IDENTIFICATION

Species: Capsella grandiflora
Locus: Cagra.20943S0003

Gene Model: Cagra.20943S0003.1.p
Description: CgrEXPA-25

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
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Gy seq,

Superfanilies PLNOOOS0

Name Accession Description Interval E-value
[+] PLN0O0050 super family  ci31535 expansin A. Provisional 43-238  1.04e-77
SEQUENCES

Peptide

>CgrEXPA-25

MKLLEKITYVECFMLIMVTWFVSMSHGENGKVAEAPLGNPTNGLDTSWYDARATFY
GDIHGGGTLEGACGYGNKPTYGLATAALSTVLFNNGYTCGACYEIMCTRSPQWCLP
GSIKITATNFCPPDSAWCNAPNKHFDLSQPMFLKIAQYKAGIVPIRYRRVSCSRDGGA
GDIKYVQVKGSKTGWITMARNWGQNWSTSVVPTGQSLSLRVTTSDGVTKDFINVMP
SNWGFGQTFDGKTNF*

CDS (coding sequence)
>CgrEXPA-25

ATGAAACTCTTAGAAAAAATTACTTATGTAGAATGTTTTATGTTAATTATGGTGAC
ATGGTTTGTGTCCATGAGTCATGGTGAGAATGGTAAAGTAGCCGAAGCACCACTA
GGCAACCCAACCAACGGACTCGACACTTCTTGGTATGACGCTCGAGCCACATTTT
ATGGTGATATCCATGGTGGAGGCACTCTAGAAGGAGCTTGTGGATACGGTAACA
AACCAACGTATGGTCTAGCCACAGCAGCATTGAGCACGGTGCTTTTCAACAATGG
GTACACTTGCGGAGCTTGTTACGAGATCATGTGTACACGTTCTCCACAATGGTGTT
TGCCTGGATCTATCAAGATCACAGCGACAAATTTCTGTCCACCAGATTCTGCTTG
GTGCAACGCGCCAAACAAACACTTTGATCTCTCCCAACCAATGTTCCTCAAGATC
GCTCAGTACAAAGCCGGGATTGTCCCGATTAGATACAGACGTGTTTCTTGTTCGA
GAGATGGAGGAGCCGGAGATATTAAGTACGTCCAAGTTAAGGGAAGCAAAACCG
GGTGGATAACAATGGCAAGAAACTGGGGACAAAACTGGAGCACTAGTGTTGTTC
CAACTGGTCAGAGCTTATCATTGAGAGTTACGACGAGTGATGGTGTTACAAAGGA
CTTTATTAATGTGATGCCATCAAATTGGGGATTTGGACAAACTTTTGATGGGAAG
ACTAACTTTTAA

Nucleotide
>CgrEXPA-25

ATGAAACTCTTAGAAAAAATTACTTATGTAGAATGTTTTATGTTAATTATGGTGAC
ATGGTTTGTGTCCATGAGTCATGGTGAGAATGGTAAAGTAGCCGAAGCACCACTA
GGCAACCCAACCAACGGACTCGACACTTCTTGGTATGACGCTCGAGCCACATTTT
ATGGTGATATCCATGGTGGAGGCACTCTAGGTAAGTTAAAAAAAAACACTAATAT
ATTCTTGAACTAATTATTGAATTATATTTGTATAGATTTCGATTGTTTAAAATGCT



AACTTTTGTATTTACGATTGCATTGGGCAATTCTCACAAATAGCACAAAAATAGT
TTTAAAATACATAAAACCTATAATTCATTTGGAAGACCATTATATTAGCTATTCAC
TCTTGTTTCTTTATACATGTAATAGAAGGAGCTTGTGGATACGGTAACAAACCAA
CGTATGGTCTAGCCACAGCAGCATTGAGCACGGTGCTTTTCAACAATGGGTACAC
TTGCGGAGCTTGTTACGAGATCATGTGTACACGTTCTCCACAATGGTGTTTGCCTG
GATCTATCAAGATCACAGCGACAAATTTCTGTCCACCAGATTCTGCTTGGTGCAA
CGCGCCAAACAAACACTTTGATCTCTCCCAACCAATGTTCCTCAAGATCGCTCAG
TACAAAGCCGGGATTGTCCCGATTAGATACAGACGTGTTTCTTGTTCGAGAGATG
GTGGTGTCAAGTTTGAAACCAAGGAAACCCTAATTTCTTAATGATCTTGGCGTAT
AATGTAGGAGGAGCCGGAGATATTAAGTACGTCCAAGTTAAGGGAAGCAAAACC
GGGTGGATAACAATGGCAAGAAACTGGGGACAAAACTGGAGCACTAGTGTTGTT
CCAACTGGTCAGAGCTTATCATTGAGAGTTACGACGAGTGATGGTGTTACAAAGG

ACTTTATTAATGTGATGCCATCAAATTGGGGATTTGGACAAACTTTTGATGGGAA
GACTAACTTTTAA



