IDENTIFICATION

Species: Salix purpurea

Locus: Sapur.001G122000

Gene Model: Sapur.001G122000.1.p
Description: SprEXLB-01

Family: Expansin Like Beta

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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DOMAIN ARCHITECTURE
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Superfanilie: PLNO302S

Lis( of domain hits

Name = Accession Description Interval E-value
| ] PLN03023 super family 2 Expansin-like B1; Provisional 32-256 2.24e-79

SEQUENCES
Peptide
>SprEXLB-01

MARTLQSLLLLSATLLLTQTFYAEAATCTDCFIHSRAAYYPSSDENGTDTGRCGYGSF
GATLNGGDVSAVSDLYRDGVGCGACYQVRCTSSKFCSDKGVTVVITDHGSSHNTDFI
LSRGAFGRLAQTAASAASLLALGVVDIEYRRVSCTYPNKNITIKIDENSDYPYYLGFVI
WYQQGRRDITAVQLCEAKNHACKLLDRSNGAVWTTNSPPSGPLSLRMLFSDEDGDE
RWVVPVNNIPNDWKAGQTHDTGVQVSS*

CDS (coding sequence)
>SprEXLB-01

ATGGCTCGTACTCTGCAGTCCCTCTTGCTCCTTTCAGCAACTTTGCTCCTTACGCA
GACTTTTTACGCAGAGGCTGCAACATGCACCGACTGTTTCATTCACTCTAGGGCA
GCTTATTATCCAAGCTCTGATGAAAATGGAACAGACACAGGCAGATGCGGATAT
GGTTCATTTGGAGCAACCCTGAATGGCGGGGATGTATCGGCTGTGTCTGACCTCT
ACCGTGATGGTGTCGGCTGTGGTGCTTGCTACCAGGTGAGGTGCACGAGCAGTAA
ATTTTGCTCTGACAAAGGAGTCACCGTTGTTATAACCGACCATGGATCAAGCCAT
AACACTGACTTCATTCTCAGCAGAGGAGCCTTTGGTCGGCTGGCTCAAACAGCAG
CTTCGGCTGCATCTTTGTTAGCCCTTGGAGTGGTTGATATTGAATATAGACGTGTT
TCATGCACCTATCCAAACAAAAACATAACCATCAAAATCGATGAGAACAGCGAC
TACCCTTACTATCTGGGTTTTGTCATCTGGTATCAGCAAGGAAGGAGGGACATCA
CTGCTGTTCAGCTCTGTGAGGCAAAAAATCATGCGTGCAAGCTCCTGGACAGAAG
CAATGGAGCTGTATGGACAACTAATTCACCCCCCAGTGGACCATTGTCGCTTAGA
ATGCTATTCAGCGATGAGGATGGAGATGAGAGATGGGTAGTTCCAGTCAACAAC
ATACCTAATGACTGGAAAGCTGGGCAAACACATGATACAGGAGTACAAGTGAGC
TCATAA

Nucleotide
>SprEXLB-01

CTTTGATTTCGTTGTCTTTTCTCTTTGTACACCGATAATGGCTCGTACTCTGCAGTC
CCTCTTGCTCCTTTCAGCAACTTTGCTCCTTACGCAGACTTTTTACGCAGAGGCTG
CAACATGCACCGACTGTTTCATTCACTCTAGGGCAGCTTATTATCCAAGCTCTGAT
GAAAATGGAACAGACAGTAAGAGACCTCTGAAACAACTAGATCAACCTTGCACT
TACTCCCAATTGAGCATGCACTCTAACGAGTCTCTTTTTTTATGAATTGCAGCAGG




CAGATGCGGATATGGTTCATTTGGAGCAACCCTGAATGGCGGGGATGTATCGGCT
GTGTCTGACCTCTACCGTGATGGTGTCGGCTGTGGTGCTTGCTACCAGGTACTGAT
TAAAAGCATCGTAATCATGATCATTATCATTCTAGAGAATAATATAAATCATATT
CTAGAGCCTCCGTTTTTAGGTGAGGTGGTTCTTTAATATGGTATCAGAGTCTGGTT
GACACAGCGGTCATGGATTCGAATCTCACCATCCTCATTCTATTTGATAAAAATC
AAGCACAAAGTAGTGTGAGTCCATGCAAGTTTCAAGATCAAAGAGCTTTCACTTG
AGGAGAGTGTTAGATAATAATATAAATCATATTTTAAAGCATTATTTAACAGCTT
AAATTTTTATGTGAGATAGTTCCTTAACAAATCACTTGTAAGCAGAATATTAATA
AAAGTAATTGCATAAAATCATTTGTTTTTCCTGCTAAGGATTGCAAAGCCTGATTC
TGATATCGGTTCTCTTTACATGTCGAAATACTCACCATGATGATTTGCTGAACCAG
GTGAGGTGCACGAGCAGTAAATTTTGCTCTGACAAAGGAGTCACCGTTGTTATAA
CCGACCATGGATCAAGCCATAACACTGACTTCATTCTCAGCAGAGGAGCCTTTGG
TCGGCTGGCTCAAACAGCAGCTTCGGCTGCATCTTTGTTAGCCCTTGGAGTGGTTG
ATATTGAATATAGACGGTACGATGTGTATGATGATTTACGTTATTAGTGAATTTGT
TTAAAGCCAGTTAGATTTCATTGTGAATTGGATTTGAAAAAAAAAATGAAATTTA
TCAGGCAAACCTTATATCGATATAGACAAATCTCAATACACTAAACTCACCTGGC
AATTCCTTCGTTTTCCTAATGAAAACTTCTGCTCTGTATTTCATAATTATGTTTTGC
CATGTGATGTGGACTGATTCACCTGTTTCTCCATGTAGTGTTTCATGCACCTATCC
AAACAAAAACATAACCATCAAAATCGATGAGAACAGCGACTACCCTTACTATCT
GGGTTTTGTCATCTGGTATCAGCAAGGAAGGAGGGACATCACTGCTGTTCAGCTC
TGTGAGGTAGTATTAAAAGCACTTTTTAATCTTCAGAATAATTTACTATCCAATCA
CTTGACTTTGCATTCAGCTTCCTGCAAACCCTATGGTATTAAAATGCAGTTTTAAA
TACTAAAATATGACGACAGAGTGGAATATTAGCTGATATAACACAGGAAGAAGA
AACTGATGAAACTGTCACTAACAAAAGTTTTATGTGCAGGCAAAAAATCATGCGT
GCAAGCTCCTGGACAGAAGCAATGGAGCTGTATGGACAACTAATTCACCCCCCA
GTGGACCATTGTCGCTTAGAATGCTATTCAGCGATGAGGATGGAGATGAGAGATG
GGTAGTTCCAGTCAACAACATACCTAATGACTGGAAAGCTGGGCAAACACATGA
TACAGGAGTACAAGTGAGCTCATAAAATCATGGGAAGCAGATAAATTTATCCAA
ATAAGCCCCTAGCTCTTCATTTTATTTATTATTTCAACTTTTTCCCTTTGTAAACGG
GTATATATGGTCTAATAAGAGAAACTCATGAAGGTTTAATGTTGACCATAAAAAA
TCCAGGTATGCTAATAAAATTTTATTTCCCC




