IDENTIFICATION

Species: Selaginella moellendorffii
Locus: 179212

Gene Model: 179212
Description: SmEXPA-15
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 PLNO0OOS0

+ Name Accession Description Interval E-value
[+] PLND0050 super family ci31535 expansin A; Provisional 58-281 1.58e-127
SEQUENCES

Peptide

>SmEXPA-15

MASRAPLLLAIVSWIAFLHQAAATGHHGVARGHHQHRGGGHGGGGGGSSGGGYES

GSWTGAHATFYGGSDASGTMGGACGYGNLYSQGYGTNTAALSTALFQSGLSCGAC

FEVKCNGDPEWCLPGSSVLVTATNFCPPNDALPNNNGGWCNTPLQHFDMAQPAFEQ
IAKYRGGIVPVLYRRVPCQRKGGIRFTMNGHNYFNLVLVTNVGGAGDVHSVSIKGSN
TDWLPMSRNWGQNWQSNAILSGQSLSFKVTTSDGRTVVSYDAAPPNWQYGQTYSG

DQF*

CDS (coding sequence)
>SmEXPA-15

ATGGCTTCCAGGGCGCCTCTGCTGCTCGCGATCGTTTCTTGGATCGCATTTCTCCA
CCAGGCCGCGGCGACTGGCCACCACGGCGTGGCGCGCGGCCATCACCAGCATCG
CGGAGGCGGCCACGGCGGCGGCGGTGGCGGATCGTCCGGAGGAGGCTATGAATC
CGGCTCCTGGACCGGCGCGCATGCTACATTCTACGGCGGCAGCGATGCATCTGGA
ACCATGGGAGGAGCTTGCGGCTATGGCAATCTCTACAGCCAGGGCTACGGCACC
AACACCGCGGCATTGAGCACCGCGCTCTTCCAGAGCGGCCTCTCCTGCGGCGCTT
GCTTCGAGGTGAAATGCAATGGTGATCCCGAGTGGTGCCTCCCGGGCTCCTCTGT
TCTCGTCACGGCCACGAATTTCTGCCCGCCCAACGACGCGCTCCCGAACAACAAT
GGCGGATGGTGCAACACGCCGCTCCAGCATTTCGACATGGCGCAGCCAGCGTTCG
AGCAGATCGCCAAGTACAGGGGAGGCATTGTGCCTGTTCTTTATAGAAGGGTTCC
ATGCCAGAGGAAAGGCGGCATCCGATTCACCATGAACGGCCACAACTACTTCAA
CCTGGTGCTCGTCACCAACGTTGGCGGCGCCGGGGACGTCCACTCGGTTTCGATC
AAGGGCTCCAACACCGACTGGCTGCCAATGTCGCGCAACTGGGGCCAAAACTGG
CAGAGCAACGCCATCCTCAGCGGCCAGTCGCTCTCCTTCAAGGTCACCACCAGCG
ACGGCCGGACGGTGGTGTCGTACGACGCTGCCCCGCCCAATTGGCAGTACGGGC
AGACTTACAGCGGCGACCAGTTCTGA

Nucleotide
>SmEXPA-15

GAGCTCACGATCAATCAAGCGTTCTTGGCGAGCGCGTCTCTCTCGCCTCCTTCGAT
CGATTTGGTATCTTTCTCTCCATTCTCGCATATAATCCTCTCTCGCCGCGGCTAATC
TGTGTGAAATCTCTCGAAACATCGCAGGCCATGGCTTCCAGGGCGCCTCTGCTGC
TCGCGATCGTTTCTTGGATCGCATTTCTCCACCAGGCCGCGGCGACTGGCCACCA



CGGCGTGGCGCGCGGCCATCACCAGCATCGCGGAGGCGGCCACGGLCGGLGGLGG
TGGCGGATCGTCCGGAGGAGGCTATGAATCCGGCTCCTGGACCGGCGCGCATGCT
ACATTCTACGGCGGCAGCGATGCATCTGGAACCATGGGTGAGGCATCGCGTTTCT
TGCGAAATATTTCGCTCGATCTTGGTTTCTTGTTCTAACTGGAGCCCTCGCCTTGG
ATCCTCTCTACCAGGAGGAGCTTGCGGCTATGGCAATCTCTACAGCCAGGGCTAC
GGCACCAACACCGCGGCATTGAGCACCGCGCTCTTCCAGAGCGGCCTCTCCTGCG
GCGCTTGCTTCGAGGTGAAATGCAATGGTGATCCCGAGTGGTGCCTCCCGGGCTC
CTCTGTTCTCGTCACGGCCACGAATTTCTGCCCGCCCAACGACGCGCTCCCGAAC
AACAATGGCGGATGGTGCAACACGCCGCTCCAGCATTTCGACATGGCGCAGCCA
GCGTTCGAGCAGATCGCCAAGTACAGGGGAGGCATTGTGCCTGTTCTTTATAGAA
GGTACAAGCACTACATTCCCATTTTCCATTTTTTCTCTTTGCTCTTAGATCAAACG
CTTGGTTGTTTTGTGTTGCTTTGCTTCTTCTATGTGCCAGTCCCATCTAGATCAAAC
TTTTGGTTGCTTTGCTTTGCGAAACTTTTGTTTGCTTGGCTTTGCTTGGCTTCTTCC
CTGTTCATCGAGATGAGATCCTTTAGAGAAAGTCATAGCACCCACATTGCTCTGC
[TTGCTTTGCTTTTATTTACGTCAGGCTTTTCTTCGTTTCAGGGTTCCATGCCAGAG
GAAAGGCGGCATCCGATTCACCATGAACGGCCACAACTACTTCAACCTGGTGCTC
GTCACCAACGTTGGCGGCGCCGGGGACGTCCACTCGGTTTCGATCAAGGGCTCCA
ACACCGACTGGCTGCCAATGTCGCGCAACTGGGGCCAAAACTGGCAGAGCAACG
CCATCCTCAGCGGCCAGTCGCTCTCCTTCAAGGTCACCACCAGCGACGGCCGGAC
GGTGGTGTCGTACGACGCTGCCCCGCCCAATTGGCAGTACGGGCAGACTTACAGC
GGCGACCAGTTCTGAGCTCTCTGATCCATCGACTCGACGCCGCTGGCTTTGGATTC
CCTGGGTGGTGTTTTTTTTTTTTTCCCCCCTCCTTTCCTCGTTCTTCGCTCTTTTCTC
TTTCGGTGGATTTTGGATTTTGGTGGTGGCAGCAGCGCAGCAGCAGATTTGAGAG
CTGGGATGTGGGATCTCACAAACAGCCCGTGTCTGCGGCAGCAATTACGCCACCC
CGTCCGATCTTGGATGCTGCGGTTTAGTTTTTTAAGGCAAAGTAGCCACCCGCATT
CGAGGCATTCCTTGGTTCTCTTCCACAAGATTTTGTTTTCTCTTTTTTACACCCTTT
TCTTCGACCAGCTCCTCTGGTTACTTGATTTTGTTCTTGATTCTTGGTGGCTGCCGA
GGTGGTGGTGGAACACGACTACCCGCACCCACGAGAACAAAATATACTGGTTTTC
TAGTACGTATCGCAGCCAAGGGAACGTGATCTCCTTCCTGTCACAAAGGATCACA
GGACTTTTGGCGTTTGTTTTTGTTTCACAAAGCTTGATATGAATATAACTTACTAG
GTTATAGTTATGGG




