
IDENTIFICATION 

Species: Salix purpurea 

Locus: Sapur.013G056400 

Gene Model: Sapur.013G056400.2.p 

Description: SprEXPA-16 

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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>SprEXPA-16 

MDFLGICLVVFLTMSKTIHGYGGGWSNAHATFYGGGDAAGTMGGACGYGNLYSQG

YGTNTAALSTALFKNGLACGACFELKCVNDDRWCLSGSIIITATNFCPPNSAGGWCN

PPSQHFDLSQPAFQHLARFKAGIVPVVYRRVACRKAGGIRFTINGHSYFNLILVSNVG

GAGDVVSVSVKGSRTGWQPMSRNWGQNWQSSSYLNGQALSFKVTTSDGRSIISNNV

APPSWAFGQTFHGGQF* 

CDS (coding sequence) 

>SprEXPA-16 

ATGGATTTTCTTGGAATTTGTCTCGTAGTCTTCCTGACCATGTCGAAAACTATTCA

TGGCTATGGAGGTGGATGGTCTAACGCTCATGCCACCTTCTATGGAGGTGGCGAT

GCTGCCGGAACAATGGGAGGAGCTTGTGGCTATGGAAACCTCTACAGCCAAGGT

TATGGGACAAACACGGCGGCGTTGAGCACAGCTTTATTCAAGAATGGACTAGCTT

GCGGAGCTTGTTTCGAGCTCAAATGTGTAAATGATGACAGGTGGTGTCTTTCAGG

ATCTATAATAATCACGGCAACAAATTTCTGCCCTCCAAACAGTGCCGGAGGGTGG

TGCAACCCGCCGTCCCAGCACTTCGATCTTTCTCAGCCTGCTTTTCAACATCTAGC

TCGTTTCAAAGCAGGAATAGTCCCTGTCGTTTACAGAAGAGTTGCTTGTAGGAAA

GCTGGAGGAATCAGATTCACAATAAATGGCCATTCATACTTCAACCTCATCCTCG

TATCCAACGTTGGTGGCGCCGGCGATGTTGTCTCCGTGTCCGTCAAAGGATCTAG

AACTGGTTGGCAGCCGATGTCTCGCAACTGGGGCCAAAATTGGCAGAGCAGCTCT

TACCTGAATGGGCAAGCACTCTCCTTCAAGGTGACAACAAGTGATGGAAGATCTA

TCATCTCCAACAATGTCGCTCCTCCAAGCTGGGCTTTTGGTCAGACCTTCCATGGA

GGACAGTTCTAG 

Nucleotide 

>SprEXPA-16 

GTTTTCTCCACAAACATCTATAAATACAGGTTCTTTCCCCAGCTTCTTCCTTGTCTT

TCCCTAGTCATTGACTTGAGCTTTCCAAGCTGATTTCTTTGAGTTCAAATTTATTA

GGCCATTGTAAGCACAAACTCATCAATAATTTCCTTTTCCCACTTGCAAAAATAAT

CCATATCACAGATTAACTGTGTGTTTCTTTTGCTGTCACTCTGCAGGAAATGGATT

TTCTTGGAATTTGTCTCGTAGTCTTCCTGACCATGTCGAAAACTATTCATGGCTAT

GGAGGTGGATGGTCTAACGCTCATGCCACCTTCTATGGAGGTGGCGATGCTGCCG



GAACAATGGGTAAGTACCAAAATCGATCCAATGAGATACCTGCTAGTCTACATCT

CAATCAATTTATGTGTACGCTACAATTTACAGGAGGAGCTTGTGGCTATGGAAAC

CTCTACAGCCAAGGTTATGGGACAAACACGGCGGCGTTGAGCACAGCTTTATTCA

AGAATGGACTAGCTTGCGGAGCTTGTTTCGAGCTCAAATGTGTAAATGATGACAG

GTGGTGTCTTTCAGGATCTATAATAATCACGGCAACAAATTTCTGCCCTCCAAAC

AGTGCCGGAGGGTGGTGCAACCCGCCGTCCCAGCACTTCGATCTTTCTCAGCCTG

CTTTTCAACATCTAGCTCGTTTCAAAGCAGGAATAGTCCCTGTCGTTTACAGAAG

GTGAGCTCACTCATTTTTTCATCATATAAAAATGACTCTACTTTGCTCTGAGATCT

ACACAATAGATGGAACCAAACAATTTTTATTCGTAAAATTTCATCTTAATATAAC

TGTCAAGAGATATGATTGCTATTATAAAATTATTCATTATTTAAAAAAATATTATT

TGACCGAAATAAATCAAACAGAACGAAACTAAAACATTTCAGTTATATTTGGCTG

AAAAATTCAGAGTGATTATCTCATTTTTTTAACTGACCTAAACCAAACGAAACTT

ATAACCCTGCTTTGCTCTGAGATCTGCACAGTATATTGAACCAAAACAATCTTTAT

TTTGTTTACAGAGTTGCTTGTAGGAAAGCTGGAGGAATCAGATTCACAATAAATG

GCCATTCATACTTCAACCTCATCCTCGTATCCAACGTTGGTGGCGCCGGCGATGTT

GTCTCCGTGTCCGTCAAAGGATCTAGAACTGGTTGGCAGCCGATGTCTCGCAACT

GGGGCCAAAATTGGCAGAGCAGCTCTTACCTGAATGGGCAAGCACTCTCCTTCAA

GGTGACAACAAGTGATGGAAGATCTATCATCTCCAACAATGTCGCTCCTCCAAGC

TGGGCTTTTGGTCAGACCTTCCATGGAGGACAGTTCTAGATTCCATATTCCATGCC

CACACTAACTGAAATCACTTGAAAGTTTAGCCTTCGAAGGAAGAAGATATGGAG

CAGTTGTGAAGATTTCTCTGCTGATTAGTTTATATTTAGTTATTTGTACTGCGCTA

AGCTGCGGGCTAAATATTTTTTATTTTACAATATGTACTAACTTTTTTTTATATGTT

TTTATACATTATAAAAATTATGTAATATATACAATGTAATCGAATAAACTAAAAA

CTAAATATATTAATAAACTGGAG 


