IDENTIFICATION

Species: Selaginella moellendorffii
Locus: 231226

Gene Model: 231226
Description: SmEXPA-05
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 PLNO0OOS0O

+ Name Accession Description Interval E-value
[+] PLN00050 super family cl31535 expansin A; Provisional 9-227 2.13e-84
SEQUENCES

Peptide

>SmEXPA-05

MPGARGDGGWLDAHATYYGGSDASGTNNGACGYGNQLSAGYGYITTALSTPLFEN
GDICGACYEIRCAGTGCLPRNPSTVVTATNLCPPGSNGGWCDPPKQHFDLSQPAFSQI
ASIPYGHVLLQYRRVPCQRQGAIHYTINGHTFFNLVLIENVGGSGDVVGVEIKGSNTN
WMPMARNWGQNWMIGGNLGGQSLSFRVTGSDGRKVTSLNVAPANWQFGRAYSGG

QF*
CDS (coding sequence)
>SmEXPA-05

ATGCCAGGAGCTCGCGGCGATGGCGGATGGCTAGATGCTCACGCGACGTACTAT
GGAGGAAGCGATGCCTCGGGAACTAACAATGGAGCTTGCGGCTATGGAAACCAG
CTGAGCGCCGGCTATGGCTACATCACCACTGCCCTCAGCACCCCGCTCTTCGAAA
ACGGCGACATTTGCGGCGCTTGCTATGAGATTCGCTGCGCGGGCACGGGATGCCT
CCCGAGAAATCCTTCCACCGTCGTCACCGCTACCAATCTCTGTCCTCCGGGGAGC
AATGGCGGCTGGTGCGATCCGCCCAAGCAGCACTTTGATCTCTCGCAGCCGGCCT
TCTCCCAGATCGCCAGCATTCCCTATGGTCACGTCCTCCTCCAGTACCGCAGAGTG
CCGTGCCAAAGGCAAGGTGCCATCCACTACACGATCAATGGGCACACCTTCTTCA
ATCTGGTGCTGATCGAGAATGTAGGCGGCAGCGGCGATGTCGTGGGCGTGGAAA
TCAAAGGCTCAAACACCAATTGGATGCCCATGGCAAGGAATTGGGGCCAGAACT
GGATGATCGGGGGCAACCTTGGCGGTCAGAGCCTCTCGTTTAGGGTCACCGGCAG
CGATGGCCGCAAGGTCACCTCGCTCAACGTCGCGCCGGCGAACTGGCAATTTGGT
AGAGCCTACAGTGGTGGCCAGTTCTAA

Nucleotide
>SmEXPA-05

ATGCCAGGAGCTCGCGGCGATGGCGGATGGCTAGATGCTCACGCGACGTACTAT
GGAGGAAGCGATGCCTCGGGAACTAACAGTAAGCGATAAAAGAAACAGAGAATT
CAATTCCCCTGTTCTTACCACGCCCCCGGTTTCATTCCTCTCCAGATGGAGCTTGC
GGCTATGGAAACCAGCTGAGCGCCGGCTATGGCTACATCACCACTGCCCTCAGCA
CCCCGCTCTTCGAAAACGGCGACATTTGCGGCGCTTGCTATGAGATTCGCTGCGC
GGGCACGGGATGCCTCCCGAGAAATCCTTCCACCGTCGTCACCGCTACCAATCTC
TGTCCTCCGGGGAGCAATGGCGGCTGGTGCGATCCGCCCAAGCAGCACTTTGATC
TCTCGCAGCCGGCCTTCTCCCAGATCGCCAGCATTCCCTATGGTCACGTCCTCCTC



CAGTACCGCAGGTAAGCGAGACAGATAATCGATCCACCGCAAGAGCCCCTCCTA
AAATCGCCTGTGATGTGCTGTGATGATCTAGAGTGCCGTGCCAAAGGCAAGGTGC
CATCCACTACACGATCAATGGGCACACCTTCTTCAATCTGGTGCTGATCGAGAAT
GTAGGCGGCAGCGGCGATGTCGTGGGCGTGGAAATCAAAGGCTCAAACACCAAT
TGGATGCCCATGGCAAGGAATTGGGGCCAGAACTGGATGATCGGGGGCAACCTT
GGCGGTCAGAGCCTCTCGTTTAGGGTCACCGGCAGCGATGGCCGCAAGGTCACCT
CGCTCAACGTCGCGCCGGCGAACTGGCAATTTGGTAGAGCCTACAGTGGTGGCCA
GTTCTAA



