IDENTIFICATION

Species: Salix purpurea

Locus: Sapur.002G012400

Gene Model: Sapur.002G012400.1.p
Description: SprEXPA-04

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
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Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Specific hits PLHL9S
Superfanilies PLN00193 superfamily

Name Accession Description Interval E-value
[+ PLNOO193 PLN00193 expansin-A; Provisional 1-256 1.27e-180
SEQUENCES

Peptide

>SprEXPA-04

MGKMLLAFAILLQFCYYFAISADAFAPSGWVKGHATFYGGSDASGTMGGACGYGN
LYSTGYGTRTAALSTALFNNGASCGECYRIMCDFQTDSRWCIKGKSVTITATNFCPPN
FALPNNNGGWCNPPLQHFDMAQPAWEKIGIYRGGIVPVLFQRVPCKKHGGVRFTING
RNYFELVLITNVAGAGSIQSVSIKGSNTGWLAMSRNWGANWQSNAYLNGQSLSFKIT
TTDGKTRFFTDIAPANWGFGQTFTSLAQF*

CDS (coding sequence)
>SprEXPA-04

ATGGGGAAAATGCTTCTTGCATTTGCAATCTTGCTGCAATTCTGCTACTATTTTGC
TATCAGTGCTGATGCGTTTGCCCCATCAGGATGGGTGAAAGGTCACGCTACATTT
TATGGAGGAAGCGACGCCTCAGGAACTATGGGAGGAGCTTGTGGATATGGAAAC
CTGTATTCTACTGGTTATGGGACTAGGACGGCTGCTTTAAGCACTGCTTTATTCAA
CAATGGAGCTTCATGCGGAGAATGTTACAGAATCATGTGTGATTTTCAAACAGAT
TCCAGATGGTGTATTAAAGGAAAGTCTGTGACCATCACAGCAACAAATTTCTGCC
CCCCAAATTTTGCTCTCCCGAACAACAATGGAGGCTGGTGCAACCCTCCCCTCCA
GCATTTCGATATGGCCCAGCCTGCTTGGGAAAAGATTGGTATTTATAGAGGAGGG
ATCGTGCCTGTTCTGTTCCAAAGGGTTCCTTGCAAGAAGCATGGTGGAGTCAGAT
TCACTATCAATGGAAGAAACTACTTTGAGCTAGTCTTGATTACCAACGTGGCTGG
AGCTGGATCCATTCAATCCGTGTCAATCAAAGGCTCAAATACAGGCTGGCTGGCA
ATGTCAAGAAACTGGGGGGCTAATTGGCAATCTAATGCTTATCTCAATGGCCAGT
CTTTGTCCTTTAAGATCACAACTACCGATGGAAAGACTCGATTCTTCACAGACATT
GCTCCTGCAAATTGGGGGTTTGGCCAGACTTTCACAAGCTTGGCACAGTTCTAA

Nucleotide
>SprEXPA-04

GGAACCATGCCTCTGGTACCTTATTTATTGAAGCGGTTCTTGTCTTTGCAAATGTA
AATACACTAGCCATCAGCTATCCTCACTCTCCATCCTCTTATCATTTTCTCAGAAG

TATTTATCTTTTCAAGAAATGGGGAAAATGCTTCTTGCATTTGCAATCTTGCTGCA
ATTCTGCTACTATTTTGCTATCAGTGCTGATGCGTTTGCCCCATCAGGATGGGTGA
AAGGTCACGCTACATTTTATGGAGGAAGCGACGCCTCAGGAACTATGGGTATGTA




ATGTAACTGAACCTCGTATATCTTTTTATTTGTCTTCATGATTTTAGGGTTCACAG
CGACTAATAAAAATTCATTTCTGCAGGAGGAGCTTGTGGATATGGAAACCTGTAT
TCTACTGGTTATGGGACTAGGACGGCTGCTTTAAGCACTGCTTTATTCAACAATG
GAGCTTCATGCGGAGAATGTTACAGAATCATGTGTGATTTTCAAACAGATTCCAG
ATGGTGTATTAAAGGAAAGTCTGTGACCATCACAGCAACAAATTTCTGCCCCCCA
AATTTTGCTCTCCCGAACAACAATGGAGGCTGGTGCAACCCTCCCCTCCAGCATT
TCGATATGGCCCAGCCTGCTTGGGAAAAGATTGGTATTTATAGAGGAGGGATCGT
GCCTGTTCTGTTCCAAAGGTATGTATAGTACTGATCAGACCCACCGACTGTACTCT
CTCATATGTTTTTCGATTTTCTTTTTTTTATAATATTCTACGGGGTTTAACGCTGCA
GGGTTCCTTGCAAGAAGCATGGTGGAGTCAGATTCACTATCAATGGAAGAAACTA
CTTTGAGCTAGTCTTGATTACCAACGTGGCTGGAGCTGGATCCATTCAATCCGTGT
CAATCAAAGGCTCAAATACAGGCTGGCTGGCAATGTCAAGAAACTGGGGGGCTA
ATTGGCAATCTAATGCTTATCTCAATGGCCAGTCTTTGTCCTTTAAGATCACAACT
ACCGATGGAAAGACTCGATTCTTCACAGACATTGCTCCTGCAAATTGGGGGTTTG
GCCAGACTTTCACAAGCTTGGCACAGTTCTAAACTAATCATCAGCAGCTTTAGAG
TGCAGCCTCTAAATTGGCTGAGGCGTGCTTGTCGTTTTACCAGAGCAGCCCGCCG
CAATTTTTTCTGTTTCTTGATGTTGGCCGGGACAGTATTGTTCCGGCTCTGGATTG
CTCCTTGAAGAGGGAGGGCGAGGAGGAGAACCCATGAGCTCAAGCCTAGCTGCT
CCTGAGCTGCTGTGCTTTCCAATCCAAGGAAGAATCAAGCTTGACACAGAACATT
TGGTGATCAGGGATTTGCAGGGTCGTTAAATTTTTTGTATTTAGTATACAGTTGCA
GCTTAATAAGAAGCGCAATCAATTTGCAGCTTCATCATATAAATAATATCTTTATT
TTGGTTATCTTAAGCTTGTAAATTAAAAGATTTTCTTTTCCTTTTCCAATTCATATG
CTTGTAACATGATTCTATGAGATAGAAGCATCGGTCTACCAATAGATTTGATGAC
TGTTTCTCGCTTTTGCTCGACATGGAATAGCCCTGCAGGAATGTTTCACAAACCAG
A




