IDENTIFICATION

Species: Capsella grandiflora
Locus: Cagra.0239S0062

Gene Model: Cagra.0239S0062.1.p
Description: CgrEXPB-02
Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Cgrandiflora_vi_1

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Cgrandiflora_v1_1

GENE STRUCTURE
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Legend:
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Specific hits [
Superfanilies PLN03023
DPBB_R1pA_EXP_N-like superfamily

List of domain hits i
Name Accession Description Interval E-value
[+] DPBB_EXPB_N d2227 N-terminal double-psi beta-barrel fold domain of the beta-expansin subfamily; Beta-expansins 33-156  6.79e-70
[+] PLN03023 super family 33621 Expansin-like B1; Provisional 1-258 4.10e-39
Peptide

>CgrEXPB-02

MALSHKNFVLLALFVVSLKFCYCQNETIDVAGWGAAGVTWYGEPDGAGSTGGACG
YGFAVVNPPLYAMVSAGGPSLFNSGSGCGTCYQIACSGNPACSGKPITVTITDECPGG
PCTSEPTHFDLSGRAMGALAKPGQANRLRSAGVLRVYYKRAACLYGGTNIAFRMDA
GANPFYIAFLVEYENGDGDLASVEIQPAGGRFLRMQEMRSAVWKINSGSALRGPFNI
RLTSGESHKVVIAYNVIPANWRPDVTYRSIVNFH*

CDS (coding sequence)
>CgrEXPB-02

ATGGCATTATCACATAAAAATTTCGTTCTTTTGGCTCTTTTCGTAGTCTCACTAAA
GTTTTGTTATTGTCAAAATGAGACTATAGATGTTGCGGGATGGGGGGCCGCCGGA
GTTACTTGGTATGGTGAACCTGACGGCGCGGGTAGCACTGGAGGAGCTTGTGGGT
ACGGTTTCGCGGTTGTTAATCCACCGTTATACGCCATGGTTTCAGCCGGAGGCCCT
TCACTGTTCAACAGTGGATCAGGATGTGGAACATGTTATCAGATTGCGTGCAGCG
GGAATCCTGCATGCTCGGGGAAACCTATAACGGTGACGATAACCGACGAATGTC
CCGGCGGTCCTTGCACCTCCGAACCAACCCACTTTGATCTTAGCGGCAGAGCCAT
GGGTGCCTTAGCCAAACCTGGCCAAGCCAACCGACTTCGATCTGCTGGTGTTCTA
CGTGTTTACTACAAACGAGCGGCATGTTTATATGGAGGAACAAATATAGCTTTCC
GTATGGACGCGGGAGCAAATCCGTTTTACATAGCATTTCTTGTCGAGTATGAAAA
TGGTGATGGAGACTTGGCGTCCGTTGAGATTCAACCGGCCGGCGGAAGATTCCTC
CGCATGCAAGAAATGAGATCGGCCGTATGGAAGATCAACTCTGGCAGTGCTCTA
AGAGGTCCATTCAACATCAGACTTACCTCTGGTGAGTCTCATAAAGTAGTAATTG
CTTATAATGTCATTCCGGCTAACTGGAGACCCGACGTAACATACCGTTCAATTGTT
AACTTTCATTAG

Nucleotide
>CgrEXPB-02

ATGGCATTATCACATAAAAATTTCGTTCTTTTGGCTCTTTTCGTAGTCTCACTAAA
GTTTTGTTATTGTCAAAATGAGACTATAGATGTTGCGGGATGGGGGGCCGCCGGA



GTTACTTGGTATGGTGAACCTGACGGCGCGGGTAGCACTGGTACTTCATAATATT
AAATTACATATTTGATATTTGTAACAGCATAAATACCTAATTTCTGAATAATAATT
TATTTGTATATGATGCTTTAAATATATGTGTAGGAGGAGCTTGTGGGTACGGTTTC
GCGGTTGTTAATCCACCGTTATACGCCATGGTTTCAGCCGGAGGCCCTTCACTGTT
CAACAGTGGATCAGGATGTGGAACATGTTATCAGGTTCGTATGTATGAAAAGAGC
AATAGTAATATATGTAGCATAGAAGTAATGTCTTTCTAGTCCGCTGAATTAATGTT
TTTAAGGTAATGTATGGTTACAAAATGAACATTAAATATTTGGCTGTGGTCACAC
TGCATTTGTTTTGGAAACAAAACATGAAAGTCTGAAAGTATATAATATGGTTACA
ACAATATTTAATGTTAATTTTTTCAATATATAGATTGCGTGCAGCGGGAATCCTGC
ATGCTCGGGGAAACCTATAACGGTGACGATAACCGACGAATGTCCCGGCGGTCCT
TGCACCTCCGAACCAACCCACTTTGATCTTAGCGGCAGAGCCATGGGTGCCTTAG
CCAAACCTGGCCAAGCCAACCGACTTCGATCTGCTGGTGTTCTACGTGTTTACTAC
AAACGGTATACACATATATGATATATGTCCAAGTATTTTGTTATTTAGCTATTTAT
GTATATATATATATGATAAACCGATCAAATTTATGACTCTTGCTCTCTTAATTAAT
AGAGCGGCATGTTTATATGGAGGAACAAATATAGCTTTCCGTATGGACGCGGGA
GCAAATCCGTTTTACATAGCATTTCTTGTCGAGTATGAAAATGGTGATGGAGACT
TGGCGTCCGTTGAGATTCAACCGGCCGGCGGAAGATTCCTCCGCATGCAAGAAAT
GAGATCGGCCGTATGGAAGATCAACTCTGGCAGTGCTCTAAGAGGTCCATTCAAC
ATCAGACTTACCTCTGGTGAGTCTCATAAAGTAGTAATTGCTTATAATGTCATTCC
GGCTAACTGGAGACCCGACGTAACATACCGTTCAATTGTTAACTTTCATTAG



