IDENTIFICATION

Species: Capsella rubella

Locus: Carub.0002s1618

Gene Model: Carub.000251618.1.p
Description: CrEXPA-06

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Crubella_v1 1
KEGG: https://www.genome.jp/entry/gn:T02984

EXTERNAL RESOURCES
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+ Name Accession Description Interval E-value
[+] PLNO00S0 super family 31535 expansin A; Provisional 1-249 8.97e-140
SEQUENCES

Peptide

>CreEXPA-06

MALFAFLFMAILGVMTSCVNGYAGGGWVNAHATFYGGGDASGTMGGACGYGNLY
SQGYGTNTAALSTALFNNGLSCGACFELRCQNDGKWCLPGSIVVTATNFCPPNNALP
NNAGGWCNPPQQHFDLSQPVFQRIAQYRAGIVPVAYRRVPCVRRGGIRFTINGHSYF

NLVLITNVGGAGDVHSVMVKGSRTGWQSMSRNWGQNWQSNSYLNGQALSFKVTT

SDGQTIISNNAAPAGWSFGQTFTGAQLR*

CDS (coding sequence)
>CrEXPA-06

ATGGCTCTTTTCGCCTTCTTGTTTATGGCTATCCTCGGAGTAATGACGTCATGTGT
CAATGGCTACGCCGGAGGAGGTTGGGTCAACGCACACGCCACATTCTACGGCGG
TGGTGATGCTTCTGGCACAATGGGAGGTGCTTGTGGGTACGGGAACCTTTATAGC
CAAGGGTATGGAACTAACACCGCAGCGCTAAGCACGGCTTTGTTCAACAACGGTT
TGAGCTGTGGTGCTTGCTTCGAGCTAAGATGCCAAAACGATGGGAAATGGTGTCT
CCCTGGCTCAATCGTTGTCACAGCCACAAACTTTTGCCCGCCTAACAACGCTTTAC
CGAACAACGCGGGAGGTTGGTGTAACCCTCCTCAGCAGCATTTTGATCTCTCTCA
GCCCGTATTTCAACGCATCGCTCAATACAGAGCTGGCATTGTCCCCGTCGCTTACC
GAAGAGTGCCATGCGTGAGAAGGGGAGGAATAAGGTTTACGATAAACGGACACT
CATACTTCAACCTGGTTCTGATTACTAACGTCGGAGGGGCCGGAGATGTCCACTC
TGTGATGGTCAAAGGATCAAGAACAGGGTGGCAATCCATGTCAAGAAACTGGGG
ACAAAACTGGCAGAGCAACTCTTACCTAAACGGACAAGCTCTGTCTTTCAAAGTC
ACAACAAGCGACGGTCAAACCATCATCTCCAACAACGCCGCTCCCGCAGGCTGGT
CCTTTGGCCAGACCTTTACAGGAGCGCAGTTACGTTAG

Nucleotide
>CrEXPA-06

CAAACAACAGATTCTCATAAACACCTCTTCTTCTTTCCTCTTTAAGAAAGGAAGA
AAGATCAAAACCTTCCAAAGTAATCATTTCCTCTCTCTCTCTTTCTCTCACAACAC
ATTCACTAGTTTTAGCTTCACAGAATCTAACTACATTTAACTATGTGCAGGTTTAC
ACAAAAAGAGAGAACAATGGCTCTTTTCGCCTTCTTGTTTATGGCTATCCTCGGA
GTAATGACGTCATGTGTCAATGGCTACGCCGGAGGAGGTTGGGTCAACGCACAC
GCCACATTCTACGGCGGTGGTGATGCTTCTGGCACAATGGGTATGTTACCTAGAA



ACCTTCTAGTCAGTCATTATTAAGCTTTCAAAATTTTGCATTAGTCACAATTCTCA
AAATCTCTGAAAATTTTGGTTTTTCAGGAGGTGCTTGTGGGTACGGGAACCTTTAT
AGCCAAGGGTATGGAACTAACACCGCAGCGCTAAGCACGGCTTTGTTCAACAAC
GGTTTGAGCTGTGGTGCTTGCTTCGAGCTAAGATGCCAAAACGATGGGAAATGGT
GTCTCCCTGGCTCAATCGTTGTCACAGCCACAAACTTTTGCCCGCCTAACAACGCT
TTACCGAACAACGCGGGAGGTTGGTGTAACCCTCCTCAGCAGCATTTTGATCTCT
CTCAGCCCGTATTTCAACGCATCGCTCAATACAGAGCTGGCATTGTCCCCGTCGCT
TACCGAAGGTACAATCTTTCTTCAAAGTCTCCTACTTTTACACTAAAAAGAACAA
GAAACAGAGCTACTCTGTTTTTACTCCAAAACAGAGTATGCGACTGAATTATAAA
AACAAGAAACAGAGCTGCTCTGTTTTTTCTCCCAAATCTTACTCTGTTTTGCATTA
TGTTGTGGTTTGTTTTAACAGAGTGCCATGCGTGAGAAGGGGAGGAATAAGGTTT
ACGATAAACGGACACTCATACTTCAACCTGGTTCTGATTACTAACGTCGGAGGGG
CCGGAGATGTCCACTCTGTGATGGTCAAAGGATCAAGAACAGGGTGGCAATCCA
TGTCAAGAAACTGGGGACAAAACTGGCAGAGCAACTCTTACCTAAACGGACAAG
CTCTGTCTTTCAAAGTCACAACAAGCGACGGTCAAACCATCATCTCCAACAACGC
CGCTCCCGCAGGCTGGTCCTTTGGCCAGACCTTTACAGGAGCGCAGTTACGTTAG
GAAGGGGTGATATCGTCAAAGAAACATCATCTTTACTGATCGTGTGGTTCGTCTA
TGTTTAGTAGAAGCAAAGTAGCGAGAGAGGAGCATAATAGTAATTTGGTCCTTTC
TTACAGTTGGGGTCACCTGAACAAAAAGAGAAGTGGTGCTTCTGTGAGTGCTTGA
TTTTGCACGAGGCCCTTGATGACGTCTTCTTTGTTTTGGGGACCTTTTCTTTATCTT
TTTTTTTTATATATATTTTGATTGGTGAGGTTTTTTTATGTTATACTGATGCAGAGG
TGGATTAAGTTACCACCCGCTAGTAATAGTAATTGTAGTAGTCTCTCTTCTTGTTA
TTTGTAATCCCTTCTCGAAACGAGAGGGATGGTGTTTTTAGATTGTATTAGTCTCG
TTCAAAGTCATGTATGTT




