IDENTIFICATION

Species: Cucumis sativus
Locus: CsGy6G002200

Gene Model: CsGy6G002200.1
Description: CSEXPA-16
Family: Alpha Expansin

3D structure:

GENOME DATABASES
http://cucurbitgenomics.org/

KEGG: https://www.genome.jp/entry/T02486
EXTERNAL RESOURCES
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Superfanilies PLNOOOS0O

Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 26-245 2.50e-128
SEQUENCES

Peptide

>CsEXPA-16

MAPSSLLSSLSVFFLIFLPSISADYGHATFYGGGDASGTMGGACGYGNLYSQGYGTNT
AALSTALFNNGLSCGSCYEITCNSDPKWCLPGKIIVTATNFCPPNFALSNDNGGWCNP
PLQHFDLAEPAFLQIAQYRAGIVPVSFQRVPCMKKGGIRFTINGHSYFNLVLITNVGG
AGDIHSVSIKGSKTGWQAMSRNWGQNWQSNNYLNGQSLSFQVTTSDGRTVTSYDA
VPGNWQFGQTFEGGQF

CDS (coding sequence)
>CsEXPA-16

ATGGCTCCTTCATCACTACTCTCTTCTCTTTCTGTTTTCTTCCTCATTTTCCTTCCTT
CAATCTCTGCCGATTACGGCCACGCCACCTTCTACGGCGGTGGTGACGCTTCTGG
CACAATGGGTGGAGCTTGTGGGTATGGGAATTTGTACAGTCAAGGATATGGAAC
GAACACGGCGGCGCTTAGTACTGCTCTCTTCAACAATGGTCTCAGCTGTGGCTCTT
GCTATGAAATCACTTGCAACAGTGATCCTAAATGGTGTCTTCCCGGAAAAATCAT
CGTCACCGCCACTAATTTCTGTCCACCAAACTTTGCTCTGTCCAACGACAATGGCG
GCTGGTGCAACCCTCCTCTTCAACACTTTGATTTGGCTGAGCCTGCCTTTCTCCAA
ATCGCTCAGTACCGTGCCGGAATCGTTCCTGTTTCTTTCCAAAGAGTACCCTGTAT
GAAGAAGGGAGGAATAAGATTCACCATTAACGGACATTCATACTTCAACTTAGTT
CTAATCACCAATGTGGGCGGCGCCGGAGACATCCATTCGGTGTCAATCAAAGGTT
CGAAAACAGGGTGGCAAGCGATGTCAAGAAATTGGGGTCAGAATTGGCAGAGCA
ACAATTACTTGAATGGACAGAGCCTCTCTTTCCAAGTCACCACCAGCGACGGCCG
TACCGTCACTAGCTACGACGCCGTTCCGGGGAACTGGCAGTTCGGTCAGACGTTC
GAGGGAGGCCAATTCTAA

Nucleotide
>CsSEXPA-16

CTCCACCACAATTATAGCCAACTTGTACTTTTCTTCAACTGCTTTCTTTTCCCCTCT
ATTTAAATAACACCCTCTCTTCTATTTCTTCCCACTCCCCCACTACAAACCCTTCA
CTACAAAACTCTTAAACCTTCCTTCTCCCATGGCTCCTTCATCACTACTCTCTTCTC
TTTCTGTTTTCTTCCTCATTTTCCTTCCTTCAATCTCTGCCGATTACGGCCACGCCA
CCTTCTACGGCGGTGGTGACGCTTCTGGCACAATGGGTAAACTAACTAATCAAAC




TATCCATCTTCCTTTCTTCACTTTCAACCATCAACTTCAGATTTTTAACCCTTCACT
ATTTTACGATTTCAATTCTTACTTTCTCTTCCATTAACGTTTTACTCATTTGCTTTG
GGTCATTTGTATTTTAAGATTACCAGAGATTGTAGATTCAAGTTGCTCCATTGTTA
CTTCCTCTCTAGTTAATATCCATTTTGTTTTTCTGGTCAATGGGTGATTTATGATCG
TTTCTTTGGACTTCTGTCCTAATGACGAATTGGGTTTTTTCTTTTTATCAGGTGGAG
CTTGTGGGTATGGGAATTTGTACAGTCAAGGATATGGAACGAACACGGCGGCGCT
TAGTACTGCTCTCTTCAACAATGGTCTCAGCTGTGGCTCTTGCTATGAAATCACTT
GCAACAGTGATCCTAAATGGTGTCTTCCCGGAAAAATCATCGTCACCGCCACTAA
TTTCTGTCCACCAAACTTTGCTCTGTCCAACGACAATGGCGGCTGGTGCAACCCTC
CTCTTCAACACTTTGATTTGGCTGAGCCTGCCTTTCTCCAAATCGCTCAGTACCGT
GCCGGAATCGTTCCTGTTTCTTTCCAAAGGTCAAATTAAAAACCAATTTCTTCGAT
TAATAACAGACTGAAACCATCCTCTTTTCTTTAACCAATTTCTTCGATTAATAACA
GACTAAAACCATCCTCTTTTCTTTTCTTTTCTTTTTTTCTTGTCTCATCTCTGATTTT
GATGAATTACAGAGTACCCTGTATGAAGAAGGGAGGAATAAGATTCACCATTAA
CGGACATTCATACTTCAACTTAGTTCTAATCACCAATGTGGGCGGCGCCGGAGAC
ATCCATTCGGTGTCAATCAAAGGTTCGAAAACAGGGTGGCAAGCGATGTCAAGA
AATTGGGGTCAGAATTGGCAGAGCAACAATTACTTGAATGGACAGAGCCTCTCTT
TCCAAGTCACCACCAGCGACGGCCGTACCGTCACTAGCTACGACGCCGTTCCGGG
GAACTGGCAGTTCGGTCAGACGTTCGAGGGAGGCCAATTCTAAAAAGAAGCTCA
GAGAGGGTAAAACACAGGGTAGAGTAGGAAGATCTCCGGGCGCCCTCGTTTCGG
TGGCCGGCTATGGCAGTGGTGGTTGACTCACACCCGCTAGGTCTTTGGGATTTAA
AAAACCCAAAAAAAAAAAAATATATATATAT




