IDENTIFICATION

Species: Selaginella moellendorffii
Locus: 102623

Gene Model: 102623
Description: SmEXPA-13
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Smoellendorffii_vl 0
KEGG: https://www.genome.jp/entry/T01496

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Smoellendorffii_v1_0
https://www.genome.jp/entry/T01496
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Superfanilies PLNOOOS0

List of domain hits o

Name Accession Description Interval E-value
[+ PLN0D050 super family cl31535 expansin A Provisional 29-252 567e-118

SEQUENCES
Peptide
>SmEXPA-13

MASLFASFKIFMALLLGRVVHGGGYGGGWTDAHATFYGGSNAAGTMGGACGYGN
LVSAGYGTNTAALSTALFQDGLSCGACFEVKCASGSDPKWCLPGSVVVTATNFCPPS
SQPSNDGGWCNSPLQHFDMAQPAFLKIAQYSAGIVPISYRRVSCSRSGGIRFTMNGHA
YFNLVLITNVGGAGDVHAVSIKGSGTDWIPMSRNWGQNWQSNALLGGQALSFKVTT
SDGKTTIAYNVAGANWAYGQTFEGEQF*

CDS (coding sequence)
>SmEXPA-13

ATGGCCAGCCTTTTTGCCTCTTTCAAGATCTTCATGGCACTCTTGCTAGGCAGAGT
AGTCCATGGTGGTGGCTATGGAGGTGGTTGGACTGATGCCCATGCGACCTTTTAT
GGTGGATCCAATGCAGCAGGCACAATGGGTGGTGCCTGTGGCTATGGAAACTTG
GTGAGTGCTGGATATGGCACCAACACAGCAGCATTGAGCACTGCTCTGTTTCAAG
ATGGGCTGAGCTGCGGAGCCTGCTTTGAAGTCAAGTGTGCAAGTGGCAGTGATCC
CAAGTGGTGCCTCCCAGGCTCTGTGGTTGTCACAGCCACAAACTTCTGCCCTCCA
AGTTCCCAACCCAGCAACGATGGGGGCTGGTGCAACTCCCCCCTCCAGCACTTTG
ACATGGCCCAGCCTGCATTTCTCAAGATTGCACAATACTCTGCTGGGATTGTCCCC
ATCTCCTACAGAAGAGTCTCTTGCTCTAGGAGTGGTGGCATCCGATTCACCATGA
ACGGCCACGCCTACTTCAACCTGGTGCTAATCACCAACGTTGGCGGTGCCGGGGA
CGTGCACGCCGTCTCCATCAAAGGCTCGGGCACCGACTGGATCCCCATGAGCCGC
AACTGGGGCCAAAACTGGCAGAGCAACGCTCTCCTGGGCGGCCAGGCCCTCTCCT
TCAAGGTCACAACCAGCGATGGCAAAACCACCATCGCCTACAACGTCGCCGGGG
CAAACTGGGCGTATGGGCAGACGTTCGAGGGCGAGCAGTTCTAG

Nucleotide

>SmEXPA-13

ATGGCCAGCCTTTTTGCCTCTTTCAAGATCTTCATGGCACTCTTGCTAGGCAGAGT
AGTCCATGGTGGTGGCTATGGAGGTGGTTGGACTGATGCCCATGCGACCTTTTAT
GGTGGATCCAATGCAGCAGGCACAATGGGTAAAAATCTTCAAATCCTTTCGCTCC
AACATTTTAACATATTGGGTTTCTATTTGTTCCAGGTGGTGCCTGTGGCTATGGAA
ACTTGGTGAGTGCTGGATATGGCACCAACACAGCAGCATTGAGCACTGCTCTGTT
TCAAGATGGGCTGAGCTGCGGAGCCTGCTTTGAAGTCAAGTGTGCAAGTGGCAGT
GATCCCAAGTGGTGCCTCCCAGGCTCTGTGGTTGTCACAGCCACAAACTTCTGCC



CTCCAAGTTCCCAACCCAGCAACGATGGGGGCTGGTGCAACTCCCCCCTCCAGCA
CTTTGACATGGCCCAGCCTGCATTTCTCAAGATTGCACAATACTCTGCTGGGATTG
TCCCCATCTCCTACAGAAGGTAGAAATCCAGTCACCTCTGTTCCCATTCTGAGTAT
GTCGTCTGAACTTTGACACCCCATCCCCCTCACTGTCCAACATCTTGTCCACTGTT
CTTTCAGAGCGTTTCCTGGAGCTTTTCTGAGACCCACCTTCACTTTCTGTCTGAAC
TCGGGAGCTGCTCACGTTTGGTGTCCAGAAAGCTTTTCTACCTTACTGTTTCTCTT
GCCAGTCTCTTTAGAGTTTAGATTCTTTCAAACTGACTTGACTTCATCCATCTTTCT
CTCTCTTGGATCTCTTCATTTTCCAAACTAAGAAAAGTTTCCTGGTTTTCTTGCAG
AGTCTCTTGCTCTAGGAGTGGTGGCATCCGATTCACCATGAACGGCCACGCCTAC
TTCAACCTGGTGCTAATCACCAACGTTGGCGGTGCCGGGGACGTGCACGCCGTCT
CCATCAAAGGCTCGGGCACCGACTGGATCCCCATGAGCCGCAACTGGGGCCAAA
ACTGGCAGAGCAACGCTCTCCTGGGCGGCCAGGCCCTCTCCTTCAAGGTCACAAC
CAGCGATGGCAAAACCACCATCGCCTACAACGTCGCCGGGGCAAACTGGGCGTA
TGGGCAGACGTTCGAGGGCGAGCAGTTCTAG



