IDENTIFICATION

Species: Selaginella moellendorffii
Locus: 75237

Gene Model: 75237

Description: SmEXPA-01
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

GENE STRUCTURE
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Legend:

Exon = Intron

DOMAIN ARCHITECTURE
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List of domain hits *
Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A: Provisional 41-268 2.83e-97

SEQUENCES
Peptide
>SmEXPA-01

MRSVIACLLLCATLLVSVDHGRAASPKSLKKRATNAAKEIYNAGGWKQAFATFYGD
ETARETMGGACGYGNLYQSGYGLMTAALSSTLFNSGYGCGQCYEITCTLSKHCYFG
KSVVVTATNLCPPNWSKPSNNGGWCNPPRVHFDMSKPAFMKIAFWRAGIIPVSYRR

VPCVRSGGMNFKLGGNRWWLMVFITNVGGSGDIKAVSVKGSRTGWIAMTRNWGV
GFQVFKQLQGQSLSFMVTCYSTGKTTVHNNVAPANWQLGSTYSAKQL*

CDS (coding sequence)
>SmEXPA-01

ATGAGGAGTGTGATCGCGTGTCTTCTTCTCTGCGCCACTCTTCTCGTGTCTGTGGA
TCATGGGAGAGCGGCATCGCCCAAAAGCTTGAAGAAGCGGGCCACGAACGCCGC
GAAGGAGATCTACAACGCCGGCGGGTGGAAGCAGGCATTCGCGACGTTCTATGG
CGATGAAACAGCGAGGGAGACAATGGGTGGAGCTTGCGGCTATGGCAATTTGTA
CCAATCCGGCTATGGATTGATGACGGCGGCGCTGAGCAGTACGCTCTTCAACAGC
GGCTATGGCTGCGGGCAGTGCTACGAGATCACTTGCACGCTATCGAAGCACTGCT
ACTTCGGAAAATCCGTGGTGGTGACCGCCACAAATCTTTGCCCGCCCAATTGGAG
CAAGCCCTCGAACAATGGCGGCTGGTGCAATCCGCCGCGCGTCCATTTCGACATG
TCCAAGCCGGCATTCATGAAAATCGCGTTTTGGCGGGCGGGAATCATCCCAGTCT
CCTATCGAAGGGTGCCATGCGTGCGATCCGGCGGCATGAATTTCAAGCTGGGCGG
CAATCGCTGGTGGCTCATGGTGTTCATCACAAATGTGGGCGGCTCCGGTGATATC
AAGGCGGTGTCGGTGAAGGGATCGAGGACGGGATGGATCGCCATGACGCGGAAT
TGGGGCGTAGGGTTCCAAGTTTTCAAGCAGCTCCAGGGCCAAAGTCTCTCGTTCA
TGGTCACTTGCTACAGTACCGGAAAGACTACTGTGCACAACAATGTGGCGCCCGC
GAATTGGCAGCTCGGCAGCACCTATTCCGCCAAGCAATTGTGA

Nucleotide
>SmEXPA-01

ATGAGGAGTGTGATCGCGTGTCTTCTTCTCTGCGCCACTCTTCTCGTGTCTGTGGA
TCATGGGAGAGCGGCATCGCCCAAAAGCTTGAAGAAGCGGGCCACGAACGCCGC
GAAGGAGATCTACAACGCCGGCGGGTGGAAGCAGGCATTCGCGACGTTCTATGG
CGATGAAACAGCGAGGGAGACAATGGGTAAAGAAGAAACTTTCGAGATCATATT
TAAATTTGCGCAGGTGGAGCTTGCGGCTATGGCAATTTGTACCAATCCGGCTATG
GATTGATGACGGCGGCGCTGAGCAGTACGCTCTTCAACAGCGGCTATGGCTGCGG



GCAGTGCTACGAGATCACTTGCACGCTATCGAAGCACTGCTACTTCGGAAAATCC
GTGGTGGTGACCGCCACAAATCTTTGCCCGCCCAATTGGAGCAAGCCCTCGAACA
ATGGCGGCTGGTGCAATCCGCCGCGCGTCCATTTCGACATGTCCAAGCCGGCATT
CATGAAAATCGCGTTTTGGCGGGCGGGAATCATCCCAGTCTCCTATCGAAGGTGA
GAGAAGAAAAACGCGCGAGATTTTAGGGTTCTTCAGCTAAAAGTTTGAAAACTTT
CCTGTCAGGGTGCCATGCGTGCGATCCGGCGGCATGAATTTCAAGCTGGGCGGCA
ATCGCTGGTGGCTCATGGTGTTCATCACAAATGTGGGCGGCTCCGGTGATATCAA
GGCGGTGTCGGTGAAGGGATCGAGGACGGGATGGATCGCCATGACGCGGAATTG
GGGCGTAGGGTTCCAAGTTTTCAAGCAGCTCCAGGGCCAAAGTCTCTCGTTCATG
GTCACTTGCTACAGTACCGGAAAGACTACTGTGCACAACAATGTGGCGCCCGCGA
ATTGGCAGCTCGGCAGCACCTATTCCGCCAAGCAATTGTGA



