IDENTIFICATION

Species: Helianthus annuus

Locus: HanXRQChr03g0074761

Gene Model: HanXRQChr03g0074761
Description: HanEXLB-01

Family: Expansin Like Beta

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:
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DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLN83023

+ Name Accession Description Interval E-value
[+ PLN03023 super family cl33621 Expansin-like B1; Provisional 3-249 3.98e-150
SEQUENCES

Peptide

>HanEXLB-01

MGLTLDSHISLLCVIVILLPSLCFSQDSYVSSRATYYGSPDCLGTPTGACGYKEYGSTV
NGGEVTGVSFKLFKNGTGCGACYQVRCKYSKHCSEDGIKVVVTDHGEGDNTDFVLS
ARAYNKLALQGQAEILFSYGVVDVEYKRISCQYPGYNLMFKVHEHSRYPQYLALIAI
YQAGVSEITAVELWQEDCQEWRGMRRAYGAVWDMPNPPQGAINLRFQVSGSKWV
QLKSLIPSEWKAGATYNTAIQLD*

CDS (coding sequence)
>HanEXLB-01

ATGGGTTTAACACTAGATAGTCACATCTCTCTACTGTGTGTGATTGTAATACTTCT
GCCTTCATTGTGCTTCAGCCAAGACTCTTATGTCTCTTCTAGAGCAACTTATTATG
GTAGCCCTGATTGCTTAGGGACTCCAACTGGTGCTTGCGGGTATAAAGAATATGG
AAGCACCGTTAATGGTGGTGAAGTGACTGGAGTCTCTTTTAAGCTCTTCAAGAAT
GGTACTGGCTGTGGAGCATGCTATCAGGTTAGATGCAAGTATTCGAAGCATTGCA
GTGAAGACGGGATCAAAGTGGTTGTGACCGACCATGGTGAAGGAGACAACACAG
ACTTCGTCCTCAGCGCTCGTGCCTACAATAAACTTGCACTTCAAGGACAGGCGGA
AATACTATTTTCATATGGTGTGGTTGACGTCGAATACAAGAGGATTTCTTGCCAGT
ATCCAGGCTATAATCTCATGTTCAAAGTTCATGAACATAGCAGATACCCTCAGTA
CCTTGCACTCATCGCTATATACCAAGCCGGTGTCAGTGAAATCACTGCTGTCGAA
TTATGGCAGGAGGATTGCCAAGAATGGAGGGGTATGAGGAGGGCTTATGGAGCA
GTATGGGACATGCCCAACCCACCACAGGGAGCTATAAACTTGAGGTTCCAAGTG
AGTGGTTCAAAGTGGGTTCAACTTAAAAGTTTGATTCCAAGTGAGTGGAAGGCTG
GGGCTACCTACAACACTGCTATACAACTTGATTAA

Nucleotide
>HanEXLB-01

CTAGATTTCTCATCCCACCCTCATTTTACACTCATAAAAACTTGATCATATTCTTT
GAAAAAAAGAAAACTAAGTTATGGGTTTAACACTAGATAGTCACATCTCTCTACT
GTGTGTGATTGTAATACTTCTGCCTTCATTGTGCTTCAGCCAAGACTCTTATGTCT
CTTCTAGAGCAACTTATTATGGTAGCCCTGATTGCTTAGGGACTCCAAGTAACTA
ATCTCTTTCTCTTAAACAAATGTTTTTCTTATATGCATTGTGTTTCATTTTTAACCG
GCAATATATTATCGTAATGTGTATGTCAGCTGGTGCTTGCGGGTATAAAGAATAT




GGAAGCACCGTTAATGGTGGTGAAGTGACTGGAGTCTCTTTTAAGCTCTTCAAGA
ATGGTACTGGCTGTGGAGCATGCTATCAGGTAAGTATAGTATAGCATACAATCAC
TGGTGATTTGTTATTTTGTTATATTGGTTTTGGAAAAGTAACGAACGTGTTAAATA
GACTAGCAGATATTATATATTTTAAATGATCAGCTAGTTTTTGTTACTATAATGAT
TACTAATTTTTTAAACATCCAACAACTTTTTTAATAACTGACCAACATGATATGTA
TTCTAACAGGTTAGATGCAAGTATTCGAAGCATTGCAGTGAAGACGGGATCAAA
GTGGTTGTGACCGACCATGGTGAAGGAGACAACACAGACTTCGTCCTCAGCGCTC
GTGCCTACAATAAACTTGCACTTCAAGGACAGGCGGAAATACTATTTTCATATGG
TGTGGTTGACGTCGAATACAAGAGGATTTCTTGCCAGTATCCAGGCTATAATCTC
ATGTTCAAAGTTCATGAACATAGCAGATACCCTCAGTACCTTGCACTCATCGCTA
TATACCAAGCCGGTGTCAGTGAAATCACTGCTGTCGAATTATGGCAGGTAATGAT
CAAGTTATTTATAAAAAGATAAAAAAAAATTGGTCTTGATATGGTTCAAATATAC
AGGAGGATTGCCAAGAATGGAGGGGTATGAGGAGGGCTTATGGAGCAGTATGGG
ACATGCCCAACCCACCACAGGGAGCTATAAACTTGAGGTTCCAAGTGAGTGGTTC
AAAGTGGGTTCAACTTAAAAGTTTGATTCCAAGTGAGTGGAAGGCTGGGGCTACC
TACAACACTGCTATACAACTTGATTAAATAAAACTCCATCATGAAGATGAATATC
TAAACATTCTATATATGGTCGTATACATGCTTCATTAAGCTAGATAAATAACACA
TGTATTAGTTTGTTGTTTGTTGTTAGTTGTGTGGTTAATCTTTATGTGATATATGTG
CAATAATAAAGGAGTGTTTTAGTCAATTATGTTCTGGTAATTGCATGCTTGAATA
AATCCCAAGGGATCATGTCTTTTGGAAGTATAGATATAAATAGTTAAGCATAAGC
TTTTTTTCATATAATCTATTGATGGGTCTCAATGAGCAGCATTCCACAAATGAATT
CATATAAAAAGATGGCCAAGTCTATATTACCTAATACTAGGACCGTAAACTTATT
TTACAAAACTAGCAAAATCGGTAAATCAACACATTGACCAAA






