IDENTIFICATION

Species: Capsella rubella

Locus: Carub.0001s1225

Gene Model: Carub.0001s1225.1.p
Description: CrEXPA-02

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-02

L 1 1 1 1 1 .
Gbp 20bp 400bp Gt $iibp 1000bp

Legend:

Exon — Iniron

DOMAIN ARCHITECTURE

5 100 125 150 175 200 25
ettt e — L

Query seq.
Superfanilies

PLNO019S
List of domain hits o

+ Name Accessi on Description Interval  E-value
[+] PLN0O0193 super family 33423 expansin-A; Provisional 32-262 4 11e-90
SEQUENCES

Peptide

>CreXPA-02

MGPISSSWSFNKFFAIVFVVFAISGEFVAGYYRPGPWRYAHATFYGDETASETMGGA
CGYGNLFNSGYGVATAALSTTLFKDGYGCGQCFQITCMKSPHCYYGNPSTVVTATN
LCPPNWYQDSNNGGWCNPPRTHFDMAKPAFMKLANWRAGIIPVAYRRVPCQRSGG
MRFQFQGNAYWLLIFVMNVGGAGDIKSMAVKGSRTNWISMSHNWGASY QAFSSLY
GQSLSFRVTSYTTGETIYAWNVAPANWSAGKTYKATANFR*

CDS (coding sequence)
>CrEXPA-02

ATGGGTCCAATCTCAAGTTCTTGGAGTTTCAACAAATTCTTCGCGATTGTTTTTGT
CGTTTTCGCCATCTCTGGTGAGTTCGTCGCTGGATACTATCGACCAGGCCCATGGA
GGTATGCTCACGCCACTTTCTACGGCGACGAGACCGCTAGTGAAACTATGGGTGG
TGCATGTGGGTACGGAAACCTTTTTAACAGCGGATACGGTGTGGCCACGGCAGCG
CTAAGCACGACGTTGTTCAAAGACGGTTACGGATGCGGCCAATGTTTTCAAATAA
CGTGTATGAAGTCACCGCATTGTTATTATGGAAACCCATCAACGGTGGTCACAGC
CACCAACCTTTGCCCTCCTAATTGGTACCAAGACTCCAACAACGGTGGTTGGTGT
AATCCTCCTAGAACCCATTTCGATATGGCTAAACCGGCTTTCATGAAACTCGCTA
ATTGGAGGGCCGGTATCATCCCAGTTGCATACCGAAGAGTGCCATGCCAAAGGA
GTGGAGGTATGAGGTTTCAATTCCAAGGCAATGCATACTGGCTTCTGATATTCGT
CATGAACGTTGGCGGCGCCGGAGACATCAAGAGCATGGCCGTGAAAGGTAGCCG
GACGAATTGGATAAGCATGAGCCACAATTGGGGAGCATCTTACCAAGCATTCTCG
TCTCTGTACGGTCAATCTCTATCTTTCAGGGTCACTTCTTACACCACAGGTGAAAC
CATCTATGCTTGGAACGTTGCTCCAGCTAACTGGAGCGCCGGTAAGACTTACAAG
GCCACTGCCAATTTCCGTTGA

Nucleotide
>CrEXPA-02

ATGGGTCCAATCTCAAGTTCTTGGAGTTTCAACAAATTCTTCGCGATTGTTTTTGT
CGTTTTCGCCATCTCTGGTGAGTTCGTCGCTGGATACTATCGACCAGGCCCATGGA
GGTATGCTCACGCCACTTTCTACGGCGACGAGACCGCTAGTGAAACTATGGGTAC
GTTAACATTTTCATTTCACTTCTCAGCTTGCATATATCATTTGCATGTTTTTTTTCT
TTTTGGTTTAAATATCATTTTCATGTTCTCTGAACCTAAACTGATATATGATCACA



ATATGTAGGTGGTGCATGTGGGTACGGAAACCTTTTTAACAGCGGATACGGTGTG
GCCACGGCAGCGCTAAGCACGACGTTGTTCAAAGACGGTTACGGATGCGGCCAA
TGTTTTCAAATAACGTGTATGAAGTCACCGCATTGTTATTATGGAAACCCATCAA
CGGTGGTCACAGCCACCAACCTTTGCCCTCCTAATTGGTACCAAGACTCCAACAA
CGGTGGTTGGTGTAATCCTCCTAGAACCCATTTCGATATGGCTAAACCGGCTTTCA
TGAAACTCGCTAATTGGAGGGCCGGTATCATCCCAGTTGCATACCGAAGGTATAT
ATATAGGATACGATCGAGACTTAGTTATTCAACTTCATATATAATCCAAAACTAC
ATAACTAATATATGTGATTGATGAATATAGAGTGCCATGCCAAAGGAGTGGAGGT
ATGAGGTTTCAATTCCAAGGCAATGCATACTGGCTTCTGATATTCGTCATGAACG
TTGGCGGCGCCGGAGACATCAAGAGCATGGCCGTGAAAGGTAGCCGGACGAATT
GGATAAGCATGAGCCACAATTGGGGAGCATCTTACCAAGCATTCTCGTCTCTGTA
CGGTCAATCTCTATCTTTCAGGGTCACTTCTTACACCACAGGTGAAACCATCTATG
CTTGGAACGTTGCTCCAGCTAACTGGAGCGCCGGTAAGACTTACAAGGCCACTGC
CAATTTCCGTTGA



