IDENTIFICATION

Species: Capsella grandiflora
Locus: Cagra.586250023

Gene Model: Cagra.5862S0023.1.p
Description: CgrEXPA-19
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Cgrandiflora_vi_1
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List of domain hits A
Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 20-251 7.81e-136
SEQUENCES

Peptide

>CgrEXPA-19

MEIVGKVIMSMGLMMMIMWKSVDGYGSGWVNARATFYGGADASGTMGGACGYG
NLYSQGYGTNTAALSTALFNGGLTCGACFQIKCVNDPKWCLGGTITVTGTNFCPPNF
AQANDAGGWCNPPQHHFDLAQPIFLRIAKY KAGVVPVQYRRVACRRKGGIRFTING
HSYFNLVLITNVAGAGDVTSVSVKGTRTGWQSMSRNWGQNWQSNANLDGQALSFK
VTTSDGRTVVSNNATPRNWSFGQTYTGRQFRAPR*

CDS (coding sequence)
>CgrEXPA-19

ATGGAGATTGTTGGAAAAGTGATCATGTCAATGGGTCTTATGATGATGATAATGT
GGAAGAGTGTGGATGGTTACGGTAGTGGTTGGGTCAATGCTCGAGCCACTTTCTA
TGGAGGTGCTGATGCTTCTGGCACCATGGGCGGCGCGTGTGGATACGGGAACTTA
TACAGCCAAGGATATGGCACGAACACGGCAGCTCTAAGCACGGCTCTATTTAACG
GTGGCCTAACCTGCGGTGCGTGTTTTCAGATAAAATGCGTAAACGACCCAAAATG
GTGTCTCGGAGGAACAATCACCGTCACGGGAACAAACTTTTGTCCACCGAACTTT
GCTCAGGCCAACGACGCCGGAGGTTGGTGTAACCCTCCTCAACATCACTTCGATT
TGGCTCAGCCCATCTTCCTCCGCATCGCTAAATACAAAGCCGGCGTCGTCCCCGTT
CAATACCGGAGAGTGGCTTGCCGGAGAAAAGGAGGGATACGATTCACCATCAAC
GGTCACTCATACTTCAACCTAGTTCTCATAACCAACGTAGCCGGCGCCGGAGATG
TTACCTCCGTCTCCGTTAAAGGAACCAGAACAGGATGGCAAAGCATGTCGAGAA
ACTGGGGACAGAACTGGCAAAGCAACGCGAATCTTGATGGTCAAGCTCTCTCGTT
CAAAGTGACAACTAGTGATGGACGTACAGTTGTATCTAACAACGCTACTCCACGT
AACTGGAGCTTCGGACAGACTTACACCGGAAGACAGTTCCGGGCTCCGAGGTGA

Nucleotide
>CgrEXPA-19

ATGGAGATTGTTGGAAAAGTGATCATGTCAATGGGTCTTATGATGATGATAATGT
GGAAGAGTGTGGATGGTTACGGTAGTGGTTGGGTCAATGCTCGAGCCACTTTCTA
TGGAGGTGCTGATGCTTCTGGCACCATGGGTAACTTTTCTTACTCTTCTCTCACAC
TTTTAGTATCATTCTTGTTTTTCACCAACATAACTTCAAACTTGAAATTTTATTAAT
AATCAAAAATGTATATACTACTACTTTATATGACCAAAAGTTATGTAATTTACCTA



TAAAGATAAACACTTTTTAATAATGCACTTACGTAAGTTTGTATATTACTTAAGTC
TTACTTTTGTGTTGTTGGTGTTTTTGTGAGGATCAGGCGGCGCGTGTGGATACGGG
AACTTATACAGCCAAGGATATGGCACGAACACGGCAGCTCTAAGCACGGCTCTAT
TTAACGGTGGCCTAACCTGCGGTGCGTGTTTTCAGATAAAATGCGTAAACGACCC
AAAATGGTGTCTCGGAGGAACAATCACCGTCACGGGAACAAACTTTTGTCCACCG
AACTTTGCTCAGGCCAACGACGCCGGAGGTTGGTGTAACCCTCCTCAACATCACT
TCGATTTGGCTCAGCCCATCTTCCTCCGCATCGCTAAATACAAAGCCGGCGTCGTC
CCCGTTCAATACCGGAGGTACGTTAACCGATCTCGGTTTAGCTCTGTTCGGTTTAC
CAAAGAATTTGATAATTTATTTACTAATTAATCTTCTTTGTGCTCTGTTTCGGAAA
CAGAGTGGCTTGCCGGAGAAAAGGAGGGATACGATTCACCATCAACGGTCACTC
ATACTTCAACCTAGTTCTCATAACCAACGTAGCCGGCGCCGGAGATGTTACCTCC
GTCTCCGTTAAAGGAACCAGAACAGGATGGCAAAGCATGTCGAGAAACTGGGGA
CAGAACTGGCAAAGCAACGCGAATCTTGATGGTCAAGCTCTCTCGTTCAAAGTGA
CAACTAGTGATGGACGTACAGTTGTATCTAACAACGCTACTCCACGTAACTGGAG
CTTCGGACAGACTTACACCGGAAGACAGTTCCGGGCTCCGAGGTGATGATTGATG
ACCACGCGGACTTAATGGAGGC



