IDENTIFICATION

Species: Capsella grandiflora
Locus: Cagra.0887S0002

Gene Model: Cagra.0887S0002.1.p
Description: CgrEXPA-08
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 hd
Name Accession Description Interval E-value
[+] PLN00050 super family cI31535 expansin A; Provisional 1-249 1.22e-140
SEQUENCES

Peptide

>CgrEXPA-08

MALFAFLFMAILGVMTSCVNGYAGGGWVNAHATFYGGGDASGTMGGACGYGNLY
SQGYGTNTAALSTALFNNGLSCGACFELRCQNDGKWCLPGSIVVTATNFCPPNNALP
NNAGGWCNPPQQHFDLSQPVFQRIAQYRAGIVPVAYRRVPCVRRGGIRFTINGHSYF

NLVLITNVGGAGDVHSVMVKGSRTGWQSMSRNWGQNWQSNSYLNGQALSFKVTT

SDGRTHSNNAAPAGWSFGQTFTGAQLR*

CDS (coding sequence)
>CgrEXPA-08

ATGGCTCTTTTCGCCTTCTTGTTTATGGCTATCCTCGGAGTAATGACGTCATGTGT
CAATGGCTACGCCGGAGGAGGTTGGGTTAACGCACACGCCACATTCTACGGCGGT
GGTGATGCTTCCGGCACAATGGGAGGTGCTTGTGGGTACGGAAACTTATATAGCC
AAGGTTATGGAACCAATACCGCAGCGCTAAGCACGGCTCTGTTCAACAACGGTTT
GAGCTGTGGTGCTTGCTTCGAGCTAAGATGCCAAAACGATGGGAAATGGTGTCTC
CCTGGCTCAATCGTCGTCACAGCCACAAACTTTTGCCCGCCTAACAACGCTTTACC
GAACAACGCGGGAGGTTGGTGTAACCCTCCTCAGCAGCATTTTGATCTCTCTCAG
CCCGTATTTCAACGCATCGCTCAATACAGAGCTGGCATTGTCCCCGTCGCTTACCG
AAGAGTGCCATGCGTGAGAAGGGGAGGAATAAGGTTTACGATAAACGGACACTC
ATACTTCAACCTGGTTCTGATTACTAACGTCGGAGGAGCCGGAGATGTTCACTCT
GTGATGGTCAAAGGATCAAGAACAGGGTGGCAATCCATGTCAAGAAACTGGGGA
CAAAACTGGCAGAGCAACTCTTACCTAAACGGACAAGCTCTGTCTTTCAAAGTCA
CAACAAGCGACGGTCGAACCATCATCTCCAACAACGCCGCTCCCGCAGGCTGGTC
CTTTGGCCAGACCTTTACAGGCGCGCAGTTACGTTAG

Nucleotide

>CgrEXPA-08

CAAAAACGTAATTCACCACTTTTAAGTTTTTTTCTATAAATTGAACTACTCGTCTC
CTTTGCATTTTCCAATTCTAAACCAAACAACAGATTCTCATAAACACCTCTTCTTC
TTTCCTCTTTAAGAAAGGAAGAAAGATCAAAACCTTCCAAAGTAATCATTTCCTC
TCTCTCTTTCTCTCACAACACATTCACTAGTTTTAGCTTCACAGAATCTAACTTCAT
TTAACTATGTGCAGGTTTACACAAAAAAGAGAGAACAATGGCTCTTTTCGCCTTC




TTGTTTATGGCTATCCTCGGAGTAATGACGTCATGTGTCAATGGCTACGCCGGAG
GAGGTTGGGTTAACGCACACGCCACATTCTACGGCGGTGGTGATGCTTCCGGCAC
AATGGGTATGTTACCTAGAAACCTTCTAGTCAGTCATTATTAAGCTTTCAAAATTT
TGCATTAGTCCCAATTCTCACATCTCTGAAAATTTTGGTTTTTCAGGAGGTGCTTG
TGGGTACGGAAACTTATATAGCCAAGGTTATGGAACCAATACCGCAGCGCTAAG
CACGGCTCTGTTCAACAACGGTTTGAGCTGTGGTGCTTGCTTCGAGCTAAGATGC
CAAAACGATGGGAAATGGTGTCTCCCTGGCTCAATCGTCGTCACAGCCACAAACT
TTTGCCCGCCTAACAACGCTTTACCGAACAACGCGGGAGGTTGGTGTAACCCTCC
TCAGCAGCATTTTGATCTCTCTCAGCCCGTATTTCAACGCATCGCTCAATACAGAG
CTGGCATTGTCCCCGTCGCTTACCGAAGGTACAATCTTTCTTCAAAGTCTCCTACT
TTTACACTAAAGAGAGCTACTCTGTTTTTATCCCAAAACAGAGTATGTGACTGAA
TAAAGAATTTCAAGAAACAGAGCTGCTCTGTTTTTTTCTCCGAATCTTACTCTGTT
TTACATTATGTTGTGGTTTGCTTTAACAGAGTGCCATGCGTGAGAAGGGGAGGAA
TAAGGTTTACGATAAACGGACACTCATACTTCAACCTGGTTCTGATTACTAACGT
CGGAGGAGCCGGAGATGTTCACTCTGTGATGGTCAAAGGATCAAGAACAGGGTG
GCAATCCATGTCAAGAAACTGGGGACAAAACTGGCAGAGCAACTCTTACCTAAA
CGGACAAGCTCTGTCTTTCAAAGTCACAACAAGCGACGGTCGAACCATCATCTCC
AACAACGCCGCTCCCGCAGGCTGGTCCTTTGGCCAGACCTTTACAGGCGCGCAGT
TACGTTAGGAAGGGGGTGATATCGTCAAAGAAACATCATCTTACTGATCGTGTGG
TTCGTCTATGTTAGTAGAAGCAAAGTAGAGAGAGAGGAGCATAATAGTAATTTG
GTCCTTTCTTACAGTTGGGGTTACCTGAACAAAAAGAGAAGTGGTGCTTCTGTGA
GTGCTTGATTTTGCACGAGGCCCTTGATGACGTCTTCTTTGTTTTGGGGACCTTTT
CTTTATCTTTTTTTTTTATATATTTTGATTGGTGAGGTTTTTTTATGTTATACTGATG
CAGAGGTGGATTAAGTTACCACCCGCTAGTAATAGTAATTGTAGTAGTCTCTCTT
ACTTGTTATTTGTAATCCCTTCTCGAAACGAGAGGGAGAGTGTTTTAGATTGTATT
AGTCTCGTTCAAAGTCATGTTATGTTGTAAATTTTTCGATTTTTA




