IDENTIFICATION

Species: Selaginella moellendorffii
Locus: 78615

Gene Model: 78615

Description: SmEXPA-02
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

100 125 150 175 200 25 250 271
Lt ——— PR S W I T T SN W A ST ST SO N AN SN SN ST SN RS SO VAT SO TN MO SN WY O TN AN SN T N T NS SO TR NS M ST S|

Query seq.
Superfanilies

B RNE 5:?;:”" S expansin-A; Provisional Description ";?;:; ’ Er:;:esz
SEQUENCES

Peptide

>SmEXPA-02

MILALVASILLAIQALAVAAVYSSSYSTPSRYKGGLWRYAHATFYGEYDALETMGKS
PDRTPPPRGACGYGNLYSQGYGTDTTALSTVLFNSGYGCGGCYEISCTQSKHCYPGS

TIVTATNLCPPNWYKPSNNGGWCNPPRIHFDMSKPAFSKIAYWRAGIVPVRYRRVPC

RRKGGIKFELKGNRWWLIVFVSNVGGPGDIKRMAVKGSKTGWLPMSRNWGVGFQV
FKSLHGQSLSFMVTSFTTGKTVTAYDVVPANWRIGQAYSGGQMV*

CDS (coding sequence)
>SmEXPA-02

ATGATCTTAGCGCTGGTTGCAAGCATTCTTCTGGCGATCCAAGCACTCGCAGTAG
CAGCAGTTTATAGTTCTTCTTACTCCACTCCATCCAGATACAAAGGAGGCCTCTGG
AGATATGCTCACGCGACCTTTTACGGAGAATACGACGCTCTCGAAACCATGGGCA
AGTCACCAGATAGAACTCCTCCTCCTCGAGGAGCTTGTGGATACGGGAACCTGTA
CTCGCAAGGATACGGCACTGATACCACTGCACTGAGCACCGTCCTCTTCAACAGC
GGCTATGGTTGTGGAGGCTGCTACGAGATATCTTGTACACAGTCCAAGCATTGCT
ATCCCGGCTCCACCATCGTCACTGCCACCAATCTCTGTCCGCCAAACTGGTATAA
ACCATCCAACAATGGTGGCTGGTGTAATCCCCCGCGAATCCACTTTGACATGTCC
AAGCCTGCCTTCTCGAAGATTGCCTACTGGAGAGCCGGAATAGTTCCTGTTCGCT
ACAGAAGGGTGCCTTGTCGGAGGAAAGGTGGGATCAAGTTCGAGCTCAAAGGCA
ATCGCTGGTGGCTCATTGTCTTCGTGAGCAACGTTGGAGGGCCTGGCGACATCAA
AAGAATGGCTGTTAAAGGATCCAAAACTGGCTGGTTACCAATGTCACGCAACTGG
GGAGTTGGATTCCAGGTTTTCAAATCGCTCCATGGCCAAAGCCTTTCTTTCATGGT
CACCTCCTTCACGACTGGAAAAACTGTGACGGCATACGACGTTGTCCCTGCTAAC
TGGAGAATCGGCCAAGCGTATTCTGGTGGTCAGATGGTATGA

Nucleotide

>SmEXPA-02

ATGATCTTAGCGCTGGTTGCAAGCATTCTTCTGGCGATCCAAGCACTCGCAGTAG
CAGCAGTTTATAGTTCTTCTTACTCCACTCCATCCAGATACAAAGGAGGCCTCTGG
AGATATGCTCACGCGACCTTTTACGGAGAATACGACGCTCTCGAAACCATGGGCA
AGTCACCAGATAGAACTCCTCCTCCTCGTCCCTGCTTTGTTTGTTCCTTCGTTTAGC
ACCATGATCCTGTTCTAGCTTCCATTTGAACTTGGCTAAACTTCACGTCTTTTCTTC
CAGGAGGAGCTTGTGGATACGGGAACCTGTACTCGCAAGGATACGGCACTGATA



CCACTGCACTGAGCACCGTCCTCTTCAACAGCGGCTATGGTTGTGGAGGCTGCTA
CGAGATATCTTGTACACAGTCCAAGCATTGCTATCCCGGCTCCACCATCGTCACT
GCCACCAATCTCTGTCCGCCAAACTGGTATAAACCATCCAACAATGGTGGCTGGT
GTAATCCCCCGCGAATCCACTTTGACATGTCCAAGCCTGCCTTCTCGAAGATTGCC
TACTGGAGAGCCGGAATAGTTCCTGTTCGCTACAGAAGGTACGCGGCCCTGTGGA
GTGAATCGACTGTCCCAAGCTCGAAGACTAACCTTGTCTTGCAGGGTGCCTTGTC
GGAGGAAAGGTGGGATCAAGTTCGAGCTCAAAGGCAATCGCTGGTGGCTCATTG
TCTTCGTGAGCAACGTTGGAGGGCCTGGCGACATCAAAAGAATGGCTGTTAAAG
GATCCAAAACTGGCTGGTTACCAATGTCACGCAACTGGGGAGTTGGATTCCAGGT
TTTCAAATCGCTCCATGGCCAAAGCCTTTCTTTCATGGTCACCTCCTTCACGACTG
GAAAAACTGTGACGGCATACGACGTTGTCCCTGCTAACTGGAGAATCGGCCAAG
CGTATTCTGGTGGTCAGATGGTATGA



