IDENTIFICATION

Species: Salix purpurea

Locus: Sapur.017G076600

Gene Model: Sapur.017G076600.1.p
Description: SprEXPA-26

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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Query seq.
Superfanilies PLN0O0OOS50

Name Accession Description Interval E-value
[+ PLND0050 super family 31535 expansin A; Provisional 17-261 1.56e-98
SEQUENCES
Peptide

>SPrEXPA-26

MSLSLKIMASFKNFTACLGFMLLLGLARSDQISFGEKIDSSWHDAHATFYGDIHGGQT
MMGACGYGDLFQQGYGLQTAALSTALFNNGRTCGACYELKCVNDPQWCKKDAGTI
KITATNLCPPNFGALNAWCNPPQQHFDLSMPMFLAIAQYRAGIVPVKYRRILCSKEG
GVRFDIHGNPYWMLVLVRNVGGSGEVTHVSIKGSRTGWIQMTRNWGQNWQTGAH
LVGQSLSFLVTTSDSKRLYFDSVAGADWSFGQAYDGKLNF*

CDS (coding sequence)
>SprEXPA-26

ATGTCTCTTTCTCTGAAAATCATGGCTAGTTTTAAGAACTTCACTGCTTGTTTAGG
GTTCATGCTGCTTCTGGGACTGGCCAGGAGTGACCAAATTAGCTTCGGAGAAAAA
ATAGACAGTTCATGGCACGATGCTCACGCAACTTTTTATGGGGACATCCATGGCG
GACAGACAATGATGGGAGCTTGTGGCTATGGCGATCTCTTCCAGCAAGGGTATGG
GCTTCAAACAGCAGCATTAAGCACAGCACTCTTCAACAATGGAAGAACTTGCGGT
GCTTGCTATGAACTCAAGTGTGTAAATGATCCACAGTGGTGCAAAAAAGACGCCG
GCACCATCAAAATCACGGCGACCAACTTATGCCCTCCGAATTTCGGAGCTCTCAA
TGCTTGGTGCAATCCACCGCAGCAGCATTTTGACCTGTCGATGCCCATGTTTCTGG
CGATCGCACAGTATAGGGCAGGGATTGTACCTGTCAAGTATCGCAGAATCTTGTG
CTCCAAGGAAGGAGGGGTTAGGTTTGACATTCATGGTAATCCCTACTGGATGCTG
GTGCTGGTGCGAAATGTCGGAGGATCTGGTGAAGTTACTCATGTCTCGATCAAGG
GCTCACGAACTGGTTGGATTCAGATGACGAGGAACTGGGGACAGAACTGGCAGA
CCGGGGCTCATCTTGTCGGACAAAGTTTGTCATTCCTAGTTACTACCAGTGACTCC
AAGAGGCTCTACTTTGATTCTGTCGCCGGAGCTGATTGGAGTTTTGGACAAGCTT
ATGATGGGAAATTAAACTTTTAA

Nucleotide
>SprEXPA-26

CAATTACACCCAATCAAACTCCAGCATCTGTCTTGATCAATGTCTCTTTCTCTGAA
AATCATGGCTAGTTTTAAGAACTTCACTGCTTGTTTAGGGTTCATGCTGCTTCTGG
GACTGGCCAGGAGTGACCAAATTAGCTTCGGAGAAAAAATAGACAGTTCATGGC
ACGATGCTCACGCAACTTTTTATGGGGACATCCATGGCGGACAGACAATGAGTAC
GTGTGTAGTAAATTTCCCAGCCATTCTTTTCTTCACTTATTAACTAATTAATCAGT



GAAGCAATCAGCTGTTTTTTTTTCCAGATAAAGTATTGTGAAAACAACAGATTTG
TAAATTGATTTCTTAATTTTTTGATCATTTATTGGCATGCAGTGGGAGCTTGTGGC
TATGGCGATCTCTTCCAGCAAGGGTATGGGCTTCAAACAGCAGCATTAAGCACAG
CACTCTTCAACAATGGAAGAACTTGCGGTGCTTGCTATGAACTCAAGTGTGTAAA
TGATCCACAGTGGTGCAAAAAAGACGCCGGCACCATCAAAATCACGGCGACCAA
CTTATGCCCTCCGAATTTCGGAGCTCTCAATGCTTGGTGCAATCCACCGCAGCAG
CATTTTGACCTGTCGATGCCCATGTTTCTGGCGATCGCACAGTATAGGGCAGGGA
TTGTACCTGTCAAGTATCGCAGAATCTTGTGCTCCAAGGAAGGAGGGGTTAGGTT
TGACATTCATGGTAATCCCTACTGGATGCTGGTGCTGGTGCGAAATGTCGGAGGA
TCTGGTGAAGTTACTCATGTCTCGATCAAGGGCTCACGAACTGGTTGGATTCAGA
TGACGAGGAACTGGGGACAGAACTGGCAGACCGGGGCTCATCTTGTCGGACAAA
GTTTGTCATTCCTAGTTACTACCAGTGACTCCAAGAGGCTCTACTTTGATTCTGTC
GCCGGAGCTGATTGGAGTTTTGGACAAGCTTATGATGGGAAATTAAACTTTTAA



