IDENTIFICATION

Species: Salix purpurea

Locus: Sapur.008G044600

Gene Model: Sapur.008G044600.1.p
Description: SprEXPA-11

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Spurpurea v5 1
KEGG:-
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Query seq.
Superfanilies PLNO0OS0O

+ Name Accession Description Interval E-value
[+] PLNO0050 super family 53 expansin A; Provisional 29-256 542e-123
SEQUENCES

Peptide

>SPrEXPA-11

MAAGAVISTISLVLLLSLAEARIPGVYTGGAWQSAHATFYGGSDASGTMGGACGYG
NLYSQGYGVNTAALSTALFNNGLSCGACFEIKCANEPQWCHSGSPSIFITATNFCPPNF
AQPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKPGGIRLTINGH
RYFNLVLITNVAGAGDIVKVSVKGSRTGWMTMSRNWGQNWQSNSVLVGQSLSFRV
TGSDRRTSTSWNVVPSNWQFGQTFTGKNFRV*

CDS (coding sequence)
>SprEXPA-11

ATGGCTGCCGGGGCTGTCATTTCTACTATATCTTTGGTGCTACTTTTGAGTCTTGC
CGAGGCAAGAATTCCCGGTGTTTACACCGGTGGAGCCTGGCAGAGCGCCCACGCT
ACTTTTTATGGTGGAAGTGATGCATCCGGGACTATGGGCGGTGCTTGCGGGTACG
GTAACCTGTACAGCCAAGGGTATGGCGTGAATACTGCAGCACTAAGCACAGCCCT
GTTCAACAATGGCCTTAGCTGCGGTGCTTGTTTTGAAATAAAGTGTGCTAATGAA
CCACAATGGTGCCACTCTGGTAGCCCATCAATTTTTATCACAGCTACAAACTTTTG
CCCTCCTAATTTTGCTCAGCCCAGTGACAATGGTGGTTGGTGCAATCCTCCACGCC
CTCACTTCGATCTTGCAATGCCCATGTTCCTCAAGATCGCCGAGTACCGTGCTGGT
ATCGTCCCTGTCTCTTACCGCCGGGTTCCGTGTAGAAAGCCAGGAGGAATCAGGC
TCACGATAAACGGACACCGTTACTTCAACCTGGTTCTGATCACCAACGTTGCAGG
CGCAGGAGATATAGTGAAGGTGAGCGTGAAGGGATCCAGGACTGGGTGGATGAC
CATGAGCCGTAACTGGGGTCAAAACTGGCAGTCAAACTCAGTTCTGGTTGGTCAG
TCATTATCTTTCAGGGTCACGGGCAGTGATAGACGCACTTCTACTTCATGGAATGT
TGTTCCCTCGAATTGGCAGTTCGGTCAAACTTTCACCGGAAAGAACTTTAGGGTTT
AA

Nucleotide
>SprEXPA-11

GCTTCGAGCAGATCGAAAGGGTTACCTTCCAGGGAGGGAATAAAAGAAAGAATT
GACTTCAATTAACTATTGTCCAATTTAAGCATTAATCAAGGGTGATTATATTATTT
TTTTATTTTTTATTTGTCAACGTAATGCTTTCCCCCCTCCATAAATAACAACCCAC

ACATTGCACTCTCCTCACACACCCCACTTTCCCAAATCCCCATCTCTAGCAGCTCC
TTCGTGGTCTAGTAGTGATCGGTGAAAGCAATGGCTGCCGGGGCTGTCATTTCTA




CTATATCTTTGGTGCTACTTTTGAGTCTTGCCGAGGCAAGAATTCCCGGTGTTTAC
ACCGGTGGAGCCTGGCAGAGCGCCCACGCTACTTTTTATGGTGGAAGTGATGCAT
CCGGGACTATGGGTACTGTAATCTTGAAATCTTCATGCTAAGTAGCTAGCTTCTTG
AGTTTTTTGCCATATTCATGAATCGTTTCTGTATTTTGCATAACCCATGATTTCTTC
TTGCATTTTCCATGGCAGAACCATAAAAACAAACAAAAAGAAGAGCCAATCCCTT
ACCTTGCACTGCCTTTTTACAGCGCCGAACTCTGTTTTAACCAAAATCAGATTTCA
AAAGCACAATAAGGTTGCACCCATACCATGCATTGCCTATGAATATTGAATTACC
GCCCGAGGAATCCTGAAACCTAAAGCCAAAATCCCAAATAAGGAACCTGCATTG
ACTGATCTTATTTCTTGTATTCAGGCGGTGCTTGCGGGTACGGTAACCTGTACAGC
CAAGGGTATGGCGTGAATACTGCAGCACTAAGCACAGCCCTGTTCAACAATGGCC
TTAGCTGCGGTGCTTGTTTTGAAATAAAGTGTGCTAATGAACCACAATGGTGCCA
CTCTGGTAGCCCATCAATTTTTATCACAGCTACAAACTTTTGCCCTCCTAATTTTG
CTCAGCCCAGTGACAATGGTGGTTGGTGCAATCCTCCACGCCCTCACTTCGATCTT
GCAATGCCCATGTTCCTCAAGATCGCCGAGTACCGTGCTGGTATCGTCCCTGTCTC
TTACCGCCGGTAAACACACAATTCCGCCGTTACTTCCCCCTTATTCTTTTAATTGT
TAGTAATAGAGTCTTGCTACCACTATTGCTATAATTTGAAAATAACTATTTCACGA
ATCAGATTAAATCAATTTGATTGATTGATGGATCAAAGCTTATTTTGTCCTATAAT
TACTACACTTGCTTTTATGCGGTAGGTCAACATAGGAATTGATGTGTTTCATACGA
ATCTGGACTTTGAAAATGAGATAGGCTGCTCTAAAAATGAAAAAACATGATTGAC
TGCTCTAAGGTTTCGTATGGTATGATTGGTATTTCAAGATTCCAAGTGTACAATCT
TCTGATCAAAATGTATTCTGTGAAGAAATCAGAATCGTCTGTCTTCAATCAAGAA
AATCTTATCTACTTTATCCCCACTTGCACGGGGAGGTCCACATCCCCTCCGAAAAT
TACTAAAATGCTTTTTTTTACAGGGTTCCGTGTAGAAAGCCAGGAGGAATCAGGC
TCACGATAAACGGACACCGTTACTTCAACCTGGTTCTGATCACCAACGTTGCAGG
CGCAGGAGATATAGTGAAGGTGAGCGTGAAGGGATCCAGGACTGGGTGGATGAC
CATGAGCCGTAACTGGGGTCAAAACTGGCAGTCAAACTCAGTTCTGGTTGGTCAG
TCATTATCTTTCAGGGTCACGGGCAGTGATAGACGCACTTCTACTTCATGGAATGT
TGTTCCCTCGAATTGGCAGTTCGGTCAAACTTTCACCGGAAAGAACTTTAGGGTTT
AAAATTCCCGCTTGATATTTTGTAATAATTTTTTATTGTGCCTTTTCTTTTCTAAGT
GAAAAAGAAAGTGGAAACGAGGATGTAAGTGAGTTGTTTTTACTTTTTACTTTAT
TTAAAGAGTGTTTTTTCGGTGGGTGAAAAAGTAAATGGAAGGTCGGAAGCCGAG
GAGGCTGCAAAGTTTAATGTAGCCCGCTGCTTTTGTTTACCATATGATGAATTAAT
ATGTACACTTCATTAAGAATCTTGCTTCCTCTTCTTCTTTTCCCCTTGTTTTTGGGA
CGTGATCTTCCAAATGTA




