanEXPA-19

ATGGCGAAAAGTTGCATTATTTTGTTATCTGCAATCTGTTATCTGTTTGTTCATTC
GGATGCATTTACAGCATCGGGATGGACACGGGCTCATGCAACCTTTTATGGAGGC
AGTGATGCTTCAGGAACAATGGGGGGTGCTTGTGGATATGGTAACTTGTATACAA
CCGGTTACAAAACAAGAACAGCTGCATTGAGTACTGCTCTTTTTAACGAAGGTGG
CGCATGCGGCCAATGCTACAAGATCATATGCGATTACAAGGCAGACCCAAGGTG
GTGCCGGAAAGGAGCATCGGTAACCATCACCGCCACCAACTTCTGCCCACCAAAT
TTTGCTCAGCCTAACGATGCCGGGGGCTGGTGCAACCCACCCCTCCAACATTTCG
ATATGGCTCAGCCCGCTTGGGAAAAAATCGGCATTTATGCTGGTGGCATCATCCC
TGTTATCTATCAAAGAGTACCATGCAAGAAGAAACATGGAGTTAGATTCACAATA
AACGGTCGAGATTATTTTGAGCTTGTTTTAATAACTAATGTTGGAGGGGCTGGAT
CAATCCAATCGGTGAAGATTAAAGGGTCGAAAACCGACTGGCAGCCGATGTCAA
GGAATTGGGGAGCTAACTGGCAATCAAATTCTTATCTCGACGGACAATCTATGTC
CTTCATGGTCACAACTAGTGATGGTGTCACTAAAACCTTCATGGATGTCGTCCCTG
CAAACTGGGGTTTTGGTCAAACCTTCTCGAGTCCTTTGCAATTCTAA

Nucleotide
>HanEXPA-19

ATCTTCTAAAGCCATCTTATTCATTCTCATTCGATCCAACTTCTTTGCAGACCGAG
AATGGCGAAAAGTTGCATTATTTTGTTATCTGCAATCTGTTATCTGTTTGTTCATT
CGGATGCATTTACAGCATCGGGATGGACACGGGCTCATGCAACCTTTTATGGAGG
CAGTGATGCTTCAGGAACAATGGGTATATTTCTTTTTCTAGCTAAACTTACTTGTT
AACTATCAATTTATGTAGGCGTAAAAGATTTTATTATAAATATTTTTACCATTTTC
GACATTAATTTTTGTATGACGATTAAACAAGGTTTCGTTTTATTCAGTGAACCAAA



ACAATAAACATTTAATCGATATTAGCACATTTTATTTTACTGTTAACAAAGGGATT
TGGTAACTTGTATGCAACCGGGTACAAATCAAGAACAATAAGAAACAAACGGGT
TAAACCTATAACTAATTTTAAGGTTATATATATCTTGTGCAGGGGGTGCTTGTGGA
TATGGTAACTTGTATACAACCGGTTACAAAACAAGAACAGCTGCATTGAGTACTG
CTCTTTTTAACGAAGGTGGCGCATGCGGCCAATGCTACAAGATCATATGCGATTA
CAAGGCAGACCCAAGGTGGTGCCGGAAAGGAGCATCGGTAACCATCACCGCCAC
CAACTTCTGCCCACCAAATTTTGCTCAGCCTAACGATGCCGGGGGCTGGTGCAAC
CCACCCCTCCAACATTTCGATATGGCTCAGCCCGCTTGGGAAAAAATCGGCATTT
ATGCTGGTGGCATCATCCCTGTTATCTATCAAAGGTCATCTATCTCTCTTTTAATTT
TTTGCCGAACTTTTTTTTTTTTTTTTTTTGTGGCCAAAAAGACTGATGTTTTTGGTT
TGACTGGTTTTCAGAGTACCATGCAAGAAGAAACATGGAGTTAGATTCACAATAA
ACGGTCGAGATTATTTTGAGCTTGTTTTAATAACTAATGTTGGAGGGGCTGGATC
AATCCAATCGGTGAAGATTAAAGGGTCGAAAACCGACTGGCAGCCGATGTCAAG
GAATTGGGGAGCTAACTGGCAATCAAATTCTTATCTCGACGGACAATCTATGTCC
TTCATGGTCACAACTAGTGATGGTGTCACTAAAACCTTCATGGATGTCGTCCCTGC
AAACTGGGGTTTTGGTCAAACCTTCTCGAGTCCTTTGCAATTCTAAATGTTGAACA
ACAAATGTGGTTTAAATGGTTTAAGGTTTAGAGATTCGGGGTTTTCAAAGTGGCA
GCGGCGTGTTTACTCTTTTTATAGAAGCAGCCCGCGGGGTTTTCTTTCTTTCTTTTT
TTTAATCTTAGTTGTGTTTTTATAATAACTATATGGATTGTGCTCGTTATACTTGTG
TATTCTTTGACAATTATGTAATGAAAACCACTGCTTTGAGCATCATTTTTAGCTTA
TCATTCAATAGACTAAGCAGTTTAGCAATCTGTTCATTAGTCAAAGTACTCATAG
AAGAAG






