
IDENTIFICATION 

Species: Salix purpurea 

Locus: Sapur.004G156200 

Gene Model: Sapur.004G156200.1.p 

Description: SprEXPA-08 

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-08 

MGGGHLTSKASFISARRLGSFPEEKGGSSLHSRVKIIISQRREEREQDKRKESQVRIIILI

VVAYQMGALKVVLLYLIVHQAWKITADDEEWKSATATYVKDTNGSIVVEGACGYG

DLHKATYGKYSAGLSSMLFNRGSACGACFEVRCVDHILWCLQGSPSVILTATDFCPP

NYGLSADYGGWCNFPKEHFEMSEAAFTEIAEKKADIVPVQHRRVKCGRRGGLRFTV

SGNFHFYQVLISNVGLDGEVIAVKVKGSKTAWIPMARNWGQNWQSNANLIGQPLSF

EVTTSSRKTLTSYNVAPANWQFGQTFEGKQF* 

CDS (coding sequence) 

>SprEXPA-08 

ATGGGGGGTGGCCATCTAACCAGCAAAGCTAGCTTCATTTCAGCAAGGAGACTCG

GGTCATTTCCCGAAGAAAAGGGTGGTTCTTCTCTTCACTCAAGAGTCAAGATCAT

AATTTCACAGAGAAGAGAAGAAAGGGAGCAAGATAAAAGAAAAGAATCTCAAG

TACGAATCATAATTCTCATAGTTGTTGCTTATCAGATGGGTGCTCTAAAAGTCGTG

CTTCTCTACTTGATTGTACACCAAGCATGGAAGATCACCGCTGATGATGAGGAAT

GGAAGTCTGCCACTGCAACATACGTTAAGGATACAAATGGATCAATCGTTGTAGA

AGGTGCTTGTGGGTATGGGGACCTTCACAAGGCCACCTATGGAAAGTACAGTGCT

GGACTGAGTAGTATGCTGTTCAACAGAGGGAGTGCCTGCGGGGCTTGCTTCGAGG

TCAGATGTGTCGACCACATCTTATGGTGCCTGCAGGGTAGCCCCTCCGTCATTCTC

ACTGCAACAGATTTCTGCCCTCCAAATTACGGGCTCTCGGCGGATTATGGTGGCT

GGTGTAATTTCCCGAAAGAACACTTCGAGATGTCAGAGGCAGCATTTACTGAAAT

CGCAGAGAAAAAAGCTGATATCGTGCCAGTTCAACACAGAAGGGTGAAGTGTGG

AAGAAGGGGTGGGCTGAGATTCACAGTGAGTGGAAATTTTCACTTCTACCAAGTC

CTGATCTCCAATGTGGGGTTGGATGGGGAGGTGATTGCTGTGAAAGTGAAGGGTT

CGAAAACAGCATGGATACCTATGGCAAGAAACTGGGGACAAAATTGGCAATCCA

ATGCCAACCTTATTGGACAGCCTCTATCTTTCGAGGTGACAACCAGCAGCAGAAA

AACACTCACATCTTACAATGTTGCTCCAGCAAACTGGCAATTCGGACAGACATTT

GAAGGCAAACAATTCTAG 

Nucleotide 

>SprEXPA-08 



AACAGAGCAAAGACTTTCCGCTCTCCGTGTCTGCCACAACCATACAACCTTCCAA

TATACAAACTACGATCCCTGAACCCTTTTTTGAGTTTACATTCCCAGCTTGAAAAA

ATCAAAGAAAAGAAGGCATTGCTTTTCTCTATAATGGACCAAAGCTACCCTTCTT

CTCGGGCTTGCTGCCCCGTCCCTACATCCCTCTTTGTCAAAATTTCACAGTTTCTTT

TATGGGGGGTGGCCATCTAACCAGCAAAGCTAGCTTCATTTCAGCAAGGAGACTC

GGGTCATTTCCCGAAGAAAAGGGTGGTTCTTCTCTTCACTCAAGAGTCAAGATCA

TAATTTCACAGAGAAGAGAAGAAAGGGAGCAAGATAAAAGAAAAGAATCTCAA

GTACGAATCATAATTCTCATAGTTGTTGCTTATCAGATGGGTGCTCTAAAAGTCGT

GCTTCTCTACTTGATTGTACACCAAGCATGGAAGATCACCGCTGATGATGAGGAA

TGGAAGTCTGCCACTGCAACATACGTTAAGGATACAAATGGATCAATCGTTGTAG

GTATTTTTCTACCAACTGGTCCTAGTAAAGGGTGAAACTTTATGTTTCTTCAACTC

GCAATGGTGTTTCATATCCCACAAAAAAGTTCCAGTTTGGATTTTCAATTTTAAAC

CACCATTGTTTAATGTTGCAGAAGGTGCTTGTGGGTATGGGGACCTTCACAAGGC

CACCTATGGAAAGTACAGTGCTGGACTGAGTAGTATGCTGTTCAACAGAGGGAGT

GCCTGCGGGGCTTGCTTCGAGGTCAGATGTGTCGACCACATCTTATGGTGCCTGC

AGGGTAGCCCCTCCGTCATTCTCACTGCAACAGATTTCTGCCCTCCAAATTACGG

GCTCTCGGCGGATTATGGTGGCTGGTGTAATTTCCCGAAAGAACACTTCGAGATG

TCAGAGGCAGCATTTACTGAAATCGCAGAGAAAAAAGCTGATATCGTGCCAGTTC

AACACAGAAGGTATCACTAATCAATTCGCAATTTACTTGATAAACGAGTTTAGGC

TAGCAAACATTGTTTATGCAATTTTGTGCAGGGTGAAGTGTGGAAGAAGGGGTGG

GCTGAGATTCACAGTGAGTGGAAATTTTCACTTCTACCAAGTCCTGATCTCCAAT

GTGGGGTTGGATGGGGAGGTGATTGCTGTGAAAGTGAAGGGTTCGAAAACAGCA

TGGATACCTATGGCAAGAAACTGGGGACAAAATTGGCAATCCAATGCCAACCTT

ATTGGACAGCCTCTATCTTTCGAGGTGACAACCAGCAGCAGAAAAACACTCACAT

CTTACAATGTTGCTCCAGCAAACTGGCAATTCGGACAGACATTTGAAGGCAAACA

ATTCTAGAGTGAGAGGCTTTTGGGCTCGAGCCATAGGATCATACTTCCCTTTTGCT

TAGAATCACTAAAGCTCTCTTGCTATGATGAAGCTGGTTCGTGGTCAAAAGAATG

TAAGAAAGTTGTAAAGGAAAGTTGGGGGAAAAAAGGAACACAAGGTCCCAGTTT

TGTCTCTTTACGTGCTTTTGAGAGTAGAAAGTTAACTACTCTTGGAATGTGAAGTA

CTGAGATGTTAAGGTTTATCTTCACTTCAAAAGACTAGAGAAAAGTTTAAGATAT

ATATCTCTTACCATGAGTTTCTTACCAGGCAATCCTTGCTTCATGAACTAGGCTG 


