IDENTIFICATION

Species: Capsella rubella

Locus: Carub.0008s0787

Gene Model: Carub.0008s0787.1.p
Description: CrEXPA-25

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



https://phytozome-next.jgi.doe.gov/info/Crubella_v1_1
https://www.genome.jp/entry/gn:T02984

GENE STRUCTURE

CrEXPA-25

L 1 L 1 1 L 1 -
Gbp 2bp 300bp G0t 800y 1000 1300bp

Legend:
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DOMAIN ARCHITECTURE

125 150 175
P T ST AT S U |

Query seq.
Superfanilies PLNOOOS0

List of domain hits "

+ Name Accession Description Interval E-value
[+ PLNO0050 super family ci31535 expansin A; Provisional 40-261 2.49e-98

SEQUENCES
Peptide
>CrEXPA-25

MKLLEKMIYLEFLMITMAMWLVPMSYGQVADVRDQARSVGTAWSDARATFYGDIH
GGGTQQGACGYGNLFKQGYGLATAALSTALFNNGYTCGACFEIMCTNDPQWCLPGS
IKITATNFCPSNYTKNKDIWCNPPQKHFDLSLPMFLKIAKYRAGVVPVKYRRVPCMK
MGGVKFETSGNKYFLLILPYNVGGAGDIKYIQVKGNKTGWITMTKNWGQHWTTSV
VLIGQGLSFRVTTSAGITKDFINVVPKNWGFGQTFDGRINF*

CDS (coding sequence)
>CrEXPA-25

ATGAAACTCTTAGAAAAAATGATATATTTAGAATTCTTGATGATAACAATGGCGA
TGTGGCTCGTGCCCATGAGTTACGGTCAAGTAGCCGATGTTAGGGATCAAGCCAG
GTCAGTGGGCACTGCTTGGTCTGACGCACGAGCCACATTTTATGGTGACATTCAT
GGTGGAGGAACTCAACAGGGAGCTTGTGGATACGGCAATTTATTCAAACAAGGC
TATGGTCTAGCCACAGCAGCGTTAAGCACGGCACTCTTCAACAACGGGTACACAT
GCGGTGCTTGCTTTGAGATCATGTGCACGAATGATCCACAATGGTGTTTGCCCGG
ATCCATCAAGATCACCGCTACAAACTTCTGTCCATCAAATTACACCAAAAACAAA
GACATTTGGTGCAACCCACCACAAAAGCACTTTGATCTCTCCCTACCCATGTTCCT
CAAGATCGCAAAGTACAGAGCCGGGGTTGTCCCAGTTAAATACAGGCGTGTCCCT
TGTATGAAAATGGGTGGTGTCAAGTTCGAAACCAGTGGAAACAAATACTTCTTAT
TGATCTTGCCATACAATGTAGGAGGAGCTGGAGACATTAAATACATACAAGTTAA
GGGGAACAAGACCGGGTGGATAACAATGACAAAGAACTGGGGACAACATTGGA
CCACTAGTGTTGTATTGATCGGCCAAGGGTTATCGTTCAGGGTTACGACAAGTGC
TGGGATTACAAAAGATTTCATAAATGTGGTGCCGAAAAACTGGGGTTTCGGACAA
ACTTTTGATGGAAGGATTAATTTTTAG

Nucleotide
>CrEXPA-25

ATGAAACTCTTAGAAAAAATGATATATTTAGAATTCTTGATGATAACAATGGCGA
TGTGGCTCGTGCCCATGAGTTACGGTCAAGTAGCCGATGTTAGGGATCAAGCCAG
GTCAGTGGGCACTGCTTGGTCTGACGCACGAGCCACATTTTATGGTGACATTCAT
GGTGGAGGAACTCAACGTAAGTTAAAAATATTACTAATAGTTTTATATCTTGTTC
CTATATTTTTTGTTTTTGTTAAAATTATTTAGTTCTTGGTCTTAAATTATAATTAAT




TTTGTTAGTGAGTTAAATGTCTTAATGGTTTTTTTTATAAATTGAATTGAATGTCG
CAAGTAATATAGTTCTTGATCTTCTCTTTCGTATACATAAATCTATAAATTTTTGTT
AAAAAAAAAAATCTATAAATTTAGGACATAAATATATAATTAATTGAAATGCCA
AAAAACATTACTATATGATTAGGTTGATATCATTACATAATTTACATTTTGACCCA
AAAAATGAAGATAGTATGTAAATATAAAACCAACACGTAACAAACATTCAAAGT
TTAGTTACATTTTTATTTTATTTTGAATTATTATTACATATATATGTACTCACTTTG
TTTTTTTATTATACATTTTCAATAGAGGGAGCTTGTGGATACGGCAATTTATTCAA
ACAAGGCTATGGTCTAGCCACAGCAGCGTTAAGCACGGCACTCTTCAACAACGG
GTACACATGCGGTGCTTGCTTTGAGATCATGTGCACGAATGATCCACAATGGTGT
TTGCCCGGATCCATCAAGATCACCGCTACAAACTTCTGTCCATCAAATTACACCA
AAAACAAAGACATTTGGTGCAACCCACCACAAAAGCACTTTGATCTCTCCCTACC
CATGTTCCTCAAGATCGCAAAGTACAGAGCCGGGGTTGTCCCAGTTAAATACAGG
CGTGTCCCTTGTATGAAAATGGGTGGTGTCAAGTTCGAAACCAGTGGAAACAAAT
ACTTCTTATTGATCTTGCCATACAATGTAGGAGGAGCTGGAGACATTAAATACAT
ACAAGTTAAGGGGAACAAGACCGGGTGGATAACAATGACAAAGAACTGGGGAC
AACATTGGACCACTAGTGTTGTATTGATCGGCCAAGGGTTATCGTTCAGGGTTAC
GACAAGTGCTGGGATTACAAAAGATTTCATAAATGTGGTGCCGAAAAACTGGGG
TTTCGGACAAACTTTTGATGGAAGGATTAATTTTTAG




