IDENTIFICATION

Species: Mimulus guttatus
Locus: Migut.B00829

Gene Model: Migut.B00829.1.p
Description: MgeEXPA-01
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
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Query seq.

Superfanilies PLNOOOSO

+ Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 38-263 5.96e-89
SEQUENCES

Peptide

>MgEXPA-01

MPIERPRLILLTLTLSLSSAVLVGCHYFPSTPSAASQSDWKSARATYYAAADPIDAVG
GACGYGDLSRNGYGKATAGLSTVLFEKGQICGACFEIRCVEDLRWCIPGTSIIVTATN
FCAPNYGFDADGGGRCNPPNSHFVLPIESFEKIAIWKASNMPVQYRRIRCRKEGGVRF
SMGGAGIFLSVLISNVAGAGDVAAVKIKGSVTGWLPMGRNWGQNWHINADLKNQP
LSFEITSSDGITLTSYNVAPKNWDFGQSFEGKQFD*

CDS (coding sequence)
>MgEXPA-01

ATGCCAATAGAGCGCCCCCGCCTCATCCTACTAACCCTCACACTCTCACTCTCGTC
GGCGGTTCTCGTCGGCTGCCACTACTTCCCCTCCACCCCTTCCGCCGCTTCCCAGT
CCGACTGGAAATCCGCCCGGGCAACCTACTACGCCGCCGCGGACCCCATCGACGC
CGTCGGCGGCGCGTGCGGCTACGGTGACTTGTCCAGGAACGGGTACGGCAAGGC
CACCGCCGGACTCAGCACCGTCCTCTTCGAGAAGGGCCAGATCTGCGGCGCCTGC
TTCGAAATCCGCTGCGTGGAGGACCTCCGGTGGTGCATCCCGGGAACCTCAATCA
TCGTCACCGCCACGAACTTCTGCGCCCCCAACTACGGATTCGACGCCGACGGCGG
CGGTCGGTGCAACCCGCCGAACTCGCACTTCGTCCTCCCAATCGAGTCGTTCGAG
AAGATCGCCATTTGGAAGGCGTCCAATATGCCGGTCCAGTACCGGAGGATCAGGT
GCAGGAAGGAGGGAGGGGTCCGGTTCAGCATGGGCGGCGCCGGAATATTCCTGT
CGGTGCTGATTAGCAACGTCGCCGGCGCCGGAGACGTGGCGGCGGTGAAAATCA
AGGGCTCCGTAACGGGGTGGCTTCCGATGGGGAGGAATTGGGGGCAAAATTGGC
ATATAAATGCGGATTTGAAGAACCAGCCGCTGTCGTTCGAGATTACGAGCAGTGA
TGGAATCACACTTACTTCTTACAATGTTGCCCCCAAGAATTGGGATTTCGGACAG
TCTTTCGAAGGTAAGCAGTTCGATTAA

Nucleotide
>MgEXPA-01

[TTTTTCTCTTTTCAGTTTGAAAAATAAAGCACTAAAATTAGTAAAGGCAAACAA
AGTAATGAACAAATAAGTATTAAAAATCTCAAAGTGTCTGCTGCTCCTTCCGCCG
CTCCGCTCCGCCCTCCGCCGCCGTTCAAAATGCCAATAGAGCGCCCCCGCCTCAT
CCTACTAACCCTCACACTCTCACTCTCGTCGGCGGTTCTCGTCGGCTGCCACTACT




TCCCCTCCACCCCTTCCGCCGCTTCCCAGTCCGACTGGAAATCCGCCCGGGCAAC
CTACTACGCCGCCGCGGACCCCATCGACGCCGTCGGCGGCGCGTGCGGCTACGGT
GACTTGTCCAGGAACGGGTACGGCAAGGCCACCGCCGGACTCAGCACCGTCCTCT
TCGAGAAGGGCCAGATCTGCGGCGCCTGCTTCGAAATCCGCTGCGTGGAGGACCT
CCGGTGGTGCATCCCGGGAACCTCAATCATCGTCACCGCCACGAACTTCTGCGCC
CCCAACTACGGATTCGACGCCGACGGCGGCGGTCGGTGCAACCCGCCGAACTCG
CACTTCGTCCTCCCAATCGAGTCGTTCGAGAAGATCGCCATTTGGAAGGCGTCCA
ATATGCCGGTCCAGTACCGGAGGATCAGGTGCAGGAAGGAGGGAGGGGTCCGGT
TCAGCATGGGCGGCGCCGGAATATTCCTGTCGGTGCTGATTAGCAACGTCGCCGG
CGCCGGAGACGTGGCGGCGGTGAAAATCAAGGGCTCCGTAACGGGGTGGLTTCC
GATGGGGAGGAATTGGGGGCAAAATTGGCATATAAATGCGGATTTGAAGAACCA
GCCGCTGTCGTTCGAGATTACGAGCAGTGATGGAATCACACTTACTTCTTACAAT
GTTGCCCCCAAGAATTGGGATTTCGGACAGTCTTTCGAAGGTAAGCAGTTCGATT
AATTCCTACTGAGTTTTTTGTGCGATATTTTTTTTGATGGGGAAGAAAGAGAGTGT
TCTGTTCAGTTCAGTTCAAGTCTGGTAATTTATTGTATAATAGTAATATTGGATGT
TTTTGTAGTGTATCTCTTATTTTCATTATTCTAATTGTCTAAAATGTGTTGGGGGTT
[TTTTGACATTTTTTTGGGTAAATTATAATCAACCCTGACCTAAGATT






