IDENTIFICATION

Species: Ricinus communis
Locus: 30190.m011094

Gene Model: 30190.m011094
Description: RCEXPA-18
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
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Name Accession Description Interval E-value
[+ PLND0193 super family 4 expansin-A; Provisional 35-265 3.83¢-94
SEQUENCES

Peptide

>RcEXPA-18

MAKFFHSWSLSFFLVASISALIGTSMAVGYGTPVFRPSQWGLAHATFYGDETASATM

GGACGYGNLFONGYGTDTAALSTALFNDGYACGTCYQIKCVQSPWCFNDVPFTTVT

ATNICPPNWSQDSNDGGWCNPPRVHFDMSKPAFMKIAQWKAGIVPVMYRRVPCVRS
DGLRFSFQGNGYWLLVYVMNVGGGGDIANMWVKGSKTGWISMSHNWGASYQAFA
TLEGQALSFKLTSYTTKETVLALNVAPENWNVGMTYKTNVNFH

CDS (coding sequence)
>RcEXPA-18

ATGGCCAAATTTTTCCATTCATGGAGCCTTAGCTTCTTCCTAGTAGCATCAATATC
AGCATTGATTGGCACATCCATGGCTGTAGGTTATGGTACCCCTGTTTTCCGGCCAA
GCCAATGGGGCCTTGCTCATGCCACTTTTTATGGGGACGAGACGGCCTCAGCAAC
GATGGGAGGGGCATGTGGATATGGGAATTTGTTTCAAAATGGTTATGGAACAGAT
ACAGCTGCACTGAGCACAGCATTATTCAATGACGGATATGCTTGTGGAACTTGTT
ACCAAATCAAGTGTGTGCAATCACCCTGGTGCTTCAACGATGTACCGTTTACCAC
GGTGACTGCTACTAACATTTGCCCACCAAATTGGAGTCAGGACTCTAACGATGGT
GGTTGGTGTAACCCTCCTCGAGTCCACTTTGACATGTCCAAGCCTGCTTTCATGAA
AATTGCCCAATGGAAGGCTGGCATTGTTCCTGTTATGTACCGCAGGGTTCCATGC
GTAAGAAGTGATGGACTTAGATTCTCATTCCAAGGAAATGGATACTGGTTGTTGG
TGTATGTGATGAACGTAGGAGGAGGCGGAGACATCGCCAACATGTGGGTGAAAG
GAAGCAAAACAGGATGGATAAGCATGAGCCATAACTGGGGAGCTTCGTACCAGG
CGTTTGCTACCCTTGAAGGCCAAGCTTTATCTTTCAAGCTCACCTCATACACAACC
AAGGAAACTGTTTTAGCACTGAATGTTGCTCCTGAAAATTGGAACGTAGGGATGA
CTTATAAGACAAATGTCAACTTCCATTGA

Nucleotide
>RcEXPA-18

ATGGCCAAATTTTTCCATTCATGGAGCCTTAGCTTCTTCCTAGTAGCATCAATATC
AGCATTGATTGGCACATCCATGGCTGTAGGTTATGGTACCCCTGTTTTCCGGCCAA
GCCAATGGGGCCTTGCTCATGCCACTTTTTATGGGGACGAGACGGCCTCAGCAAC
GATGGGTAAGTTATTAAGCTAATAATTCGGTGATGGAATATAAATAAAGAAAAA
AATTTATATTAGTTCTTATTTGGTGAATTAATTTCGATGACAGGAGGGGCATGTGG
ATATGGGAATTTGTTTCAAAATGGTTATGGAACAGATACAGCTGCACTGAGCACA
GCATTATTCAATGACGGATATGCTTGTGGAACTTGTTACCAAATCAAGTGTGTGC



AATCACCCTGGTGCTTCAACGATGTACCGTTTACCACGGTGACTGCTACTAACATT
TGCCCACCAAATTGGAGTCAGGACTCTAACGATGGTGGTTGGTGTAACCCTCCTC
GAGTCCACTTTGACATGTCCAAGCCTGCTTTCATGAAAATTGCCCAATGGAAGGC
TGGCATTGTTCCTGTTATGTACCGCAGGTGTGTGTGCGTGTTTTTCAATATGTTCA
CCAAGGTTTTTCCTCTTTTTTATACTTTTCGGTGAAAATGAATTTTCTCGTAATTAC
AAGTCAAACACATGTGGGCCAAATAAATATACCAAAGTGTTTGACCAAAGTTCTT
TTTGGTGCTAAACGCGTCTGGATAGAAGCATGATGAAAGCAGAGATTCTTGCTAA
AGCGTCTTTGGAAGTAATTTCACCAAAAGAATTCCTAGCAGTGTTTAAGATGGTC
AAATTGTTTAAGAAAAAAAAAAACTCTTAACTTTAAGATTTTAAAGAAAATCCCA
CTTCAGTTGCTTTGATATTGATTGATTAAGTATTTGTCACGCAGTATAATAATTTG
CTGTCGATGTATAATGGCTGTTCAATTTGCAGGGTTCCATGCGTAAGAAGTGATG
GACTTAGATTCTCATTCCAAGGAAATGGATACTGGTTGTTGGTGTATGTGATGAA
CGTAGGAGGAGGCGGAGACATCGCCAACATGTGGGTGAAAGGAAGCAAAACAG
GATGGATAAGCATGAGCCATAACTGGGGAGCTTCGTACCAGGCGTTTGCTACCCT
TGAAGGCCAAGCTTTATCTTTCAAGCTCACCTCATACACAACCAAGGAAACTGTT
TTAGCACTGAATGTTGCTCCTGAAAATTGGAACGTAGGGATGACTTATAAGACAA
ATGTCAACTTCCATTGA




