IDENTIFICATION

Species: Mimulus guttatus
Locus: Migut.B01586

Gene Model: Migut.B01586.1.p
Description: MgeEXPB-02
Family: Beta Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Mguttatus v2 0
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Mguttatus_v2_0

GENE STRUCTURE

MEEXPB-02
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DOMAIN ARCHITECTURE
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Specific hits
Superfanilies

PLNG3023
DPBB_R1pA_EXP_N-1like superfamily

List of domain hits d
Name Accession Description Interval  E-value
[+] DPBB_EXPB_N 122275 N-terminal double-psi beta-barrel fold domain of the bet sin subfamily; Bet: pi < 45-167 2.99e-64
[+] PLN03023 super family cl3362 Expansin-like B1; Provisional 8-267 7. 20e-47
Peptide

>MgEXPB-02

MGIICNYLKPNYVLFAFIILISILQNYCFCITTQKHNNSSAGSRFSAAVATWY GDPNGA
GSVGGACGYGFNVEKRPFSAMIAAGNANLFQSGMGCGACYQVKCRRSENPNCSGK
AVTVTITDECGCDGQNVHFDLSGAAFGAMAKPGRAQALRNAGTFKVEYRRVRCNY
PRTNLAFDIDKGSNPNYFACVVKYVNGDGDLSAVDLQTRNGNEWLPMQHSWGATW
KVDLANGVKAPFSIRITTRRTNKTIVARHVIPADWQPGKSYQSLAN*

CDS (coding sequence)
>MgEXPB-02

ATGGGGATTATTTGTAATTATCTTAAGCCTAATTACGTCCTATTTGCATTCATAAT
TCTTATTTCAATTCTGCAAAATTATTGTTTTTGCATCACAACACAAAAACATAATA
ATTCTTCGGCGGGAAGTCGTTTCTCGGCAGCCGTGGCGACATGGTACGGAGACCC
TAACGGAGCCGGCAGTGTAGGAGGAGCCTGTGGGTACGGTTTCAATGTCGAGAA
ACGACCATTTTCAGCGATGATAGCAGCCGGGAATGCGAATCTATTTCAATCGGGA
ATGGGTTGCGGGGCTTGCTACCAGGTAAAATGCAGACGCAGCGAAAACCCAAAC
TGCTCTGGTAAAGCAGTGACGGTGACAATAACAGACGAGTGCGGCTGCGACGGT
CAAAATGTACATTTCGATTTAAGTGGGGCCGCCTTCGGTGCTATGGCGAAGCCTG
GCCGGGCTCAAGCGCTTCGTAACGCCGGCACATTTAAAGTTGAATATAGAAGGGT
GCGGTGCAATTATCCTCGTACGAATTTGGCGTTCGACATCGACAAAGGCTCGAAC
CCGAACTATTTCGCATGCGTAGTTAAGTACGTGAACGGAGACGGTGACCTTTCTG
CCGTTGACCTGCAAACAAGAAACGGTAACGAGTGGCTACCCATGCAGCATTCATG
GGGTGCTACTTGGAAAGTTGACTTGGCTAACGGCGTTAAAGCTCCGTTCTCAATC
AGGATAACCACTCGGCGAACCAACAAAACTATCGTCGCCAGACACGTCATTCCTG
CTGATTGGCAGCCTGGAAAATCTTATCAATCACTTGCTAATTAA

Nucleotide
>MgEXPB-02

ATGGGGATTATTTGTAATTATCTTAAGCCTAATTACGTCCTATTTGCATTCATAAT

TCTTATTTCAATTCTGCAAAATTATTGTTTTTGCATCACAACACAAAAACATAATA
ATTCTTCGGCGGGAAGTCGTTTCTCGGCAGCCGTGGCGACATGGTACGGAGACCC
TAACGGAGCCGGCAGTGGTAATTAATTAATCTAGATCAACTCATTTCGAATATAA
ATTTGATTATTTGCTATTATTTTCGATAATTATTTTTATTTTATATTTTTTTCAGTAG




GAGGAGCCTGTGGGTACGGTTTCAATGTCGAGAAACGACCATTTTCAGCGATGAT
AGCAGCCGGGAATGCGAATCTATTTCAATCGGGAATGGGTTGCGGGGCTTGCTAC
CAGGTTTTATAAATCACTTCTTATTTTCTACTAATTAATTACTGAATTAATTAAAC
ATTTTAATTTAATATATGAAAAATTAAATTAAATTAAATTATCAGGTAAAATGCA
GACGCAGCGAAAACCCAAACTGCTCTGGTAAAGCAGTGACGGTGACAATAACAG
ACGAGTGCGGCTGCGACGGTCAAAATGTACATTTCGATTTAAGTGGGGCCGCCTT
CGGTGCTATGGCGAAGCCTGGCCGGGCTCAAGCGCTTCGTAACGCCGGCACATTT
AAAGTTGAATATAGAAGGTGAACATTTTTTGGCCGGGCTCAAATTATTTGTTTAA
TTTCGTTTAGGCAATATATTTTTTATTTATTTTATATTCTTATATGCATTGAATATA
AAAAAAATTAAAAAAATTATTAGTAATGCTAACTATAGGTTACGATTTTCAAATG
CAGGGTGCGGTGCAATTATCCTCGTACGAATTTGGCGTTCGACATCGACAAAGGC
TCGAACCCGAACTATTTCGCATGCGTAGTTAAGTACGTGAACGGAGACGGTGACC
TTTCTGCCGTTGACCTGCAAACAAGAAACGGTAACGAGTGGCTACCCATGCAGCA
TTCATGGGGTGCTACTTGGAAAGTTGACTTGGCTAACGGCGTTAAAGCTCCGTTC
TCAATCAGGATAACCACTCGGCGAACCAACAAAACTATCGTCGCCAGACACGTC
ATTCCTGCTGATTGGCAGCCTGGAAAATCTTATCAATCACTTGCTAATTAA






