IDENTIFICATION

Species: Cucumis sativus
Locus: CsGy6G014250

Gene Model: CsGy6G014250.1
Description: CSEXPA-18
Family: Alpha Expansin

3D structure:

GENOME DATABASES
http://cucurbitgenomics.org/

KEGG: https://www.genome.jp/entry/T02486
EXTERNAL RESOURCES



http://cucurbitgenomics.org/
https://www.genome.jp/entry/T02486
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Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 29-256 8.72e-123
SEQUENCES

Peptide

>CsEXPA-18

MATPFSLCIPLLLSFSLLIEARIPGVYSGGPWQSAHATFYGGSDASGTMGGACGYGNL
YSQGYGVNTAALSTALFNKGQSCGACFEIKCANDPRWCHSGSPSILITATNFCPPNYA
LPNDNGGWCNPPRSHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKQGGIRFTINGFR
YFNLVLITNVAGAGDIVRVSVKGTRTGWMSLTRNWGQNWQSNAVLVGQALSFRVT
GSDRRTSTSWNIAPAHWQFGQTFTGKNFRV

CDS (coding sequence)
>CsEXPA-18

ATGGCCACTCCATTCTCTCTCTGCATTCCCCTTCTTCTCTCATTTTCCCTCCTAATC
GAAGCCAGAATCCCCGGAGTTTACTCCGGCGGCCCATGGCAGAGTGCCCACGCTA
CTTTCTACGGCGGCTCCGACGCTTCCGGCACAATGGGTGGAGCTTGTGGGTACGG
GAATTTGTACAGCCAAGGCTACGGCGTTAACACCGCGGCGCTTAGTACTGCGCTT
TTCAACAAGGGTCAGAGCTGCGGCGCTTGCTTTGAAATTAAGTGTGCTAATGATC
CAAGATGGTGCCATTCTGGTAGCCCGTCGATATTGATTACTGCTACTAATTTCTGC
CCGCCGAACTATGCTCTTCCGAACGATAATGGCGGCTGGTGTAATCCCCCGAGGT
CTCATTTTGACCTCGCTATGCCTATGTTCCTTAAAATCGCTGAGTACCGCGCCGGA
ATCGTCCCCGTTTCGTACCGCCGAGTACCATGCCGTAAGCAAGGAGGAATCCGGT
TCACCATCAACGGGTTTCGTTACTTCAATCTGGTTCTAATAACGAACGTGGCAGG
GGCAGGGGATATCGTGAGGGTGAGTGTGAAAGGAACAAGAACCGGTTGGATGAG
TTTAACAAGAAACTGGGGACAGAATTGGCAATCCAACGCAGTATTGGTGGGTCA
AGCTCTTTCTTTTAGAGTGACGGGCAGCGACCGACGAACCTCAACGTCATGGAAC
ATTGCCCCCGCTCATTGGCAGTTCGGCCAAACTTTCACCGGCAAGAACTTCCGTG
TGTAA

Nucleotide
>CsSEXPA-18

ATGGCCACTCCATTCTCTCTCTGCATTCCCCTTCTTCTCTCATTTTCCCTCCTAATC
GAAGCCAGAATCCCCGGAGTTTACTCCGGCGGCCCATGGCAGAGTGCCCACGCTA
CTTTCTACGGCGGCTCCGACGCTTCCGGCACAATGGGTACATTTTAGTTTAACTCC



TTCAAACTCTACTTCTTACATTCAATGTGTATATGCTTAACTCCCAACTTTGCAGG
TGGAGCTTGTGGGTACGGGAATTTGTACAGCCAAGGCTACGGCGTTAACACCGCG
GCGCTTAGTACTGCGCTTTTCAACAAGGGTCAGAGCTGCGGCGCTTGCTTTGAAA
TTAAGTGTGCTAATGATCCAAGATGGTGCCATTCTGGTAGCCCGTCGATATTGATT
ACTGCTACTAATTTCTGCCCGCCGAACTATGCTCTTCCGAACGATAATGGCGGCT
GGTGTAATCCCCCGAGGTCTCATTTTGACCTCGCTATGCCTATGTTCCTTAAAATC
GCTGAGTACCGCGCCGGAATCGTCCCCGTTTCGTACCGCCGGTAAGTCTTTTGCG
AATGCGAATTAATTTTGAAGGTCCTTAAAAAATGTATGGGTGAAACTTGAAAATA
ATGTACGAGTAGAAAGTAAAAAGTAGAAGTAGGGATTCAGCATTGAAGTAGGGT
GATACTAGGAGAAATGATAAGATATATGATGGATGTTTTAGTACTATGGGCTCTA
ACGTTTGGGTATATAATTACGCAGAGTACCATGCCGTAAGCAAGGAGGAATCCG
GTTCACCATCAACGGGTTTCGTTACTTCAATCTGGTTCTAATAACGAACGTGGCA
GGGGCAGGGGATATCGTGAGGGTGAGTGTGAAAGGAACAAGAACCGGTTGGATG
AGTTTAACAAGAAACTGGGGACAGAATTGGCAATCCAACGCAGTATTGGTGGGT
CAAGCTCTTTCTTTTAGAGTGACGGGCAGCGACCGACGAACCTCAACGTCATGGA
ACATTGCCCCCGCTCATTGGCAGTTCGGCCAAACTTTCACCGGCAAGAACTTCCG
TGTGTAA



