IDENTIFICATION

Species: Salix purpurea

Locus: Sapur.013G138800

Gene Model: Sapur.013G138800.1.p
Description: SprEXPA-17

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Spurpurea v5 1
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Spurpurea_v5_1

GENE STRUCTURE

SprEXPA-17
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Query seq.
Superfanilies PLNO0OS0

+ Name Accession Description Interval E-value
[+] PLNO0050 super family 31535 expansin A; Provisional 12-250 376e-123
SEQUENCES

Peptide

>SPrEXPA-17

MAAQAFASCLLLFICLHLQGVLADYGGWQGGHATFYGGGDATGTMGGACGYGNL

YSQGYGTNTAALSTALFNNGLSCGACYEMRCDDDPRWCLPGSITVTATNFCPPNPSL
PNNNGGWCNAPLQHFDMAEPAFLQIAQYRAGIVPVAFRRVPCVKKGGIRFTINGHSY
FNLVLITNVGGAGDVHSVSIKGSKTGWQAMSRNWGQNWQSSSYLNGQSLSFQVTTS
DGRTVTSYNAVPAGWQFGQTFAGGQF*

CDS (coding sequence)
>SprEXPA-17

ATGGCAGCTCAAGCATTTGCTTCATGTCTTCTCCTCTTCATCTGCTTGCACCTTCA
GGGCGTTTTGGCTGATTATGGAGGGTGGCAAGGTGGTCACGCCACTTTCTATGGC
GGTGGTGACGCAACTGGCACAATGGGAGGAGCATGTGGATATGGAAATTTGTAC
AGTCAAGGTTATGGAACTAACACTGCAGCCCTAAGCACTGCCTTGTTCAACAATG
GCTTGAGCTGTGGGGCTTGTTATGAAATGAGATGCGACGACGACCCCAGATGGTG
TCTCCCTGGTAGCATCACTGTCACCGCTACAAATTTTTGCCCGCCGAACCCTTCTT
TGCCGAACAACAATGGCGGATGGTGCAACGCTCCGCTCCAACATTTTGACATGGC
TGAGCCTGCTTTCTTGCAAATCGCTCAATACCGTGCCGGAATTGTGCCTGTAGCTT
TTAGAAGGGTGCCTTGTGTTAAGAAGGGGGGGATTCGATTCACCATCAACGGCCA
CTCTTACTTCAACCTGGTTCTGATCACCAATGTTGGCGGCGCCGGAGATGTCCATT
CAGTTTCAATCAAAGGCTCAAAAACAGGGTGGCAGGCCATGTCAAGAAACTGGG
GCCAAAACTGGCAGAGCAGCTCTTACCTCAATGGTCAGAGCCTATCTTTTCAGGT
CACCACCAGTGATGGCAGAACTGTCACAAGCTACAATGCGGTGCCTGCTGGCTGG
CAGTTTGGTCAGACTTTTGCAGGAGGCCAATTCTAA

Nucleotide
>SprEXPA-17

CACAACCTACTTATTAATGGGCTTTAGCTACTCTCTGGTTCGCTTATAAATAGCAC
TTCTTCTTTTCTTTACTTCAACAACACAAACACTTCATCCTCTTCTATAACATCCTC
TGTCTTGTTAGTTTTGGTAGCACCATAACATCTGTCAGACAACCAGCGTTGGCAAT
GGCAGCTCAAGCATTTGCTTCATGTCTTCTCCTCTTCATCTGCTTGCACCTTCAGG
GCGTTTTGGCTGATTATGGAGGGTGGCAAGGTGGTCACGCCACTTTCTATGGCGG
TGGTGACGCAACTGGCACAATGGGTAAGTTTAGGTCATATTTAGCTAGCTAGCTA



GTAGCTAATGTGTGCTCCTTGATCATAAATGTAAATATTGAACTTGTAGAAACAA
AAATAAGTTGCTAGATATCTGCTAATTATTATGGGGTTCTGGGGATTTTCAGGAG
GAGCATGTGGATATGGAAATTTGTACAGTCAAGGTTATGGAACTAACACTGCAGC
CCTAAGCACTGCCTTGTTCAACAATGGCTTGAGCTGTGGGGCTTGTTATGAAATG
AGATGCGACGACGACCCCAGATGGTGTCTCCCTGGTAGCATCACTGTCACCGCTA
CAAATTTTTGCCCGCCGAACCCTTCTTTGCCGAACAACAATGGCGGATGGTGCAA
CGCTCCGCTCCAACATTTTGACATGGCTGAGCCTGCTTTCTTGCAAATCGCTCAAT
ACCGTGCCGGAATTGTGCCTGTAGCTTTTAGAAGGTAAATTAACAACTTCCCTCTT
TTTTTTCCGGCAGTGAACTCTCACGTTAATTTAAACAATCTGCCATTAACGGATGC
GATTGATCTTTGATTTTGACAGGGTGCCTTGTGTTAAGAAGGGGGGGATTCGATT
CACCATCAACGGCCACTCTTACTTCAACCTGGTTCTGATCACCAATGTTGGCGGC
GCCGGAGATGTCCATTCAGTTTCAATCAAAGGCTCAAAAACAGGGTGGCAGGCC
ATGTCAAGAAACTGGGGCCAAAACTGGCAGAGCAGCTCTTACCTCAATGGTCAG
AGCCTATCTTTTCAGGTCACCACCAGTGATGGCAGAACTGTCACAAGCTACAATG
CGGTGCCTGCTGGCTGGCAGTTTGGTCAGACTTTTGCAGGAGGCCAATTCTAAGA
TCTCACCACCCTTTTTTCACCGTTTTCTCTTCATCAAGCCTGGTTAATTAGTGGGA
ATTTGTATATTCATATTATGTGCTTCTTATAAGGACAAATTAAGAGGGAAAAAAG
CGTACTTTAGTGATGTTTGGAGGAGGAGGAGAAGTGGCCTTGTAAAGCTGAGGTA
GCTAAATTTCACTATAGCACCCGCTTGCCCTTCCTCATATTATATATATATATATA
TATATA



