IDENTIFICATION

Species: Capsella grandiflora
Locus: Cagra.1383S0011

Gene Model: Cagra.1383S0011.1.p
Description: CgrEXPA-10
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Cgrandiflora_vi_1

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Cgrandiflora_v1_1

GENE STRUCTURE

CerEXPA-10
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Legend:

Exon — Intron
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Query seq. ettt

Superfanilies PLNO00OS50

Name Accession Description Interval E-value
[+] PLN0O0050 super family ci31535 expansin A; Provisional 40-234  3.49e-74
SEQUENCES

Peptide

>CgrEXPA-10

MDFGLRQLALCILPLCRLLLATAEDDWKIATATLSRDRDGSSSVATGLSGKLFNRGSS
CGACLEVRCVNHIRWCLQGSPSVVVTATDFCPPNSGLSSDYGGWCNFPKEHLELSHA
AFTGIAETRAEMVPVQYRRVMCGRRGGLRFSLNGSSHFFQVLISNVGLDGEVVGVK
VKGHTTAWITMSRNWGQNWHSSIDLIGQSLSFEVTLKGGKTIASY DVAPPYWRFGM
TYQGKQFHS*

CDS (coding sequence)
>CgrEXPA-10

ATGGATTTTGGGCTTCGGCAACTCGCATTGTGCATCCTTCCTCTCTGCCGCCTCTT
ACTAGCCACCGCCGAGGATGACTGGAAGATAGCCACAGCCACGCTCTCCAGAGA
CAGGGACGGCTCCTCCTCCGTCGCTACTGGCCTGAGCGGGAAGCTGTTCAACAGG
GGAAGCAGCTGCGGCGCTTGTCTAGAAGTGCGGTGCGTGAACCACATCCGGTGGT
GCCTCCAAGGCAGCCCTTCCGTGGTGGTCACCGCCACCGATTTCTGTCCTCCCAAT
TCGGGACTGTCCTCTGATTACGGCGGTTGGTGCAACTTCCCCAAGGAACACTTGG
AACTATCTCATGCCGCCTTCACAGGGATAGCAGAAACCAGAGCCGAGATGGTAC
CTGTACAATACAGGAGGGTCATGTGTGGGAGGAGAGGCGGATTAAGATTCAGCT
TGAACGGGAGCTCCCACTTCTTCCAGGTGTTGATAAGCAATGTCGGCCTCGACGG
GGAAGTGGTGGGAGTGAAAGTGAAGGGCCATACAACGGCTTGGATCACAATGTC
CAGAAACTGGGGACAGAACTGGCACTCTTCTATCGATCTCATCGGACAGTCTCTC
TCTTTCGAGGTTACTCTCAAAGGCGGCAAAACCATTGCCTCTTACGATGTGGCTCC
TCCGTATTGGCGCTTCGGAATGACATACCAAGGAAAGCAATTCCACTCCTGA

Nucleotide
>CgrEXPA-10

ATGGATTTTGGGCTTCGGCAACTCGCATTGTGCATCCTTCCTCTCTGCCGCCTCTT
ACTAGCCACCGCCGAGGATGACTGGAAGATAGCCACAGCCACGCTCTCCAGAGA
CAGGGACGGCTCCTCCTCCGTCGCTACTGGTCCTTTTCTCTTCTCTCTCTCCTCCTT
TTTTTTTTTTTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNAGCTATGGCG




GGTACAGCGCAGGCCTGAGCGGGAAGCTGTTCAACAGGGGAAGCAGCTGCGGCG
CTTGTCTAGAAGTGCGGTGCGTGAACCACATCCGGTGGTGCCTCCAAGGCAGCCC
TTCCGTGGTGGTCACCGCCACCGATTTCTGTCCTCCCAATTCGGGACTGTCCTCTG

ATTACGGCGGTTGGTGCAACTTCCCCAAGGAACACTTGGAACTATCTCATGCCGC

CTTCACAGGGATAGCAGAAACCAGAGCCGAGATGGTACCTGTACAATACAGGAG
GGTCATGTGTGGGAGGAGAGGCGGATTAAGATTCAGCTTGAACGGGAGCTCCCA

CTTCTTCCAGGTGTTGATAAGCAATGTCGGCCTCGACGGGGAAGTGGTGGGAGTG
AAAGTGAAGGGCCATACAACGGCTTGGATCACAATGTCCAGAAACTGGGGACAG
AACTGGCACTCTTCTATCGATCTCATCGGACAGTCTCTCTCTTTCGAGGTTACTCT

CAAAGGCGGCAAAACCATTGCCTCTTACGATGTGGCTCCTCCGTATTGGCGCTTC

GGAATGACATACCAAGGAAAGCAATTCCACTCCTGA



