IDENTIFICATION

Species: Capsella rubella

Locus: Carub.0005s1180

Gene Model: Carub.0005s1180.1.p
Description: CrEXLA-02

Family: Expansin Like Alpha

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
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DOMAIN ARCHITECTURE

Py T
Query seq. MY TOHNK INNQTDLYLSHRAF RAHAKPYRGADRYLL KOG TVDVEYQR WPCNYGKRNLNYRVEERS AKVEPYFL E THPL YO GGOT EYVGIDYAQVGSSOUINH IRSDGARUGTOKVPT GALOFRF TVTGGKKT WAKRALPANUE IR IYDT GVOI TOIAQERCOTCSNIUKE
Superfanilies

Name Accession Description Interval E-value
[+] PLNO3023 super family 3362 Expansin-like B1; Provisional 1-155 8.20e-34
SEQUENCES
Peptide
>CrEXLA-02

MVTDMNKINNQTDLVLSNRAFRAMAKPVRGADRYLLKQGIVDVEYQRVPCNYGKR
NLNVRVEERSAKVEPYFLEIMPLYQGGQTEVVGIDVAQVGSSQWINMIRSDGAAWG
TDKVPTGALQFRFTVTGGKKIWAKRALPANWEIQRIYDTGVQITDIAQERCDTCSNI
WK*

CDS (coding sequence)
>CrEXLA-02

ATGGTCACAGACATGAACAAGATCAACAACCAAACCGATCTTGTCCTTAGTAATA
GAGCTTTTAGGGCTATGGCTAAACCTGTTAGAGGTGCTGACAGGTACCTTCTCAA
ACAAGGCATCGTCGATGTTGAATACCAAAGAGTTCCTTGCAACTACGGCAAAAG
GAATTTGAACGTGAGAGTTGAAGAAAGAAGCGCAAAGGTAGAGCCATACTTCTT
GGAGATAATGCCTTTGTACCAAGGAGGCCAAACCGAAGTGGTAGGTATCGACGT
TGCGCAAGTTGGTTCGTCACAATGGATTAACATGATAAGAAGCGACGGAGCCGC
GTGGGGTACTGACAAAGTACCAACCGGAGCTTTACAGTTTAGGTTTACGGTGACC
GGCGGCAAAAAAATTTGGGCCAAAAGAGCTCTCCCAGCCAACTGGGAAATTCAG
AGGATCTATGATACCGGCGTTCAGATCACTGACATTGCTCAAGAACGTTGTGATA
CATGCAGTAACATATGGAAGTGA

Nucleotide
>CrEXLA-02

CCCACTTTGCAGCGGCTACACCTTCCATTTACAAACATGGTGCTGCCTGTGGAGCT
TGCTTTCAAGTTAGATGCAAGAACCCGAAGCTGTGTACAAGTAAAGGAACCTTTG
TGATGGTCACAGACATGAACAAGATCAACAACCAAACCGATCTTGTCCTTAGTAA
TAGAGCTTTTAGGGCTATGGCTAAACCTGTTAGAGGTGCTGACAGGTACCTTCTC
AAACAAGGCATCGTCGATGTTGAATACCAAAGGTTCGATTCTTGGAACACACGTA
TACTTCTTGGTTTTTTTATGTTCACTTGATTTCTACTTTGTTACTAACAAATACATT
TTCGAAATGAAAAAAAACAGAGTTCCTTGCAACTACGGCAAAAGGAATTTGAAC
GTGAGAGTTGAAGAAAGAAGCGCAAAGGTAGAGCCATACTTCTTGGAGATAATG
CCTTTGTACCAAGGAGGCCAAACCGAAGTGGTAGGTATCGACGTTGCGCAAGTTG
GTTCGTCACAATGGATTAACATGATAAGAAGCGACGGAGCCGCGTGGGGTACTG
ACAAAGTACCAACCGGAGCTTTACAGTTTAGGTTTACGGTGACCGGCGGCAAAA




AAATTTGGGCCAAAAGAGCTCTCCCAGCCAACTGGGAAATTCAGAGGATCTATG
ATACCGGCGTTCAGATCACTGACATTGCTCAAGAACGTTGTGATACATGCAGTAA
CATATGGAAGTGAAACATTATACTTCTCGTTATTTAG



