IDENTIFICATION

Species: Capsella rubella

Locus: Carub.0007s3664

Gene Model: Carub.0007s3664.1.p
Description: CrEXPA-23

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-23 | — — —

L 1 1 1 1 '
Gbp 20Kbp 200bp b $Kbp 1000bp

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

100 125 150 175 200 F 250 71
PO S S S T ST W SN T S S T Tt A S S T T A ST W A ST ST NN SN AT SR ST S T AT SR TR SR AT SO S NN T M SRS |

Query seq.
Superfanilies PLNON123

+ Name Accession Description Interval E-value
[+] PLNO0193 super family ci33423 expansin-A; Provisional 47-270 1.86e-96
SEQUENCES

Peptide

>CreXPA-23

MKLLEKMIYVECFMLIMVTCFVSMSLGDIGDVAEAPMIGHDSNGLDTSWYDARATF
YGDVHGVGTQQGACGYGDLFKQGYGLETAALSTALFNNGYTCGACYEIMCTRAPQ
WCWPGSIKITATNFCPPDYTKTRDIWCNPPQKHFDLSQPMFLKIAKYRAGVVPVRYR
RIPCAKAGGVKFELKGNPYFLIVLPYNVGGAGDIKYVQVKGTRTGWITMSKNWGQN
WTTGVVLTGQGLSLRITTSDGITKDFINVVPPSWGFGQTFDGKFNF*

CDS (coding sequence)
>CrEXPA-23

ATGAAACTCTTAGAAAAAATGATATATGTAGAATGTTTTATGTTAATTATGGTGA
CATGTTTCGTATCTATGAGTCTTGGTGACATAGGTGATGTAGCCGAAGCACCCAT
GATTGGTCATGACAGCAACGGGCTCGACACTTCTTGGTATGACGCACGAGCCACA
TTTTACGGTGATGTCCATGGTGTAGGCACTCAACAGGGAGCTTGTGGATATGGTG
ATCTATTCAAACAAGGCTATGGTCTAGAGACAGCAGCATTAAGCACGGCACTCTT
CAACAACGGATACACATGCGGGGCTTGTTACGAGATCATGTGTACACGTGCTCCA
CAATGGTGTTGGCCCGGATCCATCAAGATCACAGCAACAAATTTCTGTCCACCAG
ATTACACCAAAACAAGAGACATTTGGTGTAATCCACCACAAAAACACTTTGATCT
CTCCCAACCAATGTTCCTCAAGATCGCCAAGTACAGAGCCGGGGTTGTCCCGGTT
AGATACAGACGTATTCCTTGTGCAAAGGCCGGTGGTGTCAAGTTTGAACTCAAAG
GTAACCCTTATTTCTTGATTGTCTTGCCGTACAATGTAGGCGGAGCGGGAGATATT
AAGTACGTGCAAGTCAAGGGAACCAGGACCGGGTGGATAACAATGAGCAAGAAT
TGGGGACAAAACTGGACCACTGGTGTTGTATTGACCGGCCAAGGTTTATCATTGA
GGATTACGACAAGTGATGGGATTACAAAGGATTTTATCAATGTTGTTCCACCAAG
TTGGGGATTTGGTCAAACTTTTGATGGAAAATTTAACTTTTAG

Nucleotide
>CrEXPA-23

TAAAAATAAAAAGGTTATATCATTAGAGAGGGATAATAATCATGAAACTCTTAG
AAAAAATGATATATGTAGAATGTTTTATGTTAATTATGGTGACATGTTTCGTATCT
ATGAGTCTTGGTGACATAGGTGATGTAGCCGAAGCACCCATGATTGGTCATGACA
GCAACGGGCTCGACACTTCTTGGTATGACGCACGAGCCACATTTTACGGTGATGT
CCATGGTGTAGGCACTCAACGTAAGTTAAAATATTTCCTTTTAAAATACATATAG



ATATAATTGATTTAGAATACCAAATTTTTACAATATGATAAGTAACATCAGACGT
AGTAGCAAACACAAACGTAAAAGCCATGTCAAATTATTACATACTCACTTTTCGT
CATTATACATTCAATAGAGGGAGCTTGTGGATATGGTGATCTATTCAAACAAGGC
TATGGTCTAGAGACAGCAGCATTAAGCACGGCACTCTTCAACAACGGATACACAT
GCGGGGCTTGTTACGAGATCATGTGTACACGTGCTCCACAATGGTGTTGGCCCGG
ATCCATCAAGATCACAGCAACAAATTTCTGTCCACCAGATTACACCAAAACAAGA
GACATTTGGTGTAATCCACCACAAAAACACTTTGATCTCTCCCAACCAATGTTCCT
CAAGATCGCCAAGTACAGAGCCGGGGTTGTCCCGGTTAGATACAGACGTATTCCT
TGTGCAAAGGCCGGTGGTGTCAAGTTTGAACTCAAAGGTAACCCTTATTTCTTGA
TTGTCTTGCCGTACAATGTAGGCGGAGCGGGAGATATTAAGTACGTGCAAGTCAA
GGGAACCAGGACCGGGTGGATAACAATGAGCAAGAATTGGGGACAAAACTGGA
CCACTGGTGTTGTATTGACCGGCCAAGGTTTATCATTGAGGATTACGACAAGTGA
TGGGATTACAAAGGATTTTATCAATGTTGTTCCACCAAGTTGGGGATTTGGTCAA
ACTTTTGATGGAAAATTTAACTTTTAGAAAGAAAAAAAACTATATGAATTAAGTG
TGATTTAATTACTACTAGGACCATGTGTGTTTTGGTTG



