IDENTIFICATION

Species: Selaginella moellendorffii
Locus: 236978

Gene Model: 236978
Description: SmMEXPA-16
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

SmEXPA-16
5

Ty L L . . . . \ . |
Obp 100bp 200bp 300bp 300bp S00bp Gbp T00bp BO0Dp by
Legend:

Exon = Intron

DOMAIN ARCHITECTURE

78 100 125 150 178 200 28 280 286
| | 1 1 | | "

Query seq.
Superfanilies PLNO0OOSO

+ Name Accession Description Interval E-value
[+] PLNO0O50 super family 535 expansin A; Provisiona 30-248 1.75e-88
SEQUENCES

Peptide

>SmEXPA-16

MDSKPLLTALSIFFLVSTALLANADAKKPGSWQWGAHATYYGGSDASGTNNGACG
YGNQLSAGYGTITTALSTPLFRGGNVCGACYQVRCWGDPACLPGNPSVVVTATNLC
PPGSNGGWCDPPKPHFDLSQPAFSRIARIPNGHAQIQYRRVKCQRQGGIRFTINGHTYF
NLVLVTNVGGMGDVVGVSIKGSSSGWRSMSRNWGQNWEEGSNLNGQALSFRVTTS
DGRTVTAYNVAPGDWQFGRTYTGNTASQYY*

CDS (coding sequence)
>SmEXPA-16

ATGGACTCCAAGCCGCTGCTCACTGCTCTCTCGATCTTCTTCCTGGTTTCTACAGC
ACTCCTTGCAAATGCCGATGCCAAGAAGCCGGGATCATGGCAATGGGGAGCCCA
CGCGACTTACTACGGTGGGAGCGACGCATCTGGGACAAACAATGGAGCTTGCGG
CTATGGAAACCAGCTGAGCGCCGGCTATGGAACCATCACCACTGCTCTAAGCACC
CCTCTCTTCCGCGGGGGCAATGTGTGTGGAGCCTGCTACCAAGTCCGGTGCTGGG
GCGATCCAGCGTGCCTCCCGGGAAATCCCTCCGTCGTCGTCACCGCCACCAATCT
CTGCCCACCGGGGAGCAATGGCGGCTGGTGTGATCCGCCCAAGCCCCACTTTGAT
CTCTCGCAGCCGGCATTTTCTCGCATCGCCAGGATCCCCAACGGCCACGCCCAGA
TCCAGTACCGAAGGGTCAAGTGCCAGCGGCAGGGAGGGATTCGCTTCACGATCA
ATGGCCACACTTACTTCAATCTGGTGCTCGTCACGAACGTGGGCGGCATGGGCGA
CGTCGTGGGCGTGTCGATCAAGGGATCTAGCAGCGGCTGGCGATCCATGAGCCG
GAACTGGGGCCAGAACTGGGAGGAGGGAAGCAATCTCAATGGCCAGGCGCTCTC
CTTCCGCGTCACCACCAGCGATGGCAGGACCGTCACCGCCTACAATGTCGCGCCCC
GGGGACTGGCAATTCGGGAGAACTTACACTGGCAACACCGCCTCGCAGTACTACT
GA

Nucleotide
>SmEXPA-16

ATGGACTCCAAGCCGCTGCTCACTGCTCTCTCGATCTTCTTCCTGGTTTCTACAGC
ACTCCTTGCAAATGCCGATGCCAAGAAGCCGGGTGGCCACCACAAATATGGCAG
AGGCGGGAGCCAAGGATCATGGCAATGGGGAGCCCACGCGACTTACTACGGTGG
GAGCGACGCATCTGGGACAAACAGTACGATCCAATTCTCTCCACTCCTTGATCTT
GATCTTATTCACGAGCTTATATACTCCCTCTCGACAAAATCTGGTTTTGCAGATGG
AGCTTGCGGCTATGGAAACCAGCTGAGCGCCGGCTATGGAACCATCACCACTGCT



CTAAGCACCCCTCTCTTCCGCGGGGGCAATGTGTGTGGAGCCTGCTACCAAGTCC
GGTGCTGGGGCGATCCAGCGTGCCTCCCGGGAAATCCCTCCGTCGTCGTCACCGC
CACCAATCTCTGCCCACCGGGGAGCAATGGCGGCTGGTGTGATCCGCCCAAGCCC
CACTTTGATCTCTCGCAGCCGGCATTTTCTCGCATCGCCAGGATCCCCAACGGCCA
CGCCCAGATCCAGTACCGAAGGTAAACCAACTTTCTTCCTCGATCGCTTGCAGGA
GCGATCTTGGTTTGATCGGATGGATTCTGATCCAATGCTCCATCGATCCAGGGTC
AAGTGCCAGCGGCAGGGAGGGATTCGCTTCACGATCAATGGCCACACTTACTTCA
ATCTGGTGCTCGTCACGAACGTGGGCGGCATGGGCGACGTCGTGGGCGTGTCGAT
CAAGGGATCTAGCAGCGGCTGGCGATCCATGAGCCGGAACTGGGGCCAGAACTG
GGAGGAGGGAAGCAATCTCAATGGCCAGGCGCTCTCCTTCCGCGTCACCACCAGC
GATGGCAGGACCGTCACCGCCTACAATGTCGCGCCCGGGGACTGGCAATTCGGG
AGAACTTACACTGGCAACACCGCCTCGCAGTACTACTGA



