IDENTIFICATION

Species: Salix purpurea

Locus: Sapur.017G070700

Gene Model: Sapur.017G070700.2.p
Description: SprEXPA-25

Family: Alpha Expansin

3D structure:
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KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Spurpurea_v5_1

GENE STRUCTURE

SprEXPA-25 e
7

L 1 1 1 1
obp 500t [T 1500bp 20K

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Query seq,
Superfanilies PLNOOOS0O

+ Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 1-239 2748-134
SEQUENCES

Peptide

>SPrEXPA-25

MAPFGFLLMGFLSIVSSVHGYYGGWINAHATFYGGGDASGTMGGACGYGNLYSQG
YGANTAALSTALFDNGLSCGACFEIRCVNDPQWCLPGSIVVTATNFCPPGGWCDPPN
HHFDLSQPVFQHIAQYRAGIVPVIYRRVRCRKSGGIRFTINGHSYFNLVLITNVGGAG

DVRSVAIKGSRTRWQAMSRNWGQNWQSNTYLNGQSLSFLVTTSDGRSVVSYNAAP
AGWSFGQTYSGGQYRY*

CDS (coding sequence)
>SprEXPA-25

ATGGCTCCTTTTGGGTTTCTTTTAATGGGGTTTCTCTCCATCGTCTCGTCTGTTCAT
GGATACTATGGAGGTTGGATTAACGCACATGCCACTTTCTATGGAGGTGGCGATG
CTTCAGGGACAATGGGCGGGGCCTGTGGCTATGGAAACCTGTACAGCCAGGGTT
ATGGAGCCAACACAGCAGCGCTGAGCACCGCATTGTTCGACAATGGTCTGAGCTG
TGGGGCTTGTTTCGAGATCAGGTGCGTGAATGATCCTCAGTGGTGCCTGCCCGGC
TCCATCGTGGTCACCGCCACTAACTTTTGCCCTCCTGGAGGCTGGTGTGATCCTCC
CAACCACCATTTTGATCTCTCTCAACCTGTTTTCCAACACATTGCCCAATATAGAG
CTGGAATCGTCCCAGTAATTTACAGAAGGGTAAGATGCAGGAAGAGTGGAGGCA
TCAGGTTCACCATCAACGGCCATTCATACTTCAATCTGGTCCTGATCACCAATGTC
GGGGGTGCTGGTGATGTGCGTTCTGTGGCCATCAAGGGTTCAAGAACTCGATGGC
AAGCAATGTCAAGAAACTGGGGCCAAAACTGGCAGAGCAATACTTACCTCAATG
GACAGAGTCTCTCTTTTCTAGTTACCACAAGCGATGGTCGCAGTGTGGTTTCTTAC
AATGCTGCCCCTGCTGGCTGGTCCTTCGGGCAGACATACAGTGGAGGGCAGTATA
GGTACTAG

Nucleotide
>SprEXPA-25

CAGTGGACCACCTACTATGTTTTTATAGCGGTGTTTTAGACTACAAAGAAACAGA
TGGATATTGCTCGCTCAATGATGTAATCAAGATTTATGGCCGTAGCGACTATGGC
AGAAATGCTTGAGAAATCATTGAATGATGAAACGAGGAGAAGGTTTTGGCGTCA
TTAATTTAAAAGGAAAAAGCTTCTATGAATGAACTCCTTGTGTTTCTCCTGCAGTC
AAAAACAGTAAGACATTGCAAGAGGTGGGAATTGGTAAGGAAAAGAAAAGAAC
GTTAACCGTGGCAGAGCAACCTTTCACCATGTCCCACCTGAGTTAATGGCAGCTC



CATGGTGGACAACTTCAAAACCACTCAGTTTCAAGCTTTGAACCCCAAACAAAAC
CATCTGCAGAACTTCAAAACCAAACTCTCAATTGTTTCCACAAATCTAAACAAAG
TAAAAACCACTTACCAGTTGTATGGTCCCTTTAGCTGAAAGCTTGTCAGGTTTTTC
TTTAATCAGGTTCAGGAGTGATGCTGAATGACTTCTATTTATTCCCCTCAAGCCTC
CCCTCCACTCTTCATTCCCCACAATTGCTATCTTTTTCCAAGGTTTATCATTTCTAC
TATCAATATCCTTTCCCTTCTGTTTTCCTTAATTACAAGCAAGAGTTTATTATTATT
ATTTAGTACTGCTATGTTTTTATTTTTAAGCAGGTGAAATGTGGCTTTGCCTGAGA
GTCTCGTGTAATTCTGTGCAGGAAAATGGCTCCTTTTGGGTTTCTTTTAATGGGGT
TTCTCTCCATCGTCTCGTCTGTTCATGGATACTATGGAGGTTGGATTAACGCACAT
GCCACTTTCTATGGAGGTGGCGATGCTTCAGGGACAATGGGTATGTTACACGTGT
ATGTTTTTTCCAAGGAAAATCATGTACATGCGAGTGCTATCATCTGTAATCTCCTT
AAACTACTGATCTAGCTAACCCTAGCTTGGTTATTTTTTGTTTCAAGGCGGGGCCT
GTGGCTATGGAAACCTGTACAGCCAGGGTTATGGAGCCAACACAGCAGCGCTGA
GCACCGCATTGTTCGACAATGGTCTGAGCTGTGGGGCTTGTTTCGAGATCAGGTG
CGTGAATGATCCTCAGTGGTGCCTGCCCGGCTCCATCGTGGTCACCGCCACTAAC
TTTTGCCCTCCTGGAGGCTGGTGTGATCCTCCCAACCACCATTTTGATCTCTCTCA
ACCTGTTTTCCAACACATTGCCCAATATAGAGCTGGAATCGTCCCAGTAATTTAC
AGAAGGTATGCTGAGAAACAACCTATCATGTCTTTATTTAATTTATTAATTATCTT
TATAGTTTTTTTTTATCTAATCAGTAAGGTTATGGTTTTTTTTAGGGTAAGATGCA
GGAAGAGTGGAGGCATCAGGTTCACCATCAACGGCCATTCATACTTCAATCTGGT
CCTGATCACCAATGTCGGGGGTGCTGGTGATGTGCGTTCTGTGGCCATCAAGGGT
TCAAGAACTCGATGGCAAGCAATGTCAAGAAACTGGGGCCAAAACTGGCAGAGC
AATACTTACCTCAATGGACAGAGTCTCTCTTTTCTAGTTACCACAAGCGATGGTCG
CAGTGTGGTTTCTTACAATGCTGCCCCTGCTGGCTGGTCCTTCGGGCAGACATACA
GTGGAGGGCAGTATAGGTACTAGACATGATTCCCCATCGGATCTTCTTCTTATCC
AGGCCCCGATCGAGCCCTAGGATCCAGTATCATTAAGCAACAAGGTGGCTAGCTT
ACGGGTTAGTTTGAAGAACTAGTAGTGTGTTTATAGCAAGACATGCCGTACAGTT
TCAAGAGCAACATATATATATATATGGGTTAATATTTCTTATGATTGTGAGTTTTT
GAAGTCAATGGCTGGGATTAGATTCGAGCCTCGAGATTGCATGCGTTTTTAATGC
AAGAGTGAGTCGTATGGATGTCCGAAGGCATGCAGCTGCTTGATGAGTACTGCTA
GGACATTAAAATGTTTGTGGTAATAAAAAAGGAAAGAAGAAGATGAAGAAGAA
GAAGTTGTATTCAATATGTTATTAAATGCACATGCGGTGTCGATCGTAATTAACG
AAAGTTAGATCTCGCCCTTTTCTTTTCCTCTCTTGTCCATGTTGATGAATTTCCAAA
ATTCATTTTTAATTATTAACTGGTTAGTTTTTTGGTGGAATATTACATTTTTGAGTA
ATAAATCCATATACTTGTGG




