IDENTIFICATION

Species: Capsella rubella

Locus: Carub.0007s3666

Gene Model: Carub.0007s3666.1.p
Description: CrEXPA-24

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
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Query seq.
Superfanilies PLNO0O0S0O

List of domain hits L
+ Name Accession Description Interval E-value
[+ PLNOD0050 super family 31535 expansin A; Provisional 43-259 1.67e-88

SEQUENCES
Peptide
>CrEXPA-24

MKLLEKITYVECFMLIMVTWFVSMSHGENGKVAEAPLGNPTNGLDTSWYDARATFY
GDIHGGGTLEGACGYGNKPTYGLATAALSTVLFNNGYTCGACYEIMCTRSPQWCLP
GSIKITATNFCPPDSAWCNAPNKHFDLSQPMFLKIAQYKAGIVPIRYRRVPCSRAGGV
KFETKGNPNFLMILAYNVGGAGDIKYAQVKGSKTGWITMARNWGQNWSTSVVPTG
QSLSLRVTTSDGVTKDFINVMPSNWGFGQTFDGKTNF*

CDS (coding sequence)
>CrEXPA-24

ATGAAACTCTTAGAAAAAATTACTTATGTAGAATGTTTTATGTTAATTATGGTGAC
ATGGTTTGTGTCCATGAGTCATGGTGAGAATGGTAAAGTAGCCGAAGCACCACTA
GGCAACCCAACCAACGGGCTCGACACTTCTTGGTATGACGCTCGAGCCACATTTT
ACGGTGATATCCATGGTGGAGGCACTCTAGAAGGAGCTTGTGGATACGGTAACA
AACCAACGTATGGTCTAGCCACAGCAGCATTGAGCACGGTGCTTTTCAACAACGG
GTACACTTGCGGAGCTTGTTACGAGATCATGTGTACACGTTCGCCACAATGGTGT
TTGCCCGGATCCATCAAGATCACAGCGACAAATTTCTGTCCACCAGATTCTGCTT
GGTGCAACGCGCCAAACAAACACTTTGATCTTTCCCAACCAATGTTCCTCAAGAT
CGCTCAGTACAAAGCCGGGATTGTCCCGATTAGATACAGGCGTGTTCCTTGTTCG
AGAGCTGGTGGTGTCAAGTTTGAAACCAAAGGAAACCCTAATTTCTTAATGATCT
TGGCGTATAATGTAGGAGGAGCCGGTGATATTAAGTACGCCCAAGTTAAGGGAA
GCAAAACCGGGTGGATAACAATGGCAAGAAACTGGGGACAAAACTGGAGCACTA
GTGTTGTTCCGACTGGTCAGAGCTTATCATTGAGAGTTACGACGAGTGATGGTGT
TACAAAGGACTTTATTAATGTGATGCCATCAAATTGGGGATTTGGACAAACTTTT
GATGGGAAGACTAACTTTTAA

Nucleotide
>CrEXPA-24

TTAGAGAAGGATAATTAATCATGAAACTCTTAGAAAAAATTACTTATGTAGAATG
TTTTATGTTAATTATGGTGACATGGTTTGTGTCCATGAGTCATGGTGAGAATGGTA
AAGTAGCCGAAGCACCACTAGGCAACCCAACCAACGGGCTCGACACTTCTTGGT
ATGACGCTCGAGCCACATTTTACGGTGATATCCATGGTGGAGGCACTCTAGGTAA
GTTAAAAAAAAACACTAATATATTCTTGAACTAATTGTTGAATAATATTGTATAG



ATTTCGATTGTTTAAAATGCTAATTTTTGTATTTACGTTTGCATTGGGCAATTCTCA
CAAATAGCACAAAAATAGTTTTAAAATACATAAAAGCTATAATTCATTTGGAAGA
CCATTATATTAGCTATTCACTCTTGTTTCTTTATACATGTAATAGAAGGAGCTTGT
GGATACGGTAACAAACCAACGTATGGTCTAGCCACAGCAGCATTGAGCACGGTG
CTTTTCAACAACGGGTACACTTGCGGAGCTTGTTACGAGATCATGTGTACACGTT
CGCCACAATGGTGTTTGCCCGGATCCATCAAGATCACAGCGACAAATTTCTGTCC
ACCAGATTCTGCTTGGTGCAACGCGCCAAACAAACACTTTGATCTTTCCCAACCA
ATGTTCCTCAAGATCGCTCAGTACAAAGCCGGGATTGTCCCGATTAGATACAGGC
GTGTTCCTTGTTCGAGAGCTGGTGGTGTCAAGTTTGAAACCAAAGGAAACCCTAA
TTTCTTAATGATCTTGGCGTATAATGTAGGAGGAGCCGGTGATATTAAGTACGCC
CAAGTTAAGGGAAGCAAAACCGGGTGGATAACAATGGCAAGAAACTGGGGACA
AAACTGGAGCACTAGTGTTGTTCCGACTGGTCAGAGCTTATCATTGAGAGTTACG
ACGAGTGATGGTGTTACAAAGGACTTTATTAATGTGATGCCATCAAATTGGGGAT
TTGGACAAACTTTTGATGGGAAGACTAACTTTTAAGAATAATGATATGAAATTTT

TTTCAAGTTGTGGCTTATACAACTAAGAGATGTATTGGTTGCAATAATTAAATAT
AAATGAGATATTA




