IDENTIFICATION

Species: Selaginella moellendorffii
Locus: 174522

Gene Model: 174522
Description: SmEXPA-12
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-12
5

Ty L L L L " 1
(bp 200bp A00bp BO0Dp by 1000bp 12000p
Legend:
CDs M upstreamy downstream = Intron

DOMAIN ARCHITECTURE

2% 258

Query seq,
superfanilies

PLNODI93
List of domain hits e

I PLN0D1S3 super iy iy expansi-A Provsiona pesertion oz a2e1n
SEQUENCES

Peptide

>SmEXPA-12

MNSWYSRSPVLAALGFLLHCTLFQFAQGQGWTSAHATFYGGSDAAGTMGGACGYG
NLYSQGYGNNNAALSTALFNSGLSCGACFEIRCDSAADPRWCIAGTSVVVTATNFCP
PNYALANNNGGWCNPPLEHFDMAQPAWEQIGIYRGGIVPVQYRRVSCVKKGGIHFT
MNGHTYFNLVLISNVGGAGDVHAVSIKGSGTGWQDMSRNWGQNWQSNGQFQGQS
LSFRVTTSDGKSVVSMDVAPADWQYGQTFEGSQFD*

CDS (coding sequence)
>SmEXPA-12

ATGAATTCATGGTATTCCAGGTCGCCAGTTCTCGCTGCTCTTGGATTTCTTCTCCA
CTGTACGCTGTTCCAGTTCGCTCAGGGACAAGGGTGGACAAGCGCTCATGCAACT
TTCTATGGGGGAAGCGATGCAGCAGGGACAATGGGTGGAGCTTGTGGTTATGGT
AATTTGTACAGCCAAGGATACGGCAACAACAATGCCGCACTGAGCACTGCTTTGT
TCAACTCTGGATTGAGCTGTGGTGCGTGCTTTGAGATCCGGTGTGACAGTGCTGC
CGATCCAAGATGGTGCATTGCCGGGACTTCCGTTGTTGTCACTGCAACCAACTTCT
GCCCTCCAAACTACGCTCTCGCAAACAACAACGGAGGATGGTGCAACCCTCCACT
GGAACACTTCGACATGGCGCAGCCTGCGTGGGAGCAAATTGGCATCTACAGGGG
AGGCATTGTTCCCGTCCAATACAGAAGAGTCAGCTGCGTCAAGAAGGGAGGAAT
CCACTTCACAATGAACGGCCACACGTATTTCAATCTGGTGCTCATCAGCAACGTT
GGCGGAGCAGGCGACGTGCACGCCGTGTCCATCAAAGGCTCCGGCACCGGTTGG
CAAGACATGAGCCGGAACTGGGGACAAAACTGGCAGAGCAATGGTCAGTTCCAG
GGGCAGAGCCTCTCGTTCAGAGTCACCACGAGCGATGGCAAAAGCGTGGTCTCC
ATGGACGTGGCTCCCGCCGACTGGCAGTATGGACAAACCTTCGAAGGGTCCCAGT
TTGATTGA

Nucleotide
>SmMEXPA-12

ATGAATTCATGGTATTCCAGGTCGCCAGTTCTCGCTGCTCTTGGATTTCTTCTCCA
CTGTACGCTGTTCCAGTTCGCTCAGGGACAAGGGTGGACAAGCGCTCATGCAACT
TTCTATGGGGGAAGCGATGCAGCAGGGACAATGGGTACGTAATGCGTGAAGTTTT
CTACAGTGAAGAGTTATAATATATGTGTGATGTTCTTCTTTTGTTTGTAGGTGGAG
CTTGTGGTTATGGTAATTTGTACAGCCAAGGATACGGCAACAACAATGCCGCACT
GAGCACTGCTTTGTTCAACTCTGGATTGAGCTGTGGTGCGTGCTTTGAGATCCGGT



GTGACAGTGCTGCCGATCCAAGATGGTGCATTGCCGGGACTTCCGTTGTTGTCAC
TGCAACCAACTTCTGCCCTCCAAACTACGCTCTCGCAAACAACAACGGAGGATGG
TGCAACCCTCCACTGGAACACTTCGACATGGCGCAGCCTGCGTGGGAGCAAATTG
GCATCTACAGGGGAGGCATTGTTCCCGTCCAATACAGAAGGTAAAGTCGAAAGC
CTTTAAAAGCCGCTCATAACTTTTTCTCGTTTGGTGGATAACAGAGTCAGCTGCGT
CAAGAAGGGAGGAATCCACTTCACAATGAACGGCCACACGTATTTCAATCTGGTG
CTCATCAGCAACGTTGGCGGAGCAGGCGACGTGCACGCCGTGTCCATCAAAGGCT
CCGGCACCGGTTGGCAAGACATGAGCCGGAACTGGGGACAAAACTGGCAGAGCA
ATGGTCAGTTCCAGGGGCAGAGCCTCTCGTTCAGAGTCACCACGAGCGATGGCAA
AAGCGTGGTCTCCATGGACGTGGCTCCCGCCGACTGGCAGTATGGACAAACCTTC
GAAGGGTCCCAGTTTGATTGAAAAGTACGTTGTTTTTCTCTGGAGCTTTTCTGGTT
CTCGTCCTGTGCTTATGGCTGGCTGTGTTGCAGGGATCGAAGGAAAGAGATGGAA
GAGATGGAAGACATGCTGGAAGATGGAAGAGGAGGTAAAAGTTTCATTACATCC
ATGGAGGAAACTAAGAGCGTAGAGGGTCTAGAAAGGATGGGTTTTTAGCGCAGA
TTTGAGGATGGGGATGAGATGAAGAAACGACGGCCAACCTCCCCGCCGCTGGAA
GAGATTTTAGAGATTCTAGAGAAGCTCGAGGAACAGTTTGCAAAGTCCAAATCG
AGCAGACGAGCTCCATCACGCTGTCGGGAGTTTGCAAAGAGTCACGGGGAAAAA
TAGAAGATAAAAGGAAACGAGGCGAGCGTTATGAAGCTCTTGTGCACTGCATCG
AAACCAAAAGAGAAAAGCTTTCTT



