IDENTIFICATION

Species: Selaginella moellendorffii
Locus: 234188

Gene Model: 234188
Description: SmEXPB-03
Family: Beta 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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Specific hits

Lr a
Superfanilies PLNI3023

DPBB_R1pA_EXP_N-1like superfamily

List of domain hits e
+ Name Accession Description Interval E-value
[+ DPBB_EXPB_N cd22275 N-terminal double-psi beta-barrel fold domain of the beta-expansin subfamily; Beta-expansins 31-153 2.32e-67
[+] PLN03023 super family cl3362 Expansin-like B1; Provisional 9-255 7.10e-47

MDSASLWRLIVLLLAAVDVARCRFHAYARGWQLATATWYGSPSGAGTDGGACGY
GELPNTPYGLDVGAGSPVLFKNGRGCGACYKVRCLQQQLCSGKAVTVVITDECPGG
YCAFGRTHFDLSGTAFGRMAMAGRTNQLLGSGVTQVLYKRVDCNYGSRPMEFQVN
EGSTPFWLSILVRYAAGPGDLGHVELMQAGSRVWQPMTQVWGATWCFNGGPLRGP
FSFRVTTLSTSETVVARNVIPRNWASNTCYRSRVNFR*

CDS (coding sequence)
>SmEXPB-03

ATGGATTCAGCGAGTTTGTGGAGGCTCATCGTCTTGCTGCTCGCAGCAGTGGATG
TTGCTCGTTGCAGATTCCATGCGTATGCACGAGGCTGGCAATTGGCAACCGCGAC
TTGGTATGGAAGTCCCAGCGGTGCTGGAACTGATGGAGGAGCTTGTGGCTATGGT
GAACTCCCGAACACTCCCTACGGCCTCGATGTTGGTGCTGGGAGCCCCGTCCTGT
TCAAGAATGGCAGAGGCTGTGGTGCATGCTACAAGGTGAGGTGCTTGCAGCAGC
AGCTCTGCTCCGGCAAAGCCGTGACGGTGGTGATCACAGACGAGTGTCCCGGTGG
CTACTGCGCGTTTGGGAGGACGCATTTCGACCTCAGTGGCACGGCATTTGGAAGA
ATGGCGATGGCCGGAAGAACAAACCAGCTGTTGGGATCAGGAGTTACGCAAGTC
CTCTACAAGAGGGTTGATTGTAACTATGGCTCCAGGCCCATGGAATTCCAAGTCA
ACGAAGGATCCACACCATTTTGGTTGTCCATTCTCGTTCGCTACGCAGCGGGGCC
TGGAGATTTGGGTCATGTCGAGCTCATGCAGGCTGGGTCTCGAGTTTGGCAGCCA
ATGACTCAGGTGTGGGGCGCAACATGGTGTTTCAATGGCGGTCCTCTGAGGGGCC
CTTTCTCGTTTCGAGTCACGACTCTGTCAACCTCGGAAACAGTCGTGGCTCGAAA
CGTGATTCCAAGAAACTGGGCTTCCAACACTTGCTATCGCTCCAGGGTCAACTTT
AGATGA

Nucleotide
>SmEXPB-03

ATGGATTCAGCGAGTTTGTGGAGGCTCATCGTCTTGCTGCTCGCAGCAGTGGATG
TTGCTCGTTGCAGATTCCATGCGTATGCACGAGGCTGGCAATTGGCAACCGCGAC
TTGGTATGGAAGTCCCAGCGGTGCTGGAACTGATGGTATGCGAGGAAATCTCTCT
CCAATCCTTCTTCTTCTCTTTCTTGCAGTGATCAATGTCCTTTCTCTCTTGCATTTC



CAGGAGGAGCTTGTGGCTATGGTGAACTCCCGAACACTCCCTACGGCCTCGATGT
TGGTGCTGGGAGCCCCGTCCTGTTCAAGAATGGCAGAGGCTGTGGTGCATGCTAC
AAGGTATGAGAGATTTGGATCTCCTTCTCAAGCTCTTCCAAAAGAATTCATGTTCT
TCTTTTTCGGCTTGGATTGCACAGGTGAGGTGCTTGCAGCAGCAGCTCTGCTCCGG
CAAAGCCGTGACGGTGGTGATCACAGACGAGTGTCCCGGTGGCTACTGCGCGTTT
GGGAGGACGCATTTCGACCTCAGTGGCACGGCATTTGGAAGAATGGCGATGGCC
GGAAGAACAAACCAGCTGTTGGGATCAGGAGTTACGCAAGTCCTCTACAAGAGG
TAATAGTTAAAAGGAGTTCATGGCCAACTTCTCCTCACCTTTAACACATTTTGCAG
GGTTGATTGTAACTATGGCTCCAGGCCCATGGAATTCCAAGTCAACGAAGGATCC
ACACCATTTTGGTTGTCCATTCTCGTTCGCTACGCAGCGGGGCCTGGAGATTTGGG
TCATGTCGAGCTCATGCAGGTAGATAAACATGCCTTTCTTCACTTCTTTTTCTTTTT
CTCTCTCTCTTAGCTTACACTGACGAAACGAATTGTTTGTGCTCTCTCTCTCTCTCT
CCACACACACACACACACACACAACAGGCTGGGTCTCGAGTTTGGCAGCCAATG
ACTCAGGTGTGGGGCGCAACATGGTGTTTCAATGGCGGTCCTCTGAGGGGCCCTT
TCTCGTTTCGAGTCACGACTCTGTCAACCTCGGAAACAGTCGTGGCTCGAAACGT
GATTCCAAGAAACTGGGCTTCCAACACTTGCTATCGCTCCAGGGTCAACTTTAGA

TGA




