IDENTIFICATION

Species: Mimulus guttatus
Locus: Migut.E01021

Gene Model: Migut.E01021.1.p
Description: MgeEXPA-07
Family: Alpha 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

MgEXPA-07
.
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Legend:

Exon — Intron
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+ Name Accession Description Interval E-value
[+] PLN0Q0193 super family 33423 expansin-A; Provisional 35-264 4.47e-90
SEQUENCES

Peptide

>MgEXPA-07

MASSSLLHSLCLVSFVLVTVVVGTASAAAY APPGFRASAWELAHATFYGDSGGSAN

MGAACGYGNMISNGYGTNTAALSSVKFSNGYGCGQCFQLQCTNSPLCNRGAMVTV
TGTNLCPPNWAQDSNNGGWCNPPRTHFDMAQPAFTKIAQYKAGIVPVLFRRVACVR
SGGIRFQFQGNGYWLLVYVMNVGGSGDVASMWVKGTKTNWISMSHNWGASY QAF
ATLGGQALSFKITSYTSHETHHAYNVAPANWQVGMTY GASVNFR*

CDS (coding sequence)
>MgEXPA-07

ATGGCTTCTTCTTCTTTGCTTCATTCTTTGTGCCTTGTTAGCTTCGTCTTGGTGACG
GTGGTCGTCGGAACGGCGTCTGCGGCGGCGTATGCTCCGCCGGGATTTAGAGCTA
GTGCGTGGGAACTTGCCCATGCCACGTTTTACGGCGATAGCGGCGGTTCTGCCAA
TATGGGTGCGGCATGTGGGTACGGCAACATGATAAGCAACGGTTACGGGACGAA
CACGGCGGCGTTGAGTTCAGTGAAGTTCAGCAACGGGTACGGATGCGGGCAGTG
CTTCCAGCTCCAATGCACAAATTCGCCGTTGTGCAACAGAGGTGCTATGGTCACG
GTCACAGGCACTAATCTATGCCCACCAAATTGGGCACAGGACTCCAACAACGGC
GGGTGGTGCAACCCGCCCCGTACCCATTTCGACATGGCCCAGCCCGCTTTCACCA
AGATTGCCCAGTATAAAGCTGGTATTGTACCCGTCTTGTTCCGCAGAGTAGCATG
CGTGAGAAGCGGGGGGATCAGATTCCAGTTCCAGGGGAACGGGTACTGGCTGCT
CGTATACGTAATGAACGTCGGAGGAAGCGGTGACGTGGCGAGCATGTGGGTGAA
GGGGACGAAGACAAACTGGATAAGCATGAGCCATAACTGGGGAGCTTCTTACCA
GGCATTCGCAACACTAGGTGGACAAGCTCTCTCTTTCAAGATTACTTCTTACACTT
CTCATGAAACTATTATTGCTTACAATGTTGCCCCTGCCAACTGGCAAGTCGGAAT
GACTTACGGCGCTTCCGTCAATTTCCGCTGA

Nucleotide
>MgEXPA-07

ATGGCTTCTTCTTCTTTGCTTCATTCTTTGTGCCTTGTTAGCTTCGTCTTGGTGACG
GTGGTCGTCGGAACGGCGTCTGCGGCGGCGTATGCTCCGCCGGGATTTAGAGCTA
GTGCGTGGGAACTTGCCCATGCCACGTTTTACGGCGATAGCGGCGGTTCTGCCAA
TATGGGTATGTTATTATTTTCGATTTTAAATAACTTTTTATTTTCTTTTCACCATTT
ACTCTTTTTTTTTTCTTCAATTAAATTGCGGAGCCATATTTTTATATCAGAGTGGGC
TAAAAATATACAGGGTTCCTAAGGAGCGTACCAAAACTTTGTTTTTAGGATTTTT




ACCAAAAAAAAAAAGCATAAAATAAGTAAATATTTATAAAATTTAATTAAAATA
TCATAAATAAACTCTTTAAATACTAGATATATACCCAAAATATGATAGGTAAAAT
ATTCAAAAACTCTTTACTAGCTCTTTCCTATTTTAATTGTGGTTTTAGGCGAGTGT
ACACATATTAAAAAAAAAAAAATTGACGATAAATCTACGAAAAACCTAATAAAG
TTACTTAAATACCCCTCTCTTTACCTGTTTGACTTAAATGCCCTTCCCTTTACGAGT
ATTAAGGGCAAAACTATAAATAAAAAAGTATAATAAACACGTAAATACGTGGCA
AACACACGCGCGCGCGCACACATATACATGTATTCTTAAATTTATTCTAAATACTT
GGATTGCATACAACAGGTGCGGCATGTGGGTACGGCAACATGATAAGCAACGGT
TACGGGACGAACACGGCGGCGTTGAGTTCAGTGAAGTTCAGCAACGGGTACGGA
TGCGGGCAGTGCTTCCAGCTCCAATGCACAAATTCGCCGTTGTGCAACAGAGGTG
CTATGGTCACGGTCACAGGCACTAATCTATGCCCACCAAATTGGGCACAGGACTC
CAACAACGGCGGGTGGTGCAACCCGCCCCGTACCCATTTCGACATGGCCCAGCCC
GCTTTCACCAAGATTGCCCAGTATAAAGCTGGTATTGTACCCGTCTTGTTCCGCAG
GTATTATTCTCTAGTTATGAATATCATCACTTCGATTTTTTTTTTTGGCAAATTACG
TCCACCACTGATGTGTGGCCAAATTACGAAAAATCTCTCTTGTTTGGGTAATTGCA
GCCACCCCTCTCATTTTAAATACTTTTATATAAAATTTATGTAATTCGGTAATTCA
CAAAACCAAGTCGTATATTCAGTTCGGTAAACGGTATGAAATGTTGGCGTTCCGA
AATTTCGGTTCGGTTTTACCGATTTAACATCCCTAAATTTACCTCTAGAGGGGTAT
TTTCATAAGATAATACATAGTTGAGGGGGTGGCGATAAATACCCAAACAAGAAG
GTTTTTTTCGTAATTTGAACATATAATTTGCCCTTGTAATTATTATGAAAAGGGTA
AATATCATATTTATAAATATACCCTTATGTTTTTAATATTTACTCATACCCCCTAA
GCTCCTGTATCACCATTTTCCGGACATACTTTTTTCCCTTGTCCATTTCCCTGTTTT
CCCGTATCGCCGTTTCTGTATCCATGCTACATAGTTCAAAAGTCTCTTCATTTTCG
ACACATGATTAATATGTCTCAAATTACAGAGTAGCATGCGTGAGAAGCGGGGGG
ATCAGATTCCAGTTCCAGGGGAACGGGTACTGGCTGCTCGTATACGTAATGAACG
TCGGAGGAAGCGGTGACGTGGCGAGCATGTGGGTGAAGGGGACGAAGACAAACT
GGATAAGCATGAGCCATAACTGGGGAGCTTCTTACCAGGCATTCGCAACACTAGG
TGGACAAGCTCTCTCTTTCAAGATTACTTCTTACACTTCTCATGAAACTATTATTG
CTTACAATGTTGCCCCTGCCAACTGGCAAGTCGGAATGACTTACGGCGCTTCCGT
CAATTTCCGCTGA






