IDENTIFICATION

Species: Ricinus communis
Locus: 29729.m002361

Gene Model: 29729.m002361
Description: RCEXPA-06
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
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Query seq.
Superfanilies PLNOQOSO

B Name .A?.e_essien . Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisiona 29-252 453-129
SEQUENCES

Peptide

>RcEXPA-06

MAAATFPAISLLFFLLNLCLRGTYGDYGGWQSAHATFYGGGDASGTMGGACGYGN
LYSQGYGTNTAALSTALFNSGLSCGSCYEMRCDNDPKWCLPGTITVTATNFCPPNFA
QSNDNGGWCNPPLQHFDLAEPAFLQIAQYRAGIVPVSFRRIPCAKKGGIRFTINGHSY
FNLVLITNVAGAGDVHSVSIKGSKTGWQTMSRNWGQNWQSNSYMNGQSLSFQVTT
SDGRTVTSYNVAPANWQFGQTFEGGQF

CDS (coding sequence)
>RcEXPA-06

ATGGCTGCAGCTACATTCCCTGCTATTTCTCTTCTATTCTTTCTGCTGAATCTTTGC
CTTAGAGGTACTTATGGAGACTATGGAGGTTGGCAAAGTGCTCATGCCACTTTCT
ATGGTGGGGGTGATGCTTCCGGCACAATGGGAGGTGCTTGTGGGTATGGAAATTT
GTATAGCCAAGGGTATGGTACTAACACTGCAGCACTTAGTACTGCCCTATTCAAC
AGTGGCTTGAGCTGTGGTTCTTGCTATGAAATGAGATGTGATAATGACCCTAAAT
GGTGTCTCCCCGGCACAATCACCGTTACTGCTACCAACTTCTGCCCTCCTAACTTT
GCCCAGTCTAATGACAATGGTGGCTGGTGCAATCCTCCTCTCCAACACTTTGACTT
GGCTGAGCCTGCTTTCTTGCAAATTGCTCAATACAGAGCTGGAATTGTACCCGTTT
CGTTCAGAAGGATCCCCTGTGCAAAGAAAGGAGGAATAAGGTTTACAATTAATG
GACACTCTTACTTCAACTTGGTATTGATCACAAATGTAGCTGGAGCAGGAGATGT
ACATTCAGTGTCAATCAAGGGATCAAAGACAGGATGGCAGACAATGTCAAGGAA
TTGGGGACAGAACTGGCAAAGCAATTCATACATGAATGGACAAAGCTTGTCTTTC
CAAGTTACAACAAGTGATGGTAGGACTGTGACAAGCTACAATGTTGCCCCGGCTA
ACTGGCAATTCGGACAAACATTTGAGGGTGGCCAATTTTAG

Nucleotide
>RcEXPA-06

GAACCCCAATTATCTCTCTTCTTTTTTCTTTTTCTCTATCCCTCAACGTAAGGACAT
ATACTAACAATGGCTGCAGCTACATTCCCTGCTATTTCTCTTCTATTCTTTCTGCTG
AATCTTTGCCTTAGAGGTACTTATGGAGACTATGGAGGTTGGCAAAGTGCTCATG
CCACTTTCTATGGTGGGGGTGATGCTTCCGGCACAATGGGTAAGTTCAAGAAAAT
AGTTTCCGTCTAATTGAGATATCCAAACTCATAATCTTGGGCCAAAGCCCCTAAG
TGAAAGATGCTACTAGTAATATGTACAGTACTATAGGAACATGCTACTACACATG
ATCACATAAAAAAAAAAAAAATAAAAAAAAAAAAAGAACTTTCTCTCCTAAAAT
GTTGCAAATATGTCAAATTCTAAAGGGTAATGTTTATTTTTTTATTTTGTTGCAGG




AGGTGCTTGTGGGTATGGAAATTTGTATAGCCAAGGGTATGGTACTAACACTGCA
GCACTTAGTACTGCCCTATTCAACAGTGGCTTGAGCTGTGGTTCTTGCTATGAAAT
GAGATGTGATAATGACCCTAAATGGTGTCTCCCCGGCACAATCACCGTTACTGCT
ACCAACTTCTGCCCTCCTAACTTTGCCCAGTCTAATGACAATGGTGGCTGGTGCA
ATCCTCCTCTCCAACACTTTGACTTGGCTGAGCCTGCTTTCTTGCAAATTGCTCAA
TACAGAGCTGGAATTGTACCCGTTTCGTTCAGAAGGTAAGAAAAGAAAAGAAAA
AAAAGGAGACATTTTCAAAATTGTAACACAATAGTCCTGAAGACGAAGACGAAG
TTTCAGTATCATTGAGTTAAAACTTTGAATAATTCGATAGACATACTAAATTAAC
AAATTATTTACAGTGTTCTAACATTCTTGATGTTGATTTTGAATACAGGATCCCCT
GTGCAAAGAAAGGAGGAATAAGGTTTACAATTAATGGACACTCTTACTTCAACTT
GGTATTGATCACAAATGTAGCTGGAGCAGGAGATGTACATTCAGTGTCAATCAAG
GGATCAAAGACAGGATGGCAGACAATGTCAAGGAATTGGGGACAGAACTGGCAA
AGCAATTCATACATGAATGGACAAAGCTTGTCTTTCCAAGTTACAACAAGTGATG
GTAGGACTGTGACAAGCTACAATGTTGCCCCGGCTAACTGGCAATTCGGACAAAC
ATTTGAGGGTGGCCAATTTTAGAAATCTATACATTAGGATTAGACATTAAAAGGC
AAGTGTTTGCTATGACATTTAGTAACATTTGTATGTTGTAATATAATGTTATACAA
TTGTTTGTGAGATGGTGCGGTTAGGGTAGTAGGAGAAAGAAAGCTTAGCCAACGT
GGCTGGCTGTTGCTGTGGTGGTTTACTGGCACCCGCTAGGCCTTTACTTCATATAT
ATTTATATAGGAATGTCTTAGTGGTGGCTTTCTTATTTGACTGGAGGCCATACAAA
AAAAAACAACAAAAAACAAAAGCTCATTTGATTGTAATCCTCAAGTTGGTCTAAA
ACCCAGTTGGGAGAATTTGATATTTGATTGTCCTTTTGTTGCAGATGCCAATGGGG
CAGTTTTTTCTTGTTGTATACTGATTTCAACATTTGAACTTCTTGAATAAGATCTTC
CTTAGGGATTTGGC



