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
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Legend:

Exon — Iniron

DOMAIN ARCHITECTURE

108 135 150 175 200 25 %0 2718 288
PO S T T T TN St A TSN SN S AT SO SN T T AN ST SO N N A S SR Loy

Query seq.

Superfanilies PLNO0O0S50

+ Name Accession Description Interval  E-value
[+] PLN00050 super family 31535 expansin A; Provisional 63-286 4.14e-92
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




