IDENTIFICATION

Species: Salix purpurea

Locus: Sapur.15WG060700

Gene Model: Sapur.15WG060700.1.p
Description: SprEXPA-18

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
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Legend:
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DOMAIN ARCHITECTURE
query sea. www

Superfanilie PLN0O0OOS0O

Name A:eusslon Description Interval E-value
|+] PLNO00O50 super family expansin A; Provisional 28-256 874e-122

SEQUENCES
Peptide
>SprEXPA-18

MAVGAVISTISLVLLLSLAEARIPGVYSGGAWQSAHATFYGGSDASGTMGGACGYG
NLYSQGYGVNTAALSTALFNNGLSCGACFEIKCANEPQWCHSGSPSIFITATNFCPPNF
AQPSDNGGWCNPPRPHFDLAMPMFLKIAEYRVGIVPVSYRRVPCRKPGGIRLTINGH
RYFNLCLITNVAGAGDIVKVSVKGSRTGWMTMSRNWGQNWQSNSVLVGQSLSFRV
TGSDRRTSTSWNVVPSNWQFGQTFTGKNFRV*

CDS (coding sequence)
>SprEXPA-18

ATGGCTGTCGGGGCTGTCATTTCTACTATATCTTTGGTGCTACTTTTGAGTCTTGC
CGAGGCAAGAATTCCCGGTGTTTACTCCGGTGGAGCCTGGCAGAGCGCCCACGCT
ACTTTTTATGGTGGCAGTGATGCATCGGGGACTATGGGCGGTGCTTGCGGGTACG
GTAACCTGTACAGCCAAGGGTATGGCGTGAATACTGCAGCACTAAGCACAGCCCT
GTTCAACAATGGCCTTAGCTGCGGTGCTTGTTTTGAAATAAAGTGTGCTAATGAA
CCACAATGGTGCCACTCTGGTAGCCCATCAATTTTTATCACAGCTACAAACTTTTG
CCCTCCTAATTTTGCTCAGCCCAGTGACAATGGTGGTTGGTGCAATCCTCCACGCC
CTCACTTCGATCTTGCAATGCCCATGTTCCTCAAGATCGCCGAGTACCGTGTTGGC
ATCGTCCCTGTCTCTTACCGCCGGGTTCCGTGTAGAAAGCCAGGAGGAATCAGGC
TCACAATAAACGGACACCGTTACTTCAACCTGTGCCTGATCACCAACGTTGCAGG
CGCAGGAGATATAGTGAAGGTGAGCGTGAAGGGATCCAGGACTGGGTGGATGAC
CATGAGCCGTAACTGGGGTCAAAACTGGCAGTCAAACTCAGTTCTGGTTGGTCAG
TCATTATCTTTCAGGGTCACGGGCAGTGATAGACGCACTTCTACTTCATGGAATGT
TGTTCCATCGAATTGGCAGTTCGGTCAAACTTTCACCGGAAAGAACTTTAGGGTT
TAA

Nucleotide
>SprEXPA-18

ATGGCTGTCGGGGCTGTCATTTCTACTATATCTTTGGTGCTACTTTTGAGTCTTGC
CGAGGCAAGAATTCCCGGTGTTTACTCCGGTGGAGCCTGGCAGAGCGCCCACGCT
ACTTTTTATGGTGGCAGTGATGCATCGGGGACTATGGGTACTGTAATCTTGAAAC
CTTCATGCTAAGTAGCTAGCTTCTTGAGTTTTTTGCCATATTCAAGAATTGTTTCT
GTATTTTGCATAACCCATGATTTCTGCTTGCATTTTCCATGACAGAACCATAAAAA



CAAACAAAAAGAAGAGCCAATCCCTTACCTTGCACTGCCTTTTTACAGCCCCGAA
CTCTGTTTTAACCAAAATCAGATTTCAAAAGCACGATAAGCTTGCACCAATACCA
TGCATTGCCTTTGAATATTGAATCACCGCCCGAGGAATCCTGAAACCTAAAGCCA
AAATCCCAAATAAGGAACCTGCATTGACTGATCTTATTTCTTGTATTCAGGCGGT
GCTTGCGGGTACGGTAACCTGTACAGCCAAGGGTATGGCGTGAATACTGCAGCAC
TAAGCACAGCCCTGTTCAACAATGGCCTTAGCTGCGGTGCTTGTTTTGAAATAAA
GTGTGCTAATGAACCACAATGGTGCCACTCTGGTAGCCCATCAATTTTTATCACA
GCTACAAACTTTTGCCCTCCTAATTTTGCTCAGCCCAGTGACAATGGTGGTTGGTG
CAATCCTCCACGCCCTCACTTCGATCTTGCAATGCCCATGTTCCTCAAGATCGCCG
AGTACCGTGTTGGCATCGTCCCTGTCTCTTACCGCCGGTAAACACACAATTCCGTC
ATTACTTCCCTCCTATTCTTTTAATTGTTAGTCATGGTATTATTTTTAATCAGAGTC
TTGCTACCATTATTGCTATAATTTGAAAATAACTATTTCATGAATCAGATTAAATC
AATTTGATTGGTTGATGGATGGATCAAAGCTTATTTTGTCTTATAATTACTGCACT
TGCTTTTATGCAGTAGGTCAACATAGGAATTGATGTGTTTCATACGAATCTGGACT
TTGAAAATGAGATTAGGTTGCTCTTAAAAATAAAAACATGATTGACTGCTCTAAG
GCTTCGTATGGTATGATTGGTCTTTCAAGATTCCAAGTGTACAATCTTCTGATCAA
AATGTATTCTGTGAAGAAATCAGAATCGTCATCTTCAATCAAGAAAATCTTATCT
ACTTTGTCCCCACTTGCACGGGGAGGTCCACATCCCCTCCGAAAATTACTAAAAT
GCCTTTTTTTTTTATAGGGTTCCGTGTAGAAAGCCAGGAGGAATCAGGCTCACAA
TAAACGGACACCGTTACTTCAACCTGGTTGGGAGAGCGGTAGCGGTTGCGGTTGC
GGTTGTGGTTGAAAAAATGGAGTTTTAAAAATGGAGTTTTTAAAAATGGAAAGTG
TTTGGTTAAAACTGTGGTTGAGTTGAAGGTTGAAGAAAAAGGAGTTTTGGTGTTT
GGTTTCCAAACTTTACAAACTGCTTTTAACTTGTGAAATTACTTAAAAGGGTATAT
ATATATATATATATATATATATATATATAATTTTTTTAAATATTGTAAATTTAATA
ATGATAATAATATTATGAAATTAATAATTCATGAAAAAACAAATATTATTTTTTAT
TCTCCCGTCAAACTATTTGCAATTTCATCACGAACATATATTTTCCTTCCATTTAA
GACTGATCTGTATCTACACATTTTTTTTAAAATATATATATTTTTAAATTCGGACT
GGGCCTCACCCAGCTAAATGGGCCGGCCAAGCTTGGGCTGGGCCGAGAGCAGCC
CAGCCCAGCCCAGTTTCACGAAGAAGCGTGAAACGGTGCGCTGCACTGTGCACGT
CTTCTTCGTGAAACTGGGCAGTGCAGCGCACCTGCACGTGAAAGTGGCTTCCGAC
CGACCACGACGAGAGCTTCAACGGAGGATACCGACGGGTAGAGGAGGCCGATGT
CATTATTCCTGTGGTGGTGGCGTCTGAAATGGTGGCCTGTGGTGGCCGGAAACAG
CCTTGGAAGGTGGCGGTACTGTTCACCGACCACGACGAGGGCTTCAACGGAGGA
TACCGACGGGTAGAGGAGGCCGAGGTGGTTCTTCCTGTGGTGGTTTCATCGTAAA
TGGTGGCCTGTGGTGGCCGGAGTCAGCGTTGGAAGCTCCGGCCACCATATGTCTG
TTTGGGCAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGCGAGAGAGAGAGAG
CCATGCACAGGGTTTTGCATGTAATTTTTGCACAGTTTTGCATTCTCAAATTTTTT
GCATGAAAACGGAGATACAAAAAAATGAAACGCGGTGGCAAAAGCTCCTATTTC
TAGCTTCTCGGAAACCTCTGTTTTGATCAATTTTTTGGTGGGCCCCACATGCTTTT
AAATGGCGTTTTGATGTTACCAAACACCATGTTTGCTCCAATCTCCGTTTGGCTCT
CCAATCTCCGTTTCAAACGCAGAGCCAAACGGGTGCCTGATCACCAACGTTGCAG
GCGCAGGAGATATAGTGAAGGTGAGCGTGAAGGGATCCAGGACTGGGTGGATGA
CCATGAGCCGTAACTGGGGTCAAAACTGGCAGTCAAACTCAGTTCTGGTTGGTCA
GTCATTATCTTTCAGGGTCACGGGCAGTGATAGACGCACTTCTACTTCATGGAAT
GTTGTTCCATCGAATTGGCAGTTCGGTCAAACTTTCACCGGAAAGAACTTTAGGG
TTTAAAATTCCCGCTTGATATTTTGTAATAATTTTTTATTGTGCCTTTTCTTTTCTA
AGTGAAAAAGAAAGTGGAAACGAGGAAAGAGTGTCGGTGTAAGTGAGTTGTTTT




TGCTTTATTTAAAGAGTGTTTTTCGGTGGGTGAAAAAGTAAATGGAAGGTCGGAA
GCCGAGGAGGCTGCAAAGTTTAATGTAGCCCGCTGCTTTTGTTTACCATATGATG
AATTAATATGTACACTTCATTAAGAATCTTGTTTGCCTCTTCTTCTTCTTTTCCCCC
TGTTTTTGGGACGTGATCTTCGAAATGTA



