IDENTIFICATION

Species: Salix purpurea

Locus: Sapur.15WG061800

Gene Model: Sapur.15WG061800.1.p
Description: SprEXPA-19

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-19 —
7

L 1 1 1 1 1 1 1
obp 20bp 3ibp G0y $kibp 106K 13006p 1400p

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

100 135 150 175 200 225 250
Lttt —— Lo Lo

Query seq.

Superfanilies PLN0OOO50

Name Accession Description Interval E-value
[+ PLND0050 super family 31535 expansin A; Provisional 34-261 2.04e-118
SEQUENCES
Peptide

>SPrEXPA-19

MAMMSSLLCIATGLLIMMPLMWKGEARIPGVYSGGAWQTAHATFYGGADTSGTMG
GACGYGNLYSQGYGVSTAALSTALFNNGLSCGACFEMKCADDPKWCHSGSPSIFITA
TNFCPPNYELPNDNGGWCNPPCPHFDLAMPMFLKIAEYHAGIVPVAYRRVPCRKRG
GMRFTINGFRYFNLVLISNVAGAGDIVQVSVKGSRTGWMSMSRNWGQNWQSNAILV
GQSLSFRVKASDRRSSTSWNIVPAHWQFGQTFSGKNFRV*

CDS (coding sequence)
>SprEXPA-19

ATGGCAATGATGAGTAGTTTGTTGTGCATTGCAACTGGTCTATTGATAATGATGC
CATTGATGTGGAAGGGTGAAGCTAGAATTCCTGGTGTTTACAGTGGTGGTGCTTG
GCAGACTGCTCATGCTACCTTCTATGGTGGTGCTGACACCTCTGGCACCATGGGA
GGAGCTTGTGGATATGGAAATCTATACAGCCAAGGGTACGGTGTGAGCACGGCA
GCTCTAAGCACTGCACTGTTCAACAACGGCTTAAGTTGCGGTGCTTGCTTCGAAA
TGAAGTGTGCAGATGACCCAAAATGGTGCCACTCAGGCAGCCCATCTATTTTCAT
CACCGCAACCAACTTCTGCCCGCCAAACTATGAACTTCCGAATGACAATGGAGGC
TGGTGCAACCCTCCTTGCCCCCACTTCGACCTCGCCATGCCCATGTTCCTTAAGAT
CGCAGAGTACCACGCCGGTATCGTCCCTGTTGCCTACCGCCGGGTGCCTTGCCGG
AAGAGAGGAGGCATGAGGTTCACGATAAACGGATTCCGCTACTTCAACTTGGTAC
TGATCAGCAACGTGGCGGGTGCGGGGGATATCGTGCAGGTGAGCGTGAAAGGTT
CAAGGACTGGGTGGATGAGCATGAGCCGTAACTGGGGTCAAAACTGGCAGTCAA
ACGCTATTCTGGTTGGCCAGTCACTCTCTTTCAGGGTCAAGGCCAGTGACCGGCG
TTCTTCCACTTCATGGAACATTGTCCCTGCCCACTGGCAGTTTGGTCAGACTTTTT
CCGGCAAGAACTTCAGGGTCTAA

Nucleotide
>SprEXPA-19

CTCTTTCTCTCTCTCCTTCTGTCTAAAGTAGGAGGGTGTTTCTGTAGCAGTGAAGA
GGGAACATGGCAATGATGAGTAGTTTGTTGTGCATTGCAACTGGTCTATTGATAA
TGATGCCATTGATGTGGAAGGGTGAAGCTAGAATTCCTGGTGTTTACAGTGGTGG
TGCTTGGCAGACTGCTCATGCTACCTTCTATGGTGGTGCTGACACCTCTGGCACCA
TGGGTATGTATCTGTATCTATCTCACTACCCACATTGATTGAACCTGATCGATTGA



GCTAGCTCTTAATCTCAACTAATTAGCTTTTAACAGTTTGTTCTGGACTTAAAAAT
ATCATAATGAACGATTTTAGCAACCAGTGGATGTCAATAGGAGTAATTAATCTGT
ATCTGTGTGCAGGAGGAGCTTGTGGATATGGAAATCTATACAGCCAAGGGTACG
GTGTGAGCACGGCAGCTCTAAGCACTGCACTGTTCAACAACGGCTTAAGTTGCGG
TGCTTGCTTCGAAATGAAGTGTGCAGATGACCCAAAATGGTGCCACTCAGGCAGC
CCATCTATTTTCATCACCGCAACCAACTTCTGCCCGCCAAACTATGAACTTCCGAA
TGACAATGGAGGCTGGTGCAACCCTCCTTGCCCCCACTTCGACCTCGCCATGCCC
ATGTTCCTTAAGATCGCAGAGTACCACGCCGGTATCGTCCCTGTTGCCTACCGCC
GGTCAGTAACTTCTTAAACTCTCTGTGTATATATATATATATATATATATATATAT
ATATATATATATATATATATATATATATATATATATATATGATGTTTAAAGGAGAT
CCGTAATATGACGCAACAAAGTTGCCATCTTTGAAGTCTTAGTGTGATCCAAAAC
GGGTAGGGTTTTAAATGAACTTACCAAACAGGATAGGCTCAGGGTGGTGCTATTA
AACAAATCCTGGTGGGTTCCTCAGCAACTCGTGCTGTGTCTTTTTCATAAGTTTAG
CCATGGGACAGTTTATGGTCACTCTCGGCCGGGTTGTTTTGACTCTCGTTGTCCAT
CTTTAAATGCTGAAAGTACCGTTCCACCCCTCGCCCATCACAATTTGTGTTTCCAT
GCTAAAATCACGCCCGGGATACATGCTTCGGCTTGACGTTTTCTTCCCCTCACTTT
TTCATGATTTATATATTTTTATTTTGGCAATTACGGAAATGTTCCGACGGTGCTGA
TACTGTGCAATGCAAGGTGCCTTGCCGGAAGAGAGGAGGCATGAGGTTCACGAT
AAACGGATTCCGCTACTTCAACTTGGTACTGATCAGCAACGTGGCGGGTGCGGGG
GATATCGTGCAGGTGAGCGTGAAAGGTTCAAGGACTGGGTGGATGAGCATGAGC
CGTAACTGGGGTCAAAACTGGCAGTCAAACGCTATTCTGGTTGGCCAGTCACTCT
CTTTCAGGGTCAAGGCCAGTGACCGGCGTTCTTCCACTTCATGGAACATTGTCCCT
GCCCACTGGCAGTTTGGTCAGACTTTTTCCGGCAAGAACTTCAGGGTCTAA




