IDENTIFICATION

Species: Helianthus annuus

Locus: HanXRQChr13g0414031

Gene Model: HanXRQChr13g0414031
Description: HanEXPA-28

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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List of domain hits o

+ Name Accession Description Interval E-value
[+] PLN00192 super family cl33423 expansin-A; Provisional 35-265 5.46e-93
SEQUENCES

Peptide

>HanEXPA-28

MASFYHSWSFCCFSSIVTLVFSWFVKPSGAVYHGYVPSPWTLAHATFYGDESASATM
GGACGYGNLITNGYGTDTAALSSTIFSDGYACGQCYQIKCVQSPWCYSGYTTVTATN
LCPPNWSQDSNNGGWCNPPRTHFDMAKPAFMKIAKWKAGIVPVMYRRVPCNAIRK
GGIRFSFQGNGYWLLVYVMNVAGAGDIHKMWVKGTKTGWISMSHNWGASYQAFA
TLQGQALSFRLTSYTTKQTITAYNVAPANWNLGLTYQAHVNFH*

CDS (coding sequence)
>HanEXPA-28

ATGGCTTCCTTTTATCATTCATGGAGCTTTTGCTGTTTTTCTAGCATTGTCACACTC
GTCTTCTCATGGTTCGTAAAGCCTAGTGGAGCTGTCTACCATGGCTACGTTCCGAG
CCCATGGACCCTAGCCCACGCCACATTTTATGGCGATGAGTCTGCATCCGCAACC
ATGGGGGGTGCTTGTGGATATGGAAACTTGATTACTAACGGATATGGAACTGATA
CGGCTGCATTGAGCTCAACGATCTTTAGCGATGGATACGCATGTGGTCAGTGTTA
CCAAATAAAGTGTGTCCAATCTCCATGGTGCTATAGTGGTTACACAACCGTAACG
GCCACCAACCTCTGCCCACCAAACTGGTCTCAGGATTCAAACAATGGTGGGTGGT
GCAACCCTCCCCGAACCCATTTCGACATGGCTAAGCCCGCGTTCATGAAAATTGC
TAAATGGAAAGCCGGCATTGTTCCTGTCATGTATCGCAGGGTTCCATGCAATGCC
ATCAGGAAAGGTGGGATCAGGTTTTCTTTTCAAGGAAATGGGTACTGGTTGTTGG
TGTATGTGATGAATGTTGCTGGTGCTGGTGACATCCATAAGATGTGGGTCAAAGG
GACCAAGACCGGTTGGATCAGCATGAGCCATAACTGGGGTGCTTCTTACCAAGCT
TTCGCGACTCTTCAAGGTCAAGCCCTCTCCTTCAGGCTAACTTCATACACCACAAA
ACAGACCATTACGGCTTACAATGTCGCCCCGGCTAATTGGAACCTAGGGTTGACA
TACCAAGCCCATGTCAACTTCCATTGA

Nucleotide
>HanEXPA-28

ATGGCTTCCTTTTATCATTCATGGAGCTTTTGCTGTTTTTCTAGCATTGTCACACTC
GTCTTCTCATGGTTCGTAAAGCCTAGTGGAGCTGTCTACCATGGCTACGTTCCGAG
CCCATGGACCCTAGCCCACGCCACATTTTATGGCGATGAGTCTGCATCCGCAACC

ATGGGTATGCAATACATGCATGTTACATAGTCTAACTATCATCTAATAGTTTTAGT
TTGGTGTGTATTAGTAACAATACCTTTTAACTAATGTTTCAGGGGGTGCTTGTGGA



TATGGAAACTTGATTACTAACGGATATGGAACTGATACGGCTGCATTGAGCTCAA
CGATCTTTAGCGATGGATACGCATGTGGTCAGTGTTACCAAATAAAGTGTGTCCA
ATCTCCATGGTGCTATAGTGGTTACACAACCGTAACGGCCACCAACCTCTGCCCA
CCAAACTGGTCTCAGGATTCAAACAATGGTGGGTGGTGCAACCCTCCCCGAACCC
ATTTCGACATGGCTAAGCCCGCGTTCATGAAAATTGCTAAATGGAAAGCCGGCAT
TGTTCCTGTCATGTATCGCAGGTGCATTTTCTATTTCTTTAGTAGAAAGTAGGGGT
TGTTCACAGTGCCGAACCCAAGAACTTTTTCCAGTGGGTTCCTTTGGTTAGATTCT
CACTAATTTTTTTCAATACAACGTTACGATTTTACCCTAAAAATTCTCTTTTCTAAT
ATATATATATATATATAGGGTAGGGCTAGGTAGAAAACCCTAAAAATTTGAGAA
AACCCTAGAAAACCCAACCTCCCGACTTTTTTTTTTTTTGAAAAAAATAACACATG
TAATATACATGTTTTTAAGAGTTTTGAGCTAAAAAAAAAAAAATCAAAAAAGCGC
CGAGTGGTTTTTAAAAAAAAAAATAAACAAGTTTCAGCACTTTTTTGTCTAACAC
ATGTTAGTGATGAAAGTTGCTGAAACTTGTTTATTTTTTTTAAAAACATCCACTCG
GTGCTTTTTTTGATTTTTTTGGCTCAAAACTCTTAAAAACATGTATATTACAAGTG
TTATTTTTTTCAAAAAAAAAAAGGTCGGGAGGTTGGGTTTTCTAGGGTTTTCTCAA
ATTTTTAGGGTTTTCTATCTAGCATTGTCCTATATATATATATATATATATATATAT
ATATATATATATATATATATATATATATATATATAGGATAAGGATCATGTGAGAA
GTAGTAGGCTAATTGAGAAACTTGAGAAACATTCTGGACCACACATTTTCTCTAA
GCTTTTCGTAATATACACATATGTATAGTTTAAAATTGACTATATACATATGTGTA
TAATTCAATATACATATATGTATATACTCAATTTTAAACTATACATATGTGTATAT
TACGGAAAGCTTAGAAAAATGTGTGGTCCAGAATGCTTCTCAAGTTTCTCAAATA
GGGTGGACTTCTCTTAGGATCCCTACCCTATATATATATATATATATATATATATA
TATATATATATGATTTTGAAAAAAATAATAAGGATTGTTTATGAATATAATATAT
ATATATACATAGCTTTATATTCCTATAAATAAAAAAAGTAAATAATACATTTTGA
GCCAGTGGCGAAGCTTGACTCGAATGATCGGAGGGTCGAAAACGTATATACCAA
AAAAATTCTATAGAACCGGGGGGTCGAAAACGTATATACCCAAAAATTTCTATAC
GAAAACTACATATATAACACTACTACGCGAAAAGTTCGGGGGGTCGGGCGLCCC
TCCCCGCCCCTTTTATCCTTCGCCAATGTTTTGAGCGTTTAGTTCCAACTTCAAATC
GAACAGGAAGTATTTCAAACTAGCCAAACCAACCGACTTTTTTTGGTTTAGACGG
TTTGGTCAGTTTCAATGGTTTAGCCAAACCCCTACTAGAAAGTATTAATTTTTTCC
ACAAATCTTGGCCAACTGCTAACAATTCTAACAATTTCTTTTGGGTATCTTAGGGT
TCCATGCAATGCCATCAGGAAAGGTGGGATCAGGTTTTCTTTTCAAGGAAATGGG
TACTGGTTGTTGGTGTATGTGATGAATGTTGCTGGTGCTGGTGACATCCATAAGAT
GTGGGTCAAAGGGACCAAGACCGGTTGGATCAGCATGAGCCATAACTGGGGTGC
TTCTTACCAAGCTTTCGCGACTCTTCAAGGTCAAGCCCTCTCCTTCAGGCTAACTT
CATACACCACAAAACAGACCATTACGGCTTACAATGTCGCCCCGGCTAATTGGAA
CCTAGGGTTGACATACCAAGCCCATGTCAACTTCCATTGA






