IDENTIFICATION

Species: Cucumis sativus
Locus: CsGy3G003370

Gene Model: CsGy3G003370.1
Description: CSEXPA-06
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

GENE STRUCTURE
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Legend:
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Superfanilies PLN00193

Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 33-263 2.30e-92
SEQUENCES

Peptide

>CsEXPA-06

MASHFPRYSLVLTIFFLSFTMPEMTTKSVLAIFRPSPWKLAHATFYGDETASETMGGA
CGYGNLFTNGYGVDTAALSSTLFNNGYACGTCFQIKCAQSKACYSNVAFTTVTATN
LCPPNWAKPSDNGGWCNPPRVHFDMSKPAFMKIANWKAGIVPVAYRRVPCGKKGG
LRFTLQGNGYWLLAYVMNVGGGGDVSGMWVKGSKTGWIKMSHNWGASY QAFST
LVGQSLSFRITSYTTKETHAWNVAPSSWRFGSTYNTNVNFR

CDS (coding sequence)
>CsEXPA-06

ATGGCTTCCCATTTCCCTCGTTATAGTCTTGTCCTCACCATCTTTTTCTTGTCCTTT
ACAATGCCGGAGATGACAACTAAATCTGTCCTCGCCATCTTCCGACCAAGTCCTT
GGAAGCTCGCCCATGCCACCTTCTATGGGGATGAGACTGCATCTGAGACAATGGG
AGGAGCGTGTGGTTATGGAAACTTGTTCACAAATGGGTATGGCGTTGATACGGCG
GCTCTAAGCTCTACACTCTTCAACAACGGCTACGCTTGTGGAACTTGCTTTCAAAT
CAAATGTGCTCAATCCAAAGCTTGTTACTCTAATGTTGCTTTCACGACGGTGACTG
CCACCAACCTTTGCCCCCCAAATTGGGCTAAACCTTCGGACAACGGCGGATGGTG
CAACCCTCCAAGGGTTCACTTCGACATGTCGAAGCCAGCCTTTATGAAGATCGCC
AATTGGAAGGCTGGGATCGTCCCCGTCGCGTACCGACGTGTCCCATGCGGTAAAA
AAGGTGGCCTTCGGTTCACATTACAAGGAAATGGCTACTGGCTTTTGGCGTACGT
GATGAATGTCGGTGGCGGCGGCGACGTGTCGGGAATGTGGGTGAAAGGGAGCAA
AACAGGGTGGATCAAAATGAGCCATAATTGGGGAGCTTCATATCAAGCCTTTTCA
ACTTTGGTTGGCCAATCTCTCTCTTTTAGAATCACTTCTTACACAACCAAAGAGAC
CATCATAGCTTGGAACGTTGCTCCATCTAGTTGGAGGTTTGGTTCGACCTACAAC
ACCAACGTCAACTTCCGTTGA

Nucleotide
>CsEXPA-06

ATGGCTTCCCATTTCCCTCGTTATAGTCTTGTCCTCACCATCTTTTTCTTGTCCTTT
ACAATGCCGGAGATGACAACTAAATCTGTCCTCGCCATCTTCCGACCAAGTCCTT
GGAAGCTCGCCCATGCCACCTTCTATGGGGATGAGACTGCATCTGAGACAATGGG
TATCTAGACTTCTTTCATGATTTGTGTTTCTAGTGATTAAGTTTTCAAACTCTATAT



ATACAACCTGTTTTAAAACTTTCAATAATCAATGACATATTTACTTAACATCATCG
ATCCAAACATTATTTTCAGGAGGAGCGTGTGGTTATGGAAACTTGTTCACAAATG
GGTATGGCGTTGATACGGCGGCTCTAAGCTCTACACTCTTCAACAACGGCTACGC
TTGTGGAACTTGCTTTCAAATCAAATGTGCTCAATCCAAAGCTTGTTACTCTAATG
TTGCTTTCACGACGGTGACTGCCACCAACCTTTGCCCCCCAAATTGGGCTAAACCT
TCGGACAACGGCGGATGGTGCAACCCTCCAAGGGTTCACTTCGACATGTCGAAGC
CAGCCTTTATGAAGATCGCCAATTGGAAGGCTGGGATCGTCCCCGTCGCGTACCG
ACGTGTCCCATGCGGTAAAAAAGGTGGCCTTCGGTTCACATTACAAGGAAATGGC
TACTGGCTTTTGGCGTACGTGATGAATGTCGGTGGCGGCGGCGACGTGTCGGGAA
TGTGGGTGAAAGGGAGCAAAACAGGGTGGATCAAAATGAGCCATAATTGGGGAG
CTTCATATCAAGCCTTTTCAACTTTGGTTGGCCAATCTCTCTCTTTTAGAATCACTT
CTTACACAACCAAAGAGACCATCATAGCTTGGAACGTTGCTCCATCTAGTTGGAG
GTTTGGTTCGACCTACAACACCAACGTCAACTTCCGTTGA



