IDENTIFICATION

Species: Salix purpurea

Locus: Sapur.017G115200

Gene Model: Sapur.017G115200.1.p
Description: SprEXPA-27

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Spurpurea v5 1
KEGG:-

EXTERNAL RESOURCES
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Query seq,
Superfanilies PLNOOOS0O

+ Name Accession Description Interval E-value
[+] PLN00O50 super family c131535 expansin A; Provisiona 52-277 2.33e-90
SEQUENCES

Peptide

>SPrEXPA-27

MPPPLLQGPVHTLLKPPPPLLLLLLLLITLLPTTTSHTSSTTNPPPLSTSLSQWQSARAT
YYAASDPRDSVGGACGYGDLVKAGYGMATVALSESMFERGQICGACFQIKCVDDLR
WCIPGTSIIVSVTNFCAPNYGFTSDDGGKCNPPNKHFVLPIESFEKIAIWKAANMPIQY
KRIKCRKEGGIRFTISGSGIFLSVLISNVAGAGDITSVRIKGSRTGWLDMGRNWGQNW
HINANLQNQALSFEVTSSDKMTVISYTVAPKDWRFGQTFEGKQFET*

CDS (coding sequence)
>SprEXPA-27

ATGCCACCGCCATTACTTCAAGGCCCCGTTCACACCCTCCTGAAACCACCACCAC
CTCTCCTCCTCCTCCTCCTCCTCCTCATCACTCTCCTCCCCACCACCACGTCCCACA
CCTCTTCCACCACCAATCCGCCACCTCTGTCCACCTCTCTATCCCAATGGCAATCC
GCACGCGCTACTTACTACGCAGCATCCGATCCCCGGGACTCAGTAGGAGGGGCGT
GTGGATATGGGGACTTGGTTAAAGCAGGATATGGAATGGCAACTGTAGCACTGA
GTGAATCAATGTTTGAACGAGGACAGATCTGTGGCGCGTGTTTTCAAATCAAATG
TGTTGATGATTTGAGGTGGTGTATTCCTGGGACGTCTATTATTGTCTCAGTCACTA
ATTTTTGTGCTCCAAATTATGGGTTCACTTCTGATGATGGTGGAAAATGTAACCCT
CCAAATAAGCATTTTGTGCTGCCCATTGAATCTTTTGAAAAGATTGCCATTTGGAA
GGCTGCTAATATGCCTATTCAGTACAAAAGGATCAAGTGCAGAAAGGAAGGAGG
GATTCGGTTTACAATCTCTGGGTCCGGTATCTTCCTCTCGGTGCTGATCAGCAATG
TTGCAGGTGCTGGAGACATTACTTCAGTGAGGATTAAGGGTTCAAGAACAGGGTG
GCTTGATATGGGTAGGAACTGGGGCCAGAACTGGCATATTAATGCTAATTTACAG
AATCAAGCTCTCTCATTTGAGGTCACTAGTAGTGATAAGATGACTGTTATTTCTTA
CACCGTTGCTCCCAAAGACTGGAGATTTGGACAAACCTTTGAAGGAAAGCAATTT
GAGACTTGA

Nucleotide
>SprEXPA-27

CTTTAAAGCACACTTCAAGTTTCCACTGCTTCTGTAATAAAGAACAGAAAGACAA
CCTCAACATCATCAAATCTTGAACTCGACAACAAATCCTTCGCTTTCATATCCTCC
AATCAAAGACAACAAGATGCCACCGCCATTACTTCAAGGCCCCGTTCACACCCTC
CTGAAACCACCACCACCTCTCCTCCTCCTCCTCCTCCTCCTCATCACTCTCCTCCCC



ACCACCACGTCCCACACCTCTTCCACCACCAATCCGCCACCTCTGTCCACCTCTCT
ATCCCAATGGCAATCCGCACGCGCTACTTACTACGCAGCATCCGATCCCCGGGAC
TCAGTAGGAGGGGCGTGTGGATATGGGGACTTGGTTAAAGCAGGATATGGAATG
GCAACTGTAGCACTGAGTGAATCAATGTTTGAACGAGGACAGATCTGTGGCGCGT
GTTTTCAAATCAAATGTGTTGATGATTTGAGGTGGTGTATTCCTGGGACGTCTATT
ATTGTCTCAGTCACTAATTTTTGTGCTCCAAATTATGGGTTCACTTCTGATGATGG
TGGAAAATGTAACCCTCCAAATAAGCATTTTGTGCTGCCCATTGAATCTTTTGAA
AAGATTGCCATTTGGAAGGCTGCTAATATGCCTATTCAGTACAAAAGGTAAAAAT
CTGAAAACCCTTTTGGATTTTGGCTGCTAGTATGCCATAGTTAGGCAGTTTTGAAC
ACATTTAGTGTTTTAAAGTTTGATTTACACGAGACAGGATTTTTTGAAGAACTTTT
GATAATTTGGTTGCCGAATTCTTTCAAGATTAGAAATTTGCGTGTCTAGTAACTCT
AGTTTGTTAATTTTTCAACTACTGTCGGCTTTTACTTCATTCTTTCTTGCTAACATG
CATTTAGCTGCAATTTCATGTTACCTGGTTTGCCTTTTTCAGTCTATTTCTTCTTTC
AAAATTTGTTTCTTTCAGCCTCAGTTCCTTTTAAGGATGGACTAGATTGACCATTT
TGAGTTTATTGTGTTGAGATTCACTTTCATTGAAAGATTAAACATTAGAAGTTGTT
AATTGTGATTTTAGAAACAGGAAGGTTTCTTGACTTGGTGTAATCTTAGCAACTAT
GGACAATCTAAATATATCTTTGTGTGTATTGATCATTGCTAATGTGCACCCAGTCT
CCTGCAAACTTAGTCATGGCATCACTTGTGGGGATGTAGTCAGGAGCACGCTGTT
TCGGCTTTGAAAACTCAAAGAGGTTTTTACCCGACACTTTTGGTTAATTACTTTAT
GGAAGGTAAATAAATGCATAATGGGAGACAACCCAATGGCTTTTCTCAATCCTGC
ATCAAAAGAAGTACAACATTCACTAACTATAGTATATGTTTTCTTTGTATCTGATG
GTGACAATTCCTTCGCCAAAACCCCTTTGTAAATGTGTGAAGGCTTACAGTTAAC
TGGCATTAACTTAGAAAGTATTTCTGTTTTTTTAACTGCTAGAGCAAAAGTAAGCT
CAATAACACAGCATTTACATGTACTTGAATTATTCCAGAAATAAGTAGCCTTTCTT
TTCTTTTACTGGTGGTACTGGATATATCTAATATCTAAATATAGGTTCTTGAAGTT
TGCTATTATTGTTTTCAAATAATTTTTTTTCTTCCTAATCCTTAACTTGGTTATGTTT
GAACAGGATCAAGTGCAGAAAGGAAGGAGGGATTCGGTTTACAATCTCTGGGTC
CGGTATCTTCCTCTCGGTGCTGATCAGCAATGTTGCAGGTGCTGGAGACATTACTT
CAGTGAGGATTAAGGGTTCAAGAACAGGGTGGCTTGATATGGGTAGGAACTGGG
GCCAGAACTGGCATATTAATGCTAATTTACAGAATCAAGCTCTCTCATTTGAGGT
CACTAGTAGTGATAAGATGACTGTTATTTCTTACACCGTTGCTCCCAAAGACTGG
AGATTTGGACAAACCTTTGAAGGAAAGCAATTTGAGACTTGATGTACTGGCAAGA
AGATAAGATGATAAATAGATGAGACCATTCTTTTCCTTTTCTATTTCCATGTTTTG
CTTTTCTTTTGGGGGTGAAGGTGTATGGATGGTTTTTTTTTTGTCAACTTTGGTGG
AAGATGCATGGATCAGTGTGTTGTCTATGGTCCGAAGTACATAGTTTGAGATACT
AAATTGTTGTGTGGTGGGTACACCAGACCTGAGAAACTGTTCACTCATGTGTACG
ATGAAGATGATAGAAGATAACTCAACCCGTCACTCTTTGTTTGAGAGATTGAGCA
AAGTCTGGGTTATTGGACTTAGTTTGAGATGGACTTAGTTTGTTGTTGTAACCTGT
AACTTGAACAATGTTAAATGATAAAGTCTGCTGCGTTCTGCTACTCTGAC




