IDENTIFICATION

Species: Capsella grandiflora
Locus: Cagra.1960S0011

Gene Model: Cagra.1960S0011.1.p
Description: CgrEXPA-15
Family: Alpha 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

CerEXPA-15
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Superfanilies PLN00133

Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 29-249 3.59e-112
SEQUENCES

Peptide

>CgrEXPA-15

MSMLGLVLLVLTVLALSEARIPGVYNGGGWETAHATFYGGSDASGTMGGACGYGN
LYSQGYGVNTAALSTALFNNGFSCGACFELKCASDPRWCHSGSPSIFVTATNFCPPNF
AQPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSFRRVPCRKRGGIRFTINGFR
YFNLVLVTNVAGAGNIVRLGVKGTHTSWMSMSRNWGQNWQSNSVLVGQSLSFRVT
SSDRRSSTSWNIAPANWQFGQTFM*

CDS (coding sequence)
>CgrEXPA-15

ATGTCGATGTTGGGTTTGGTTTTATTGGTTCTTACCGTTCTTGCATTGTCTGAAGC
AAGAATCCCTGGAGTTTACAATGGTGGTGGTTGGGAAACTGCTCATGCCACTTTC
TATGGCGGCTCTGATGCTTCTGGCACCATGGGAGGTGCTTGTGGTTATGGTAACTT
ATACAGCCAAGGCTACGGTGTGAACACGGCGGCTCTAAGCACGGCTCTGTTCAAC
AATGGATTTAGCTGTGGTGCTTGTTTTGAGCTCAAATGCGCAAGTGACCCAAGAT
GGTGCCATTCTGGTAGCCCTTCGATCTTCGTCACCGCGACCAACTTCTGTCCTCCT
AACTTCGCTCAGCCTAGTGACAATGGCGGCTGGTGTAACCCTCCTAGGCCTCACT
TCGATCTCGCTATGCCTATGTTCCTCAAGATCGCTGAGTATCGTGCCGGAATCGTC
CCCGTCTCTTTCCGCCGTGTGCCTTGCCGGAAGAGAGGTGGTATAAGGTTCACGA
TCAACGGCTTCCGTTACTTCAACTTGGTTCTAGTCACGAACGTCGCGGGAGCCGG
AAACATCGTGCGGCTAGGCGTGAAAGGAACGCACACTTCGTGGATGAGCATGAG
TCGTAACTGGGGACAAAACTGGCAGTCAAACTCGGTTTTGGTCGGTCAGTCGCTT
TCGTTTAGAGTTACGAGCAGTGATCGTAGGAGCTCGACGTCGTGGAACATTGCTC
CGGCGAATTGGCAGTTTGGTCAGACCTTCATG

Nucleotide
>CgrEXPA-15

TCACTATATAGTATAGAATAGTTTTTACATACTAATATGTGAATGTTACAATTGTA
TATGCTTTATTGTAATTTATATATACACCTCTCTCCTCCACAACCCTTCCCTACACA
CAATATGAAACACTCGCTCCAATAATAATCTCTTCTTCTTCCTCTGCCTCTTTCTCC
CAAAAGCTCTCTCTCTGTGTCTCTCGTAATGTCGATGTTGGGTTTGGTTTTATTGG

TTCTTACCGTTCTTGCATTGTCTGAAGCAAGAATCCCTGGAGTTTACAATGGTGGT



GGTTGGGAAACTGCTCATGCCACTTTCTATGGCGGCTCTGATGCTTCTGGCACCAT
GGGTATGTCTCTGTACTCTTCTCTTTCATCAAATTCGTTCATTTTCATCAATCTAAA
CCTAAAGTTCCCATCTTTATTTGTAACCACATTGTCAAAATTTGAGTTTTTACTTC
AAAGGTTTCAGCTTTAATACAAACCCAAACATAAAGTTTCTATCTTTCTTAAACCA
CATTGTCAAATTAACGATTTTGTTTTAACTTCTTGATTATACTCCTCAAAGGTTTA
ATTTTTTGCTCTGTTTTTGTATTTCTCAGGAGGTGCTTGTGGTTATGGTAACTTATA
CAGCCAAGGCTACGGTGTGAACACGGCGGCTCTAAGCACGGCTCTGTTCAACAAT
GGATTTAGCTGTGGTGCTTGTTTTGAGCTCAAATGCGCAAGTGACCCAAGATGGT
GCCATTCTGGTAGCCCTTCGATCTTCGTCACCGCGACCAACTTCTGTCCTCCTAAC
TTCGCTCAGCCTAGTGACAATGGCGGCTGGTGTAACCCTCCTAGGCCTCACTTCG
ATCTCGCTATGCCTATGTTCCTCAAGATCGCTGAGTATCGTGCCGGAATCGTCCCC
GTCTCTTTCCGCCGGTAAGAATTACAACTTTTAGAGATGAGAAACTGTGTTAAGG
GTTTAGATTAGGGTTAACTATAGTAGATTATAAAGTTTGGGGTGTGAGACCTTAA
TATTAGAAGTATTTGGGAATGAAGTTGAGAAGTCTCAGTCCTGACTAAATGAACA
AGTGAGGTTAATGTCGGCAGAATTAAAAGTTTTAGGGTACTAGTTGAGAAGTCTT
TCTTATAGATTCTGAACGACTGAGGTTAATTTCAATAGGATTCAAAATTTAGGGT
ATTGAAATCAACATTTTAGAAACTAGGGTGCAGTTTGTGAAGTTTGTTTCAGGGT
TAAAAGTGTAGAAATAAAAATGTAGGGTGTGAAACATAATATTTGAAAAGTAAA
GGGGTATAGTTGAAAAGTCTTTGTCTTTTTGATTCTTGGCGCGAGTCGGTGCAGCA
TTAATGTCGGGTCTCTCGTACCAAAAATTTACCAAATCTAAAAGATCTTATTGTTC
TGCAAAAAGACGAAACTGTCCTTACAACAATCCCTTTTTTACCTTATCAGTACCAC
TCGTTAAAAGTCAATACCAACAATAATGAAAAAACTGTCTTTTAGTCAAACAACG
CGTTTTCCTCTGAAATGACGAAACTAACCTTTTGTACATTTTGTTTTTTAATTTACA
CAACAGTGTGCCTTGCCGGAAGAGAGGTGGTATAAGGTTCACGATCAACGGCTTC
CGTTACTTCAACTTGGTTCTAGTCACGAACGTCGCGGGAGCCGGAAACATCGTGC
GGCTAGGCGTGAAAGGAACGCACACTTCGTGGATGAGCATGAGTCGTAACTGGG
GACAAAACTGGCAGTCAAACTCGGTTTTGGTCGGTCAGTCGCTTTCGTTTAGAGT
TACGAGCAGTGATCGTAGGAGCTCGACGTCGTGGAACATTGCTCCGGCGAATTGG
CAGTTTGGTCAGACCTTCATG




