IDENTIFICATION

Species: Ricinus communis
Locus: 30076.m004515

Gene Model: 30076.m004515
Description: RCEXPA-11
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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GENE STRUCTURE

RcEXPA-11
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Legend:

Exon — Iniron

DOMAIN ARCHITECTURE

] 100 125 150 175 200 235 255
PO S Y T O N T T ST A TS T T TS T TSN A TN SN S SO SO TN T TN A TR T N T A S ST U S

Query seq.
Superfanilies

n Name fe_neuien Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 24-255 6.85e-130
SEQUENCES

Peptide

>RcEXPA-11

MATPCVFSSFILLLGLLFAKPYVASAAWLRAHATFYGGGDASGTMGGACGYGNLYT
DGYGTKTAALSTALFNDGKSCGGCYQIICDATKVPQWCLRGTSITITATNFCPPNYNL
PNDNGGWCNPPRPHFDMSQPAFQTIAKYRAGIVPVIYRKVRCKRSGGIRFTINGKNYF
ELVLISNVGGAGEISKVWIKGSKSNKWESMSRNWGANWQSLRYLNGQSLSFRVQAS
DGRTLTAPNVAPSNWVFGQSFKSNLQF

CDS (coding sequence)
>RcEXPA-11

ATGGCGACTCCTTGCGTCTTTAGCAGCTTCATACTTTTGTTAGGGCTGCTTTTTGC
AAAACCATACGTAGCATCAGCGGCCTGGCTACGAGCCCATGCAACTTTCTACGGT
GGAGGTGACGCTTCTGGTACAATGGGTGGTGCCTGTGGATATGGTAATCTTTATA
CCGATGGTTATGGAACCAAAACTGCTGCACTGAGCACTGCTTTGTTCAATGATGG
AAAGTCATGTGGTGGTTGCTATCAAATTATCTGCGATGCCACTAAAGTCCCTCAA
TGGTGCCTTAGGGGAACTTCTATTACTATTACTGCTACGAATTTCTGTCCACCAAA
TTATAATCTTCCTAATGATAATGGAGGATGGTGCAACCCCCCACGACCTCACTTT
GACATGTCTCAACCCGCCTTTCAGACTATTGCCAAGTACAGGGCCGGAATCGTAC
CTGTCATTTATAGGAAAGTGAGATGCAAGAGAAGTGGGGGCATAAGATTTACCA
TCAATGGCAAGAACTATTTTGAGCTAGTGCTTATATCAAATGTAGGAGGAGCTGG
AGAGATTTCCAAGGTTTGGATCAAAGGGTCAAAATCCAATAAATGGGAATCCAT
GTCACGGAATTGGGGTGCCAATTGGCAAAGCTTAAGATATCTCAATGGCCAGAGC
TTGTCTTTTAGAGTCCAAGCTAGCGATGGGAGGACCCTGACAGCTCCTAATGTTG
CACCTTCCAATTGGGTTTTCGGCCAATCTTTCAAAAGCAACCTCCAATTTTAG

Nucleotide
>RcEXPA-11

ATGGCGACTCCTTGCGTCTTTAGCAGCTTCATACTTTTGTTAGGGCTGCTTTTTGC
AAAACCATACGTAGCATCAGCGGCCTGGCTACGAGCCCATGCAACTTTCTACGGT
GGAGGTGACGCTTCTGGTACAATGGGTTAGTGTCCATTTTAAATTCCATGTTTCTA
CATATTGCTCAATTTCTCCATCCATGAATTAGCTAGCTAAATCTTGTCAACTGTCC
TTAATATGTATGTAGGTGGTGCCTGTGGATATGGTAATCTTTATACCGATGGTTAT
GGAACCAAAACTGCTGCACTGAGCACTGCTTTGTTCAATGATGGAAAGTCATGTG
GTGGTTGCTATCAAATTATCTGCGATGCCACTAAAGTCCCTCAATGGTGCCTTAG
GGGAACTTCTATTACTATTACTGCTACGAATTTCTGTCCACCAAATTATAATCTTC



CTAATGATAATGGAGGATGGTGCAACCCCCCACGACCTCACTTTGACATGTCTCA
ACCCGCCTTTCAGACTATTGCCAAGTACAGGGCCGGAATCGTACCTGTCATTTAT
AGGAAGTATGTTCTCAATCCTCTTTAATAACTCAAATTTCTTTCATATGTAAATCA
ATATCGAAGTTGTATCAGTTCGCTGGTATGTAACTATATATTATATATATACATAA
TTTCTTTAGAGTGACACTCGAAGATTTCCAAAACTTAAACTTGAAATATCCTGAC
AGAGATCATAAGGTTCATGATCCTTAAGACAGATGATATTAGTTATTGATAACCA
AATTGTTTTCTTTTTGGTGACTCAGAGTGAGATGCAAGAGAAGTGGGGGCATAAG
ATTTACCATCAATGGCAAGAACTATTTTGAGCTAGTGCTTATATCAAATGTAGGA
GGAGCTGGAGAGATTTCCAAGGTTTGGATCAAAGGGTCAAAATCCAATAAATGG
GAATCCATGTCACGGAATTGGGGTGCCAATTGGCAAAGCTTAAGATATCTCAATG
GCCAGAGCTTGTCTTTTAGAGTCCAAGCTAGCGATGGGAGGACCCTGACAGCTCC
TAATGTTGCACCTTCCAATTGGGTTTTCGGCCAATCTTTCAAAAGCAACCTCCAAT
TTTAG




