IDENTIFICATION

Species: Helianthus annuus

Locus: HanXRQChr1590463181

Gene Model: HanXRQChr15g0463181
Description: HanEXPA-35

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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Legend:

Exon — Iniron

DOMAIN ARCHITECTURE

Superfanilies PLNOOOS0

+ Name Accession Description Interval E-value
[+ PLND005S0 super family cl31535 expansin A; Provisional 49-286 1.04e-130
SEQUENCES

Peptide

>HanEXPA-35

MHTSSSTLFYTHIPYLYLPNLPPLSNHLSLSISLLIVNLIMGFLLPFSIILLAFRTTHGLKG
GWQKAHATFYGGEDASGTMGGACGYGNLYSDGYGTNTAALSTALFNNGLSCGSCF
QLRCIDDPKWCIQGVITITATNYCPPNYALANDNGGWCNPPLRHFDLSQPAFLKIAQY
RAGIVPVAYRRVPCIKKGGMRFTINGHSYFNLVLITNVGGAGDIHGVSIKGSKTGWQ

TMTRNWGQNWQSNSYLDGQSLSFRVTASNGRVVTSYHVVPSGWKFGQTFQGGQF*

CDS (coding sequence)
>HanEXPA-35

ATGCACACTTCTTCATCTACTCTTTTTTACACACATATCCCCTATTTATACCTTCCA
AATCTCCCTCCTCTTTCAAACCATCTCTCTCTCTCTATCTCTCTCCTCATTGTGAAT
TTGATCATGGGTTTTCTCTTGCCATTTAGTATCATCCTCTTGGCTTTCCGTACCACC
CATGGCTTAAAAGGGGGTTGGCAAAAGGCTCATGCAACATTTTACGGCGGCGAA
GATGCATCTGGCACCATGGGTGGTGCTTGTGGCTACGGAAACCTCTACAGCGACG
GTTACGGCACAAACACCGCAGCGTTGAGCACCGCACTATTCAACAACGGGCTGA
GCTGCGGTTCTTGCTTCCAGTTGCGGTGTATTGATGATCCGAAATGGTGCATTCAA
GGCGTCATCACCATCACTGCCACCAACTATTGCCCGCCCAATTACGCACTCGCCA
ATGACAATGGCGGGTGGTGCAACCCCCCACTCCGCCATTTTGATTTGTCGCAGCC
CGCTTTCTTGAAGATTGCACAATATCGCGCTGGAATCGTCCCCGTTGCCTATCGGA
GGGTGCCATGTATAAAGAAAGGAGGAATGAGGTTCACAATTAATGGTCACTCTTA
CTTCAACTTGGTTTTGATCACCAACGTCGGCGGTGCGGGGGATATCCATGGGGTC
TCGATCAAAGGGTCGAAAACAGGGTGGCAAACGATGACAAGAAACTGGGGTCAA
AACTGGCAAAGCAACTCTTATCTAGACGGTCAAAGCCTCTCTTTTAGAGTAACAG
CCAGTAACGGAAGAGTTGTAACCAGCTACCACGTCGTACCTTCTGGTTGGAAGTT
CGGTCAAACGTTTCAAGGTGGTCAGTTTTAA

Nucleotide
>HanEXPA-35

ATGCACACTTCTTCATCTACTCTTTTTTACACACATATCCCCTATTTATACCTTCCA
AATCTCCCTCCTCTTTCAAACCATCTCTCTCTCTCTATCTCTCTCCTCATTGTGAAT
TTGATCATGGGTTTTCTCTTGCCATTTAGTATCATCCTCTTGGCTTTCCGTACCACC
CATGGCTTAAAAGGGGGTTGGCAAAAGGCTCATGCAACATTTTACGGCGGCGAA



GATGCATCTGGCACCATGGGTATGTGTTTATGTTTGTCTTTGCACGCGTGACTTGT
TATTAACTAAACGTCATATAACATGTCATGCAAGTGTGCGTATATATAAACCCTA
AACTTTAAACCTTAAAAGTAGTTAGTTGACAGGGAGAAAACAGATCACCGTTAGT
ATTTAAAGACCTCGTTCTTTAATATTACCTACCAAACAACAATGCATCGCGTCACT
TTTCAACTGAGTTCGTAACATAATTATTCAGGTCAAAACTATAAGAAAACGATAA
TAAATACCAATATTAATTGATTTTGTCCCAATTTTTTTTTTTTATCATTTTGATTGT
GACACAACATAGGGTGGCACCCCACCTCTTTGGTGACTTAACATTTTTGTGAACA
ATTTTAATGCTCAGGTGGTGCTTGTGGCTACGGAAACCTCTACAGCGACGGTTAC
GGCACAAACACCGCAGCGTTGAGCACCGCACTATTCAACAACGGGCTGAGCTGC
GGTTCTTGCTTCCAGTTGCGGTGTATTGATGATCCGAAATGGTGCATTCAAGGCGT
CATCACCATCACTGCCACCAACTATTGCCCGCCCAATTACGCACTCGCCAATGAC
AATGGCGGGTGGTGCAACCCCCCACTCCGCCATTTTGATTTGTCGCAGCCCGCTTT
CTTGAAGATTGCACAATATCGCGCTGGAATCGTCCCCGTTGCCTATCGGAGGTAT
GACATGTAACATTCATTTATCGAGCCTGTGCGTCTAAACAAACCTATTATTTATCT
AATATTTATTTAACATATTATATTTTTATATATACACACACTAATTTATTTAACAT
ATTATATTTTTATATATACACACACTAATTATTATATATAATCTCATAAAATAAGA
AAATGATATATTATGTTATATACAAAATGTATAACTATAAATAATTATAAATGTA
TATTAACTAATTAATTAATAAATAATAAACGAGCAGGGCTCAATTTGAAAAACTA
CTCACAGGCCAAACTCAAGCTTTAGAAATAGCGTTCGAAAGGAGCTAAACTCGA
GCTTTCGTAAGTTAAACTAGCAGAACTCAAACCAAGTTTTGCTTAGGCTCGACTC
AGTTGGGCTTGCTTACACCCGTAGATGCGTTATGATAGACGGTTTGGATAAACGG
TCGCACTCGGACCGAACTAACCAATTATAAAAAAAATACATATAATTATTTTATT
TAACTTGTGATGTATTTTATAGGGTGCCATGTATAAAGAAAGGAGGAATGAGGTT
CACAATTAATGGTCACTCTTACTTCAACTTGGTTTTGATCACCAACGTCGGCGGTG
CGGGGGATATCCATGGGGTCTCGATCAAAGGGTCGAAAACAGGGTGGCAAACGA
TGACAAGAAACTGGGGTCAAAACTGGCAAAGCAACTCTTATCTAGACGGTCAAA
GCCTCTCTTTTAGAGTAACAGCCAGTAACGGAAGAGTTGTAACCAGCTACCACGT
CGTACCTTCTGGTTGGAAGTTCGGTCAAACGTTTCAAGGTGGTCAGTTTTAA




