IDENTIFICATION

Species: Ricinus communis
Locus: 27383.m000164

Gene Model: 27383.m000164
Description: RCEXPA-01
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Rcommunis_v0_1
KEGG: https://www.genome.jp/entry/T01087

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Rcommunis_v0_1
https://www.genome.jp/entry/T01087

GENE STRUCTURE

RcEXPA-01
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Legend:

Exon — Iniron
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Query seq, HAVKGATGRVF LWL FLTRVDART PGV YSGCSWONAHAT FYGESDAEG THA TN CPPNYRLPSOGRICNPPRPHFTLAMPIFLKIAEYRAGT WPV SYRRYPCRKIGG IRFT INGF RVF NLYLI TNUAGAG OV RAS YK SKT GUM TMS RNWGINUS NV L YG 05U SFRVTG SORRTS TSUNIVPSNWIF GOTFTGRNFRY
Superfanilies

. Name Accession Description Interval E-value
[+ PLN00193 super family 33423 expansin-A; Provisional 2-195 1.61e-82
SEQUENCES

Peptide

>RcEXPA-01

MAVKGAIGFVFLVLFLTFVDARIPGVYSGGSWQNAHATFYGGSDASGTMATNFCPP
NYALPSDDGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKQGGIRFTIN
GFRYFNLVLITNVAGAGDVVKASVKGSKTGWMTMSRNWGQNWQSNAVLVGQSLS
FRVTGSDRRTSTSWNIVPSNWQFGQTFTGKNFRV

CDS (coding sequence)
>RcEXPA-01

ATGGCGGTTAAGGGTGCAATTGGTTTTGTGTTTTTGGTGCTGTTTTTGACCTTTGTT
GATGCAAGAATTCCTGGTGTTTACAGTGGTGGATCATGGCAAAACGCCCATGCTA
CTTTCTATGGCGGCAGTGATGCTTCTGGAACAATGGCCACAAACTTTTGCCCCCCT
AACTATGCTCTGCCTAGTGACGATGGTGGTTGGTGCAACCCTCCTCGCCCTCACTT
CGATCTCGCCATGCCCATGTTCCTCAAGATCGCCGAGTACCGTGCCGGCATCGTC
CCTGTCTCTTATCGCCGGGTGCCGTGTAGAAAGCAAGGAGGAATCAGGTTCACAA
TCAACGGCTTCCGTTACTTCAACTTGGTTTTGATCACCAACGTCGCAGGTGCAGG
AGATGTCGTGAAGGCTAGCGTGAAAGGGTCGAAGACTGGTTGGATGACCATGAG
CCGTAACTGGGGTCAAAACTGGCAATCAAATGCCGTTTTGGTTGGTCAGTCACTT
TCCTTCAGGGTCACAGGCAGTGATAGACGCACCTCCACTTCTTGGAATATCGTCC
CTTCAAATTGGCAATTTGGTCAAACTTTCACCGGAAAGAATTTCAGGGTCTAA

Nucleotide

>RcEXPA-01

ATGGCGGTTAAGGGTGCAATTGGTTTTGTGTTTTTGGTGCTGTTTTTGACCTTTGTT
GATGCAAGAATTCCTGGTGTTTACAGTGGTGGATCATGGCAAAACGCCCATGCTA
CTTTCTATGGCGGCAGTGATGCTTCTGGAACAATGGGTACTTCCATTATTTTACCT
ATTCATGCTGTTATGCTTTGAAATTCTTGTTTAGCTCATCATTATGAATACTGGGT
ATATGTTTTCTTGTCATTGTTTGATGTATACTGCTCTGTCCNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN



NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNTGGACTTAGTTGTGGTGCCTGCTTTGAAATCAAGTGCGCTAATGATCCA
CAATGGTGCCATTCTGGTAGCCCATCGATCTTTATTACAGCCACAAACTTTTGCCC
CCCTAACTATGCTCTGCCTAGTGACGATGGTGGTTGGTGCAACCCTCCTCGCCCTC
ACTTCGATCTCGCCATGCCCATGTTCCTCAAGATCGCCGAGTACCGTGCCGGCAT
CGTCCCTGTCTCTTATCGCCGGTAAAAGATTGAACTTTCTTGCTCTGTTTACTACT
ACTATCTCTTTACTGCTTTTTCTTTATCAAAATCTTGAGAAAGTTGTCCACAAATA
GCTCAAATAAGGAAAAGTATTAATGGGTATTTTGATAAGCAAAGTAAGGAATAT
ATTCAGATTATGTATTGATTTTTACCATTTCTTTTTTGGCAAAAAAATCTGGCCAC
CTTGAAATAAAAGTCAAAATACACAGGTGATGATGAGTATGAATTAGTATCATTG
GCTAAACTTAGGGCCCTAATTGCTCCAATTTCTACTGTTAATTACCAAAATGCCTA
TCTAAATATTTTTATTTTCTCTTTTTAAAAATAGGGTGCCGTGTAGAAAGCAAGGA
GGAATCAGGTTCACAATCAACGGCTTCCGTTACTTCAACTTGGTTTTGATCACCAA
CGTCGCAGGTGCAGGAGATGTCGTGAAGGCTAGCGTGAAAGGGTCGAAGACTGG
TTGGATGACCATGAGCCGTAACTGGGGTCAAAACTGGCAATCAAATGCCGTTTTG
GTTGGTCAGTCACTTTCCTTCAGGGTCACAGGCAGTGATAGACGCACCTCCACTT
CTTGGAATATCGTCCCTTCAAATTGGCAATTTGGTCAAACTTTCACCGGAAAGAA
TTTCAGGGTCTAA




