IDENTIFICATION

Species: Helianthus annuus

Locus: HanXRQChr13g0415791

Gene Model: HanXRQChr13g0415791
Description: HanEXPA-29

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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List of domain hits ol

+ Name Accession Description Interval  E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 10-265 1.06e-95
SEQUENCES

Peptide

>HanEXPA-29

MASFYYPWSFCCFFSIVTLIFSGFVKPSVAVYHGYVPSPWTLAHATFYGDESASATM
GGACGYGNLITNGYGTNTAALSSTLFSDGYACGQCYQIRCVQSKWCYKGYTTVTAT
NLCPPNWSKDSNNGGWCNPPRTHFDMAKPAFMKIAQWKAGIVPVMYRRVPCNAIR
KGGIRFSFQGNGYWLLVYVMNVGGAGDIRNMWVKGTKTGWISMSHNWGASY QAF
ATLKGQALSFRLTSYTTKQTITAYNVAPANWNLGLTYQAKVNFH*

CDS (coding sequence)
>HanEXPA-29

ATGGCTTCTTTTTACTATCCATGGAGCTTTTGCTGCTTCTTTAGCATTGTCACACTC
ATTTTCTCCGGGTTCGTAAAGCCTAGTGTAGCTGTCTATCATGGCTACGTTCCGAG
CCCATGGACCCTAGCCCACGCCACATTTTATGGCGATGAGTCTGCATCTGCAACT
ATGGGGGGTGCTTGTGGATATGGGAACTTGATTACTAACGGATACGGAACCAATA
CAGCTGCATTGAGCTCAACGCTCTTTAGCGATGGATACGCATGTGGTCAGTGTTA
CCAAATACGGTGTGTCCAGTCCAAATGGTGCTACAAAGGTTATACAACCGTTACT
GCCACCAACCTTTGCCCACCTAACTGGTCTAAGGATTCAAACAACGGAGGATGGT
GCAACCCTCCCCGAACCCATTTCGACATGGCTAAGCCCGCGTTCATGAAAATTGC
TCAATGGAAAGCCGGCATTGTCCCAGTCATGTACCGCAGGGTTCCATGCAATGCC
ATCAGGAAAGGTGGGATCAGATTTTCTTTTCAAGGAAATGGGTATTGGTTGTTGG
TGTATGTGATGAATGTTGGTGGTGCGGGTGACATCCGTAATATGTGGGTCAAAGG
GACCAAGACCGGTTGGATCAGCATGAGCCATAACTGGGGTGCTTCTTACCAAGCT
TTCGCAACTCTTAAGGGTCAAGCCCTATCCTTCAGGCTAACTTCATACACCACAA
AACAGACTATTACGGCTTACAATGTCGCCCCGGCTAACTGGAACCTAGGGTTGAC
CTACCAAGCCAAAGTCAACTTCCATTAA

Nucleotide
>HanEXPA-29

ATGGCTTCTTTTTACTATCCATGGAGCTTTTGCTGCTTCTTTAGCATTGTCACACTC
ATTTTCTCCGGGTTCGTAAAGCCTAGTGTAGCTGTCTATCATGGCTACGTTCCGAG
CCCATGGACCCTAGCCCACGCCACATTTTATGGCGATGAGTCTGCATCTGCAACT
ATGGGTGTGTAATACATGCATGTAACATAGTCTAATTATCATCTAATGGTTTATAA
TATGGTGTCTAAATAACAATATTTTTTAATCAATGTTTTAGGGGGTGCTTGTGGAT



ATGGGAACTTGATTACTAACGGATACGGAACCAATACAGCTGCATTGAGCTCAAC
GCTCTTTAGCGATGGATACGCATGTGGTCAGTGTTACCAAATACGGTGTGTCCAG
TCCAAATGGTGCTACAAAGGTTATACAACCGTTACTGCCACCAACCTTTGCCCAC
CTAACTGGTCTAAGGATTCAAACAACGGAGGATGGTGCAACCCTCCCCGAACCCA
TTTCGACATGGCTAAGCCCGCGTTCATGAAAATTGCTCAATGGAAAGCCGGCATT
GTCCCAGTCATGTACCGCAGGTGCATTTCTATTACTTTAGTGAAATGGAAAATCA
CTAGCTTGGTCATTTTGACCGATGAGTCTGACAAAATAGCTTTGAATTTTTTTTCT
TTTACACAAAATCGTTTGGCTTATCTTCTTTTTAGTTAAGAAACTATTTCAGCCAA
CCAGAAGCTTCTACATAGCACACCGTGTTGTGTTGATGTAGCAGGTTTCTATCTAG
CGCATGATAATGGATTTCTTGAGCCAACATTAAAATTTGTTGCGCAAAGATTGAA
ATCTGCTACGCCAAGGGACAATTATTGGTTGATTGGAGATTTTTAATCAAACTCA
TTTTTCAACAAGTTGGAACCTTTTCTTCAACATGTTAACTTAATACGAATTTGACT
AACCGCTAGCTTTCTAACCAAATTATGGGTATTTTAGGGTTCCATGCAATGCCATC
AGGAAAGGTGGGATCAGATTTTCTTTTCAAGGAAATGGGTATTGGTTGTTGGTGT
ATGTGATGAATGTTGGTGGTGCGGGTGACATCCGTAATATGTGGGTCAAAGGGAC
CAAGACCGGTTGGATCAGCATGAGCCATAACTGGGGTGCTTCTTACCAAGCTTTC
GCAACTCTTAAGGGTCAAGCCCTATCCTTCAGGCTAACTTCATACACCACAAAAC
AGACTATTACGGCTTACAATGTCGCCCCGGCTAACTGGAACCTAGGGTTGACCTA
CCAAGCCAAAGTCAACTTCCATTAA






