IDENTIFICATION

Species: Selaginella moellendorffii
Locus: 143857

Gene Model: 143857
Description: SmMEXPA-04
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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Query seq,
Superfanilies PLN90133

=+ Name Accession Description Interval E-value
[+ PLN00193 super family 342 expansin-A; Provisional 3-248 871e-111
SEQUENCES

Peptide

>SmEXPA-04

MDFFSAVFLPAALLLFVALNLAAAQQWSNAHATFYGGSDASGTMGGACGYGNVLS
AGYGVNTAALSTALFNGGATCGACFQMQCVNSRWCRPGKSVTVTATNFCPPNNALP
SDNGGWCNTPREHFDLSQPVWEQMAIYQGGIVPVQYRRVKCYKQGGIIFTMNGNPN
FNLVLIKNVAGWGDLRAVSIKGSNTGWLPMKRNWGSNWEYHGVLVGQSLSFLLTPS
MGGSLISYDVFPRNWQFGQSYSGRQFS*

CDS (coding sequence)
>SmEXPA-04

ATGGACTTCTTTTCGGCAGTTTTTCTTCCGGCTGCGCTGCTATTGTTCGTGGCTCTC
AATCTCGCAGCTGCGCAACAATGGAGCAACGCTCATGCTACATTCTACGGGGGCA
GCGATGCCTCGGGAACAATGGGTGGTGCTTGCGGCTATGGAAACGTGCTTAGTGC
TGGCTATGGAGTCAACACCGCGGCGTTGAGCACCGCCTTGTTCAATGGGGGAGCT
ACCTGCGGAGCTTGCTTCCAGATGCAGTGCGTCAACTCGAGATGGTGTCGTCCCG
GAAAGTCGGTCACCGTCACCGCCACGAACTTTTGCCCCCCGAACAACGCCCTCCC
AAGCGACAATGGGGGCTGGTGCAACACACCCAGGGAGCACTTCGATCTCTCCCA
GCCAGTCTGGGAGCAAATGGCCATTTACCAAGGAGGGATCGTCCCAGTTCAGTAC
AGAAGGGTCAAGTGCTACAAGCAAGGTGGGATCATCTTCACCATGAACGGCAAC
CCAAACTTCAACTTGGTTCTCATAAAAAACGTTGCCGGATGGGGGGATTTGAGAG
CCGTGTCGATCAAAGGCTCCAACACCGGCTGGCTCCCAATGAAGAGGAACTGGG
GATCGAATTGGGAATACCATGGAGTTCTAGTCGGCCAGTCCCTCTCCTTTCTGCTC
ACACCCAGCATGGGAGGATCTCTCATCTCGTACGATGTTTTTCCTCGCAACTGGC
AGTTTGGACAGTCCTACTCGGGCCGGCAATTCAGCTAA

Nucleotide
>SmEXPA-04

GGCAGTGGCAGCAGTAGCAGCAAAGGAAGGAAGATGGACTTCTTTTCGGCAGTT
TTTCTTCCGGCTGCGCTGCTATTGTTCGTGGCTCTCAATCTCGCAGCTGCGCAACA
ATGGAGCAACGCTCATGCTACATTCTACGGGGGCAGCGATGCCTCGGGAACAAT
GGGTATGGCGAAGTGAAGTTCCTCTTGCGATTAGTTTTTGCTGACAAAAGTGGTC
TTTTGTTTCTTGAAGGTGGTGCTTGCGGCTATGGAAACGTGCTTAGTGCTGGCTAT
GGAGTCAACACCGCGGCGTTGAGCACCGCCTTGTTCAATGGGGGAGCTACCTGCG
GAGCTTGCTTCCAGATGCAGTGCGTCAACTCGAGATGGTGTCGTCCCGGAAAGTC



GGTCACCGTCACCGCCACGAACTTTTGCCCCCCGAACAACGCCCTCCCAAGCGAC
AATGGGGGCTGGTGCAACACACCCAGGGAGCACTTCGATCTCTCCCAGCCAGTCT
GGGAGCAAATGGCCATTTACCAAGGAGGGATCGTCCCAGTTCAGTACAGAAGGT
AGACGCAAAAGCTTCCTTTTTCCTGTTTGTTTTTTCTCCAGGACTTTGATTTTGATG
ACGGAATTGATGATGTGGTGATGGTCTATCAGGGTCAAGTGCTACAAGCAAGGTG
GGATCATCTTCACCATGAACGGCAACCCAAACTTCAACTTGGTTCTCATAAAAAA
CGTTGCCGGATGGGGGGATTTGAGAGCCGTGTCGATCAAAGGCTCCAACACCGG
CTGGCTCCCAATGAAGAGGAACTGGGGATCGAATTGGGAATACCATGGAGTTCT
AGTCGGCCAGTCCCTCTCCTTTCTGCTCACACCCAGCATGGGAGGATCTCTCATCT
CGTACGATGTTTTTCCTCGCAACTGGCAGTTTGGACAGTCCTACTCGGGCCGGCA
ATTCAGCTAAAGCGAAGAGCCTTGCAGAACAAACGAAGAATAAGCGAGGACTTT
TCTTAGTTGTGGGAGCGCTGCTCGAACTTTTCTCACGCGGAAAGAGTCTTCCAAA
CTCTCAGCTTTGCTGCGGTGCTTCAGGGGTACCCGCCACTGAGACTCCATGTTGAT
AGCAGTTGGATTTGATAAAAAAAAAAAAAACAATGGCC




