IDENTIFICATION

Species: Capsella grandiflora
Locus: Cagra.20943S0002

Gene Model: Cagra.20943S0002.1.p
Description: CgrEXPA-24

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-24
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Superfanilies PLN00193

List of domain hits d
Name Accession Description Interval E-value
[+] PLN00193 super family 3423 expansin-A; Provisional 47-270 1.03e-96
SEQUENCES

Peptide

>CgrEXPA-24

MKLLEKMIYVECFMLIMVTCFVSLSLGDIDDVAEAPMIGHDGNGLDTSWYDARATF
YGDVHGVGTQQGACGYGDLFKQGYGLETAALSTALFNNGYTCGACYEIMCTRAPQ
WCWPGSIKITATNFCPPDYTKTRDIWCNPPQKHFDLSQPMFLKIAKYRAGVVPVRYR
RIPCAKAGGVKFELKGNPYFLIVLPYNVGGAGDIKYVQVKGTRTGWITMSKNWGQON
WTTGVVLTGQGLSLRITTSDGITKDFINVVPPSWGFGQTFDGKFNF*

CDS (coding sequence)
>CgrEXPA-24

ATGAAACTCTTAGAAAAAATGATATATGTAGAATGTTTTATGTTAATTATGGTGA
CATGTTTCGTATCTTTGAGTCTTGGTGACATAGATGATGTAGCCGAAGCACCCAT
GATTGGTCATGATGGCAACGGGCTCGACACTTCTTGGTATGACGCACGAGCCACG
TTTTACGGTGATGTCCATGGTGTAGGCACTCAACAGGGAGCTTGTGGATATGGTG
ATCTATTCAAACAAGGCTATGGTCTAGAGACAGCAGCATTAAGCACGGCACTCTT
CAACAACGGATACACATGCGGGGCTTGTTACGAGATCATGTGTACACGTGCTCCA
CAATGGTGTTGGCCCGGATCTATCAAGATCACAGCAACAAATTTCTGTCCACCAG
ATTACACCAAAACTAGAGACATTTGGTGTAATCCACCACAAAAACACTTTGATCT
CTCCCAACCAATGTTCCTCAAGATCGCCAAGTACAGAGCCGGGGTTGTCCCGGTT
AGATACAGACGTATTCCTTGTGCAAAAGCCGGTGGTGTCAAGTTTGAACTCAAAG
GTAACCCTTATTTCTTGATAGTCTTGCCATACAATGTAGGCGGAGCGGGAGATAT
TAAGTACGTGCAAGTCAAGGGAACAAGGACCGGGTGGATAACAATGAGTAAGAA
TTGGGGACAAAACTGGACCACTGGTGTTGTATTGACCGGCCAAGGTTTATCATTG
AGGATTACGACAAGTGATGGGATTACAAAGGATTTTATCAATGTAGTTCCACCAA
GTTGGGGATTTGGTCAAACTTTTGATGGAAAATTTAACTTTTAG

Nucleotide
>CgrEXPA-24

ATGAAACTCTTAGAAAAAATGATATATGTAGAATGTTTTATGTTAATTATGGTGA
CATGTTTCGTATCTTTGAGTCTTGGTGACATAGATGATGTAGCCGAAGCACCCAT
GATTGGTCATGATGGCAACGGGCTCGACACTTCTTGGTATGACGCACGAGCCACG
TTTTACGGTGATGTCCATGGTGTAGGCACTCAACGTAAGTTCAAATAATTCCTTTT



AAAATACATATAGATATAATTGATTTAGAATACCAAAATTTTTTACTATATGATA
AGCTAACATCTAACGATAGTAGCAAACACAAACGTAAAGGCCATGTCAAATTATT
ACATACTCACTTTACGTCATTATACATTCAATAGAGGGAGCTTGTGGATATGGTG
ATCTATTCAAACAAGGCTATGGTCTAGAGACAGCAGCATTAAGCACGGCACTCTT
CAACAACGGATACACATGCGGGGCTTGTTACGAGATCATGTGTACACGTGCTCCA
CAATGGTGTTGGCCCGGATCTATCAAGATCACAGCAACAAATTTCTGTCCACCAG
ATTACACCAAAACTAGAGACATTTGGTGTAATCCACCACAAAAACACTTTGATCT
CTCCCAACCAATGTTCCTCAAGATCGCCAAGTACAGAGCCGGGGTTGTCCCGGTT
AGATACAGACGTATTCCTTGTGCAAAAGCCGGTGGTGTCAAGTTTGAACTCAAAG
GTAACCCTTATTTCTTGATAGTCTTGCCATACAATGTAGGCGGAGCGGGAGATAT
TAAGTACGTGCAAGTCAAGGGAACAAGGACCGGGTGGATAACAATGAGTAAGAA
TTGGGGACAAAACTGGACCACTGGTGTTGTATTGACCGGCCAAGGTTTATCATTG
AGGATTACGACAAGTGATGGGATTACAAAGGATTTTATCAATGTAGTTCCACCAA
GTTGGGGATTTGGTCAAACTTTTGATGGAAAATTTAACTTTTAG




