IDENTIFICATION

Species: Helianthus annuus

Locus: HanXRQChr17g0559441

Gene Model: HanXRQChr17g0559441
Description: HanEXLA-02

Family: Expansin Like Alpha

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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Query seq.
Superfanilies PLNO3023

Name Accession Description Interval E-value
[+] PLN03023 super family cl33621 Expansin-like B1; Provisional 6-246 6.62e-71
SEQUENCES
Peptide

>HanEXLA-02

MGLFNLCFLWLLLISVSSTNACDRCLHQSKAAFFSTPSSLSSGACGYGSSASSLYGSH
LAAAVGSIYKSGSGCGACFQVRCKDSKVCSKAGTQVIVTDLNKNNDTDFVMTPRAF
MAMANKGMAHSLLKLGVADVEYKRVPCDYKGNNLTVRVEESTKKPNYLALKFLY
QGGQTEIVGVDVAQVGSSSWTYMTRNYGAVWDTSRAPAGPLQLRLVVTSGYDGK
WIWAKSVMPVDWTIGGVYDCGVQINDIAQEGCGECDDQNWKS*

CDS (coding sequence)
>HanEXLA-02

ATGGGATTGTTCAATCTTTGTTTCCTCTGGTTGCTTCTGATCTCAGTTTCTTCAACA
AATGCTTGCGATAGATGTCTACATCAAAGCAAAGCGGCCTTCTTCTCCACACCTT
CTTCTCTTTCTTCTGGAGCATGCGGGTATGGTTCATCAGCTAGCAGCTTGTATGGC
AGCCACCTTGCTGCAGCTGTTGGTAGCATTTACAAATCGGGTTCGGGTTGTGGGG
CATGCTTTCAGGTGAGATGCAAGGATTCTAAGGTGTGTAGCAAGGCCGGGACTCA
GGTCATAGTAACTGATCTCAATAAAAACAACGACACCGATTTTGTCATGACCCCT
AGAGCTTTCATGGCCATGGCTAACAAGGGTATGGCCCACAGCTTATTAAAACTTG
GTGTTGCCGACGTTGAATATAAAAGAGTACCTTGTGATTACAAAGGCAACAACTT
AACTGTAAGAGTTGAAGAATCTACCAAAAAGCCTAATTATCTTGCACTCAAATTC
TTATACCAAGGAGGTCAAACAGAAATAGTGGGCGTTGACGTTGCTCAGGTTGGGT
CATCAAGTTGGACTTACATGACTAGAAACTATGGGGCTGTCTGGGACACCAGCCG
AGCTCCTGCAGGACCACTGCAACTCCGCCTGGTGGTCACCTCCGGCTATGATGGA
AAGTGGATATGGGCCAAGAGTGTTATGCCGGTCGATTGGACCATTGGAGGTGTGT
ATGATTGTGGCGTACAAATCAATGACATTGCTCAAGAAGGGTGTGGTGAATGTGA
TGACCAAAATTGGAAAAGTTAA

Nucleotide
>HanEXLA-02

AAAGTTAAAAAAAAAAAAAAAAAAGAAAGAACCTATAAATAGACATGTAATTCT
TCCCCTCTTGGAATCACAGAGACACACTAAACAAAAAATGGGATTGTTCAATCTT
TGTTTCCTCTGGTTGCTTCTGATCTCAGTTTCTTCAACAAATGCTTGCGATAGATG
TCTACATCAAAGCAAAGCGGCCTTCTTCTCCACACCTTCTTCTCTTTCTTGTAAGA
CAACGTTTTCTATCTATGTATCTATGTATCTATCTATCTATCTATCTATCACTTGTT



GTTGAATTGAGTTATAATAAAATGAATAGCTGGAGCATGCGGGTATGGTTCATCA
GCTAGCAGCTTGTATGGCAGCCACCTTGCTGCAGCTGTTGGTAGCATTTACAAAT
CGGGTTCGGGTTGTGGGGCATGCTTTCAGGTGAGATGCAAGGATTCTAAGGTGTG
TAGCAAGGCCGGGACTCAGGTCATAGTAACTGATCTCAATAAAAACAACGACAC
CGATTTTGTCATGACCCCTAGAGCTTTCATGGCCATGGCTAACAAGGGTATGGCC
CACAGCTTATTAAAACTTGGTGTTGCCGACGTTGAATATAAAAGGTAAATATTAT
ATTATTTTTTTTTTTCTAAACATCTCCATCATACATATGGTATTGTGATGTAAAAC
AGAGTACCTTGTGATTACAAAGGCAACAACTTAACTGTAAGAGTTGAAGAATCTA
CCAAAAAGCCTAATTATCTTGCACTCAAATTCTTATACCAAGGAGGTCAAACAGA
AATAGTGGGCGTTGACGTTGCTCAGGTTGGGTCATCAAGTTGGACTTACATGACT
AGAAACTATGGGGCTGTCTGGGACACCAGCCGAGCTCCTGCAGGACCACTGCAA
CTCCGCCTGGTGGTCACCTCCGGCTATGATGGAAAGTGGATATGGGCCAAGAGTG
TTATGCCGGTCGATTGGACCATTGGAGGTGTGTATGATTGTGGCGTACAAATCAA
TGACATTGCTCAAGAAGGGTGTGGTGAATGTGATGACCAAAATTGGAAAAGTTA
ACACACACGACATTCTATTTTGGGTTGTCATAAGGATTCTGGTAACATACAATAA
TAGTGTAGATGGAGTAACAAAATGTTATGGACTAGCTGATGTATTAGGTTGGAAT
CACGTATATGATAT






