IDENTIFICATION

Species: Cucumis sativus
Locus: CsGy6G011740

Gene Model: CsGy6G011740.1
Description: CSEXPA-17
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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DOMAIN ARCHITECTURE
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Superfanilies PLNO0OOS0

Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A: Provisional 25-262  1.47e-87
SEQUENCES

Peptide

>CsEXPA-17

MASSRLISPTPSSSPSPIEAQKIDTSWHDGRATFYGDFRGGETMEYLSIHLSLYIPGSCH
KGACGYGNLFHQGYGLATAALSTALFNNGEACGACFEIMCVNDEHKWCKPNAGTI
KITATNFCPPNYTKTQDIWCNPPQRHFDLSLYMFTKMAPYRAGVIPVRYRRTRCHKL
GGIRFELKGNPYWLLVLPYNVGGAGDVVDLQIKGSSTGRWLPMKRNWGQNWEADS
YLVGQSLSFRVTTSDWKTKEFDNVVPSSWEFGQNFVANYNF

CDS (coding sequence)
>CsEXPA-17

ATGGCTTCCTCTAGACTCATTTCTCCAACTCCTAGTTCTAGTCCTAGTCCTATTGA
GGCTCAAAAGATCGACACTTCATGGCATGATGGACGTGCCACTTTCTATGGTGAC
TTTAGAGGTGGTGAAACTATGGAATATTTAAGTATTCATCTATCTCTATACATACC
AGGAAGTTGTCATAAAGGAGCTTGTGGATATGGCAATCTATTCCACCAGGGTTAT
GGCCTAGCAACAGCAGCACTAAGCACAGCATTGTTCAACAACGGTGAAGCTTGT
GGAGCATGTTTTGAGATAATGTGTGTGAACGACGAACATAAATGGTGTAAACCA
AATGCAGGCACAATCAAAATAACAGCTACAAACTTCTGCCCTCCAAACTACACAA
AAACACAAGACATTTGGTGCAATCCACCCCAACGCCATTTTGATCTATCTCTCTAC
ATGTTCACCAAAATGGCTCCTTACAGGGCTGGGGTCATTCCTGTTCGCTACCGTA
GAACACGTTGCCATAAACTAGGAGGCATACGGTTTGAGTTGAAAGGGAATCCAT
ATTGGCTTCTTGTTTTGCCCTACAATGTTGGTGGTGCTGGTGACGTTGTTGACCTT
CAGATTAAAGGCTCTTCTACTGGCCGTTGGCTTCCAATGAAAAGAAATTGGGGCC
AAAATTGGGAAGCTGACAGTTATTTGGTTGGGCAGAGTTTGTCTTTTAGAGTTAC
TACTAGTGATTGGAAGACTAAAGAGTTTGATAATGTTGTGCCTAGTTCTTGGGAG
TTTGGCCAGAACTTTGTAGCAAACTATAATTTCTAA

Nucleotide
>CsEXPA-17

ATGGCTTCCTCTAGACTCATTTCTCCAACTCCTAGTTCTAGTCCTAGTCCTATTGA
GGCTCAAAAGATCGACACTTCATGGCATGATGGACGTGCCACTTTCTATGGTGAC
TTTAGAGGTGGTGAAACTATGGGTAAGAATAGAAAATGCTTTCTAAAACAATACT
ATCTACTATGATATTATAGAATTTCATCATTTGCTTGTTTTCATTGACAGAATATTT



AAGTATTCATCTATCTCTATACATACCAGGAAGTTGTCATAGTAAGAAATTGACA
TGCAACAGTTTTTGTATTCTTTCAAGAAAGCAACTATTAAAAGGAAAATTGTTTGT
ATTTTTTGTATAAAAATGAAGAGTACGAGATTAGGTGTAGTCTAAAGTGCATCTA
ATCATTACTCACTTTATTTTTTCATTAAAGATGCAAATGTGTGATTGAGAAGAATT
TTTTAATTTTAAAATAAAAAAGATTTATGATATTACATGAAATGGAATTTCATACC
TATATGTATCATCTACTCTCTTATATTGTGATACGTTATCATAACTTCATCATTATA
TTATTTTGCTAATAATTTAGACAAATTAAATATATTGATTATTTGTTGGCAACAGA
AGGAGCTTGTGGATATGGCAATCTATTCCACCAGGGTTATGGCCTAGCAACAGCA
GCACTAAGCACAGCATTGTTCAACAACGGTGAAGCTTGTGGAGCATGTTTTGAGA
TAATGTGTGTGAACGACGAACATAAATGGTGTAAACCAAATGCAGGCACAATCA
AAATAACAGCTACAAACTTCTGCCCTCCAAACTACACAAAAACACAAGACATTTG
GTGCAATCCACCCCAACGCCATTTTGATCTATCTCTCTACATGTTCACCAAAATGG
CTCCTTACAGGGCTGGGGTCATTCCTGTTCGCTACCGTAGAACACGTTGCCATAA
ACTAGGAGGCATACGGTTTGAGTTGAAAGGGAATCCATATTGGCTTCTTGTTTTG
CCCTACAATGTTGGTGGTGCTGGTGACGTTGTTGACCTTCAGATTAAAGGCTCTTC
TACTGGCCGTTGGCTTCCAATGAAAAGAAATTGGGGCCAAAATTGGGAAGCTGA
CAGTTATTTGGTTGGGCAGAGTTTGTCTTTTAGAGTTACTACTAGTGATTGGAAGA
CTAAAGAGTTTGATAATGTTGTGCCTAGTTCTTGGGAGTTTGGCCAGAACTTTGTA
GCAAACTATAATTTCTAA




