
IDENTIFICATION 

Species: Salix purpurea 

Locus: Sapur.003G054900 

Gene Model: Sapur.003G054900.1.p 

Description: SprEXLB-03 

Family: Expansin Like Beta 

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 

>SprEXLB-03 

MAPSLRFLLLLPATFFFMQTLAEAATCSDCFIQSQAAYYPNSDEYGTDTGRCGYGSFG

ATLNGGDVAAVSALYRDGVGCGACYQVKCTNSYYCTDDGVTIVVTDQGSSGNTDFI

LSRRAFSRMGQTTDAAASLLALGVVDIEYRRVSCSYPYKNITIKIDQNSNYPYYLAFV

IWHQQGRRDITAVQLCETQNFACKLLDRSYGAVWTTTSPPSGPLSLRMLFSDENGDE

TWVVPVNNIPQDWKAGETYDTGVQVNS* 

CDS (coding sequence) 

>SprEXLB-03 

ATGGCTCCTTCTCTGCGGTTCCTTTTGCTCCTCCCAGCAACCTTTTTCTTTATGCAG

ACTTTGGCAGAGGCTGCAACATGTAGCGATTGTTTCATTCAATCTCAGGCAGCTT

ACTATCCAAATTCTGATGAATATGGAACAGATACAGGCAGATGTGGATATGGTTC

GTTCGGAGCAACACTGAATGGTGGGGATGTAGCAGCCGTGTCTGCCCTCTACCGT

GATGGTGTCGGTTGTGGTGCTTGCTATCAGGTAAAGTGCACCAACAGCTACTACT

GCACTGACGATGGAGTGACCATTGTTGTAACTGACCAAGGATCGAGTGGTAATAC

CGACTTTATTCTCAGCAGAAGAGCCTTCAGTCGGATGGGCCAAACCACAGATGCA

GCTGCATCTTTATTAGCCCTTGGAGTAGTTGATATTGAATATAGACGTGTTTCATG

CAGCTATCCATACAAAAACATAACCATCAAAATCGACCAGAACAGCAACTATCCT

TATTATCTGGCTTTTGTCATCTGGCATCAACAAGGAAGAAGGGATATTACTGCTG

TTCAGCTATGTGAGACGCAAAATTTTGCATGCAAACTCTTGGACAGAAGCTATGG

AGCTGTATGGACAACTACCTCTCCCCCCAGTGGACCCTTGTCACTTAGAATGTTAT

TCAGTGATGAAAATGGAGATGAGACATGGGTAGTTCCAGTCAATAACATACCTCA

AGACTGGAAAGCTGGAGAAACATATGATACAGGAGTTCAAGTAAACTCATAG 

Nucleotide 

>SprEXLB-03 

TCATTCCATGCATCACCACCACCTTATCTTCTTTGCTTTTATTGTCTTCTCTCTTTGT

GTCCAATAATGGCTCCTTCTCTGCGGTTCCTTTTGCTCCTCCCAGCAACCTTTTTCT

TTATGCAGACTTTGGCAGAGGCTGCAACATGTAGCGATTGTTTCATTCAATCTCA

GGCAGCTTACTATCCAAATTCTGATGAATATGGAACAGATAGTAAGAGACCTCTA

GTAAAATATTAGAGGAATAAAAACAATTAAATTAACTGTGCACTTATTACCAATT

GAGCATGAATTCTTATGAGTCCCTTTTCATGAATCGCAGCAGGCAGATGTGGATA



TGGTTCGTTCGGAGCAACACTGAATGGTGGGGATGTAGCAGCCGTGTCTGCCCTC

TACCGTGATGGTGTCGGTTGTGGTGCTTGCTATCAGGTACCAATTAAAAGCATCA

TGATTGCAAACCAACTTGTAACCCCCCCCCCCAAACAAAACTAAAAAACACAAA

ATTTTTGCAAACCTGCATTTTTTTTTTTTCATACTCACCAATAATGGTTTACTGAAC

CAGGTAAAGTGCACCAACAGCTACTACTGCACTGACGATGGAGTGACCATTGTTG

TAACTGACCAAGGATCGAGTGGTAATACCGACTTTATTCTCAGCAGAAGAGCCTT

CAGTCGGATGGGCCAAACCACAGATGCAGCTGCATCTTTATTAGCCCTTGGAGTA

GTTGATATTGAATATAGACGGTGAGTTATACATACTATGACTCGATGCAAGAAAC

TCTTAGGTAAAAGAAAGTTTAAAAATGACTCAAACAAAGACTACTTTTAATAGGG

TGAGGAAAAAGAAGTATATTTTTGGTTTTAATCATCAGCAGGGCCAGAATTTAGA

ATAATCTCCCCAAAGATGAGCTCTTTAGAAATCAAGCATCCCTGTTCCTTCGTTTT

CATGATGAAAACATCCCCTGCTCTCTATTTCATGAAGGTTTGTCATGTACTCTGGA

TTATTGAACTCTTTCTCCATGCAGTGTTTCATGCAGCTATCCATACAAAAACATAA

CCATCAAAATCGACCAGAACAGCAACTATCCTTATTATCTGGCTTTTGTCATCTGG

CATCAACAAGGAAGAAGGGATATTACTGCTGTTCAGCTATGTGAGGTAATATGCA

AATCGTGTAAAAATGTGAACTATAGGCTTAGTCAAAGATGACGGCAAAGGGAAT

ATTAGCTGGTATAAAACAGGAAAAGAAACCGAGTATAAAGAAATTAAAATGTTC

TTTTGAGTGATCGAAACTGTTATTAACAAATGCTCTATTATGTGCAGACGCAAAA

TTTTGCATGCAAACTCTTGGACAGAAGCTATGGAGCTGTATGGACAACTACCTCT

CCCCCCAGTGGACCCTTGTCACTTAGAATGTTATTCAGTGATGAAAATGGAGATG

AGACATGGGTAGTTCCAGTCAATAACATACCTCAAGACTGGAAAGCTGGAGAAA

CATATGATACAGGAGTTCAAGTAAACTCATAGAGTCATGGGAAGCAGATGAATTT

ATCCAAATAAGCCCGTTGCACTTAGTTTATTTATTATTTTATCCTTTATTTTTGTAC

ACGGCCATAGGGTCCAAGAAATTCA 


