
IDENTIFICATION 

Species: Salix purpurea 

Locus: Sapur.016G089600 

Gene Model: Sapur.016G089600.1.p 

Description: SprEXPA-21 

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-21 

MMASSLKSMLATLLLLAIALPDCQAKSKPSLIGKQAIHHAIGRQANHIEPPKRHKPKF

RPGPWMKAHATFYEGGSGTYGGACNYKDVAGEGYGMNTAALSSVLFKNGQTCGA

CYEIKCADSPQWCKIGQSSLFVTATDHCPPNPSLPNDNGGWCNVPREHFDVAKPVFS

QLAEYKAGIIPIHYRRVPCKKQGGIRFTILGNPWFYQVIVWNVKGAGDIVSVQVKGD

DKLKWTQMERDWGATWKTSAILLGESLTFRVRASDKRYSTSWHVTPKNWQFGQTY

EGKNFN* 

CDS (coding sequence) 

>SprEXPA-21 

ATGATGGCATCGTCTTTGAAATCTATGTTAGCAACATTGCTGCTTTTAGCCATTGC

ATTGCCTGATTGCCAGGCAAAATCTAAGCCTTCCCTCATAGGGAAACAAGCCATT

CACCATGCAATTGGACGACAAGCCAACCACATTGAACCTCCCAAACGCCATAAA

CCAAAGTTCCGGCCAGGCCCATGGATGAAAGCTCATGCAACTTTCTATGAAGGTG

GCTCAGGAACATATGGGGGGGCATGCAATTACAAAGATGTTGCCGGCGAAGGTT

ATGGCATGAATACAGCTGCACTGAGCAGTGTTTTGTTCAAAAATGGACAGACTTG

TGGTGCTTGTTACGAAATCAAATGCGCTGATAGCCCTCAATGGTGCAAGATAGGG

CAGTCATCTCTCTTTGTCACTGCAACTGACCATTGCCCACCAAATCCATCTCTCCC

AAATGACAATGGAGGCTGGTGCAATGTTCCACGTGAGCATTTCGATGTAGCCAAG

CCTGTATTTAGTCAGCTTGCTGAGTACAAGGCCGGCATTATTCCAATCCACTATCG

CAGGGTTCCGTGCAAAAAGCAAGGAGGTATTAGATTCACTATATTGGGGAATCCT

TGGTTCTATCAGGTCATTGTGTGGAATGTGAAGGGAGCTGGAGATATTGTTAGTG

TTCAAGTGAAGGGTGATGACAAGCTCAAGTGGACGCAAATGGAACGAGATTGGG

GGGCAACTTGGAAAACCAGTGCTATTTTGCTTGGAGAGTCGCTAACCTTTCGTGT

TAGAGCAAGCGATAAAAGATACTCCACTTCATGGCATGTTACCCCTAAGAACTGG

CAATTTGGCCAGACATACGAGGGCAAGAACTTCAACTAA 

Nucleotide 

>SprEXPA-21 

ATGATGGCATCGTCTTTGAAATCTATGTTAGCAACATTGCTGCTTTTAGCCATTGC

ATTGCCTGATTGCCAGGCAAAATCTAAGCCTTCCCTCATAGGGAAACAAGCCATT



CACCATGCAATTGGACGACAAGCCAACCACATTGAACCTCCCAAACGCCATAAA

CCAAAGTTCCGGCCAGGCCCATGGATGAAAGCTCATGCAACTTTCTATGAAGGTG

GCTCAGGAACATATGGTATTGATGCCTTCTTTTCCCCTTTTCCTATTTTTTTCGTCC

TTTACAAGTGATCGATGATCTTGCTCACCCTACAAAATGACCAAATCCAATTTCTA

ATATGAAAAAGAAAAAAATAGATTTTTCTTTAACTATCATTCCATTTTGTGAGGCT

GCCTGCCAATATTAGTATGATGATAACTTTTTCCAGTTATTCTCATTAAAAACTAG

ATTGTAAATAAATAAATAAAAATCAAGCTTCACGCAACTGACACCATTAATTAAT

TATAACTACAATTAGATCATTTTCATTGTTCCTGGACTAATTTATAAAAAAACACT

TTGTTCAGGGGGGGCATGCAATTACAAAGATGTTGCCGGCGAAGGTTATGGCATG

AATACAGCTGCACTGAGCAGTGTTTTGTTCAAAAATGGACAGACTTGTGGTGCTT

GTTACGAAATCAAATGCGCTGATAGCCCTCAATGGTGCAAGATAGGGCAGTCATC

TCTCTTTGTCACTGCAACTGACCATTGCCCACCAAATCCATCTCTCCCAAATGACA

ATGGAGGCTGGTGCAATGTTCCACGTGAGCATTTCGATGTAGCCAAGCCTGTATT

TAGTCAGCTTGCTGAGTACAAGGCCGGCATTATTCCAATCCACTATCGCAGGTCA

TATGACTTTTCAATTTCTTACCATTTAGCGATATTATACCAGTTAGGAGGCCAGTT

AGGAAGCTTAGGTCGAGTTTCTTAATTAAAAGGGTTCATTTTCCCTGCAGGGTTCC

GTGCAAAAAGCAAGGAGGTATTAGATTCACTATATTGGGGAATCCTTGGTTCTAT

CAGGTCATTGTGTGGAATGTGAAGGGAGCTGGAGATATTGTTAGTGTTCAAGTGA

AGGGTGATGACAAGCTCAAGTGGACGCAAATGGAACGAGATTGGGGGGCAACTT

GGAAAACCAGTGCTATTTTGCTTGGAGAGTCGCTAACCTTTCGTGTTAGAGCAAG

CGATAAAAGATACTCCACTTCATGGCATGTTACCCCTAAGAACTGGCAATTTGGC

CAGACATACGAGGGCAAGAACTTCAACTAA 


