IDENTIFICATION

Species: Capsella rubella

Locus: Carub.0003s0237

Gene Model: Carub.0003s0237.1.p
Description: CrEXPA-07

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
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DOMAIN ARCHITECTURE
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Superfanilies PLNOOOS0O

SEQUENCES
Peptide
>CrEXPA-07

MQRLLLPLLFLTLLQPAISHYSSSTSSPSSSSVSSDASEWRPARATYYAATNPRDAVGG
ACGYGDLVKSGYGMATVGVSETLFERGQICGACYELRCVDDLRWCIPGTSIILTATN
FCAPNYGFDPEAGGHCNPPNKHFVLPIEAFEKIAIWKAGNMPVQYRRINCRREGSMR
FTVDGGGIFISVLITNVAGSGDIAAVKIKGSRTGWLPMGRNWGQNWHINADLKNQAL
SFEVTSSDRSTVTSYNVSPKNWNYGQTFEGKQFETP*

CDS (coding sequence)
>CrEXPA-07

ATGCAACGGTTGCTTCTACCTTTACTCTTCCTTACACTGTTACAGCCGGCGATTTC
TCATTACTCTTCGTCAACCTCTTCACCTTCTTCTTCCTCCGTATCTTCCGACGCCTC
AGAATGGCGGCCAGCTCGAGCCACCTACTACGCGGCGACGAATCCTCGGGACGC
GGTGGGCGGTGCGTGTGGGTACGGAGATCTCGTCAAATCTGGATACGGAATGGCT
ACGGTTGGTGTGAGCGAGACTCTGTTTGAGCGTGGTCAGATCTGTGGTGCTTGTT
ACGAGCTCAGATGTGTTGATGATCTCCGTTGGTGTATCCCTGGAACTTCTATCATT
CTCACCGCTACTAATTTTTGTGCTCCTAATTACGGATTTGATCCAGAAGCTGGTGG
TCACTGTAATCCACCCAACAAACATTTCGTGCTTCCCATCGAAGCGTTTGAGAAG
ATCGCTATTTGGAAAGCTGGCAACATGCCGGTGCAGTATCGGAGGATCAACTGCA
GAAGGGAAGGGAGCATGCGGTTTACAGTTGATGGTGGGGGCATTTTCATCTCGGT
TCTTATCACCAATGTTGCGGGATCCGGTGATATAGCTGCTGTGAAGATCAAAGGG
TCGAGAACCGGGTGGTTACCTATGGGTCGGAATTGGGGACAAAATTGGCATATCA
ATGCTGATCTCAAGAACCAAGCTCTCTCATTTGAGGTAACTTCTAGTGACAGGTC
AACCGTGACATCTTACAATGTCTCTCCTAAAAACTGGAATTACGGACAGACCTTC
GAAGGGAAACAATTCGAGACTCCGTGA

Nucleotide
>CrEXPA-07

TTCCCACTAAAGGAGTAAAAAGACTAACAAAAAGAGAAACCAAAAATCAAATCT

CTCTCAAAAATCAAACGCTTTGTTGTACTTTACTCCTCTCTCGCCGGAGAGATGCA
ACGGTTGCTTCTACCTTTACTCTTCCTTACACTGTTACAGCCGGCGATTTCTCATTA
CTCTTCGTCAACCTCTTCACCTTCTTCTTCCTCCGTATCTTCCGACGCCTCAGAATG
GCGGCCAGCTCGAGCCACCTACTACGCGGCGACGAATCCTCGGGACGCGGTGGG



CGGTGCGTGTGGGTACGGAGATCTCGTCAAATCTGGATACGGAATGGCTACGGTT
GGTGTGAGCGAGACTCTGTTTGAGCGTGGTCAGATCTGTGGTGCTTGTTACGAGC
TCAGATGTGTTGATGATCTCCGTTGGTGTATCCCTGGAACTTCTATCATTCTCACC
GCTACTAATTTTTGTGCTCCTAATTACGGATTTGATCCAGAAGCTGGTGGTCACTG
TAATCCACCCAACAAACATTTCGTGCTTCCCATCGAAGCGTTTGAGAAGATCGCT
ATTTGGAAAGCTGGCAACATGCCGGTGCAGTATCGGAGGTGCGTTTTCTCTCTCT
CTCATAACATTGTTTTGTTTTTTTTTTTAAATTTCCAATTTGTTTCGCGTTTTGGGA
GAAAATGCGTTTGCGGTGGTGGGAACGCGCTTCTGCTTTTTCTTTGTTTGGCCCTC
CTCTTTCGATTTAAAAATGGAGGCGAAGATGCCTCTTTTGCTTTTGTGTTTTCCGT
CTTCTTCGATATCCGTGTGCTTTACATGAGCTGGGTTTACCCTAAGTGATGTCTCG
AATCAGCCATTTACTTTTTTGCCCTTGATCGCTCTATTCGAGTAGTTTAGTGTTTAC
AGATTATTTATACAAGAGAAATTTGTATTGGATAGGTTTGATTGGATTGATGACA
ACATTGTAGTAAATCTGAATAGTATTGCCTCTCGTTTCAAATGCTAGGAAGGTTA
GTCTGTATAATACAGGGGTGTAGATAAAATGTTTATTTTAGACATTTTCATCTTAA
CAATGAGATGAAGAAGAGAGGAAACCAAATGATATGACTGAAATTGATCGCTTT
GGTAAAGTTTTAGTCATGAGGCGATAATCAACTCTTTAGGTTCATGATTGTCTGG
ATCGTTGGTTTGCCAATCGTTTGGAGCTGAACCTGTAAAGAGTAGTTGCATATTA
CTTCAAGTTATGGCTTGACAAAACATGTAACTATTATTCTTGTTGGTTTTACCAAA
ACAGGATCAACTGCAGAAGGGAAGGGAGCATGCGGTTTACAGTTGATGGTGGGG
GCATTTTCATCTCGGTTCTTATCACCAATGTTGCGGGATCCGGTGATATAGCTGCT
GTGAAGATCAAAGGGTCGAGAACCGGGTGGTTACCTATGGGTCGGAATTGGGGA
CAAAATTGGCATATCAATGCTGATCTCAAGAACCAAGCTCTCTCATTTGAGGTAA
CTTCTAGTGACAGGTCAACCGTGACATCTTACAATGTCTCTCCTAAAAACTGGAA
TTACGGACAGACCTTCGAAGGGAAACAATTCGAGACTCCGTGAGACAAACACGG
GTTTATGGAGATATCTCGTGATTCTTTTTTCCTGGTCGGAATTTTTTTGATGGCAA
GTATATCGATCTTGGTCTAAGGTTATCTTCTTAGGGTTGAAAAGGAAGGAACTTG
GGTCAGACTTTTGCATTTCATCGTCTCTCTCTTTTCCCACGCATAGGTACAAATAT
CACCAATGTACTAAGAACAGTGATCACACAAACATCACTACTGTATCTATTTGTT
TACAATACTAAAGGAGCTTAAGCTTCCTTTCAAATGCTTAAAGCTAATGATGAGC
ATTGAGTCT




