
IDENTIFICATION 

Species: Mimulus guttatus 

Locus: Migut.D02087 

Gene Model: Migut.D02087.1.p 

Description: MgEXPA-05 

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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>MgEXPA-05 

MALLAVIACIATIVSVLPPPIEARIPGVYSGGGWQGAHATFYGGSDASGTMGGACGY

GNLYSQGYGVNTAALSTALFNNGFSCGACFEIKCANEKQWCHAGSPSILVTATNFCP

PNYALPNDNGGWCNPPRTHFDLAMPMFLKIAEYRAGIVPVNFRRVACRKQGGIRFTI

NGFRYFNLVLVTNVAGAGDIVRLSIKGTRTGWMSMSRNWGQNWQSNSVLVGQSLS

FRVTGSDRRTSTSWNIAPANWQFGQTFVGKNFRV* 

CDS (coding sequence) 

>MgEXPA-05 

ATGGCTCTCCTCGCTGTAATAGCCTGCATTGCTACAATTGTTTCAGTCCTGCCACC

ACCAATTGAGGCGAGGATTCCCGGCGTGTACTCCGGCGGTGGCTGGCAGGGCGC

CCACGCCACCTTCTACGGCGGCAGCGACGCCTCCGGCACTATGGGTGGGGCGTGC

GGGTACGGGAATCTGTACAGCCAGGGTTACGGAGTGAACACGGCGGCGCTGAGC

ACGGCGCTGTTCAACAACGGCTTCAGCTGCGGGGCATGCTTCGAGATAAAGTGCG

CCAACGAGAAGCAGTGGTGCCACGCTGGCAGCCCTTCCATCCTGGTCACGGCCAC

CAACTTCTGCCCGCCCAACTACGCCCTGCCCAACGACAATGGCGGGTGGTGCAAC

CCGCCCCGTACCCATTTCGATCTCGCCATGCCCATGTTCCTCAAGATCGCCGAGTA

CCGCGCCGGAATTGTCCCCGTCAACTTCCGCAGGGTGGCATGTAGGAAGCAAGG

AGGTATAAGGTTCACAATAAACGGGTTCCGTTACTTCAACCTGGTTTTGGTAACC

AACGTCGCGGGTGCAGGGGATATCGTGAGGCTGAGCATAAAAGGTACGAGGACT

GGTTGGATGAGCATGAGCAGAAACTGGGGTCAAAACTGGCAGTCAAACTCTGTT

CTGGTTGGTCAGTCACTTTCCTTCAGGGTCACAGGCAGTGACCGACGCACTTCCA

CCTCATGGAACATTGCTCCCGCCAATTGGCAATTCGGTCAAACATTTGTTGGAAA

GAACTTCAGGGTTTGA 

Nucleotide 

>MgEXPA-05 

CCACCCCTTTCTCTCTCTAACCAAACCCTACTCCCAATTTCTAGTGAGAGAAAATG

GCTCTCCTCGCTGTAATAGCCTGCATTGCTACAATTGTTTCAGTCCTGCCACCACC

AATTGAGGCGAGGATTCCCGGCGTGTACTCCGGCGGTGGCTGGCAGGGCGCCCA

CGCCACCTTCTACGGCGGCAGCGACGCCTCCGGCACTATGGGTACTTAATCAGCC

ACTTCAAATTCCGGTCACATTTTATATATTAAATTTTTTTTATTAATTAGTAAGTTT

GAACGTATATATATACAGGTGGGGCGTGCGGGTACGGGAATCTGTACAGCCAGG
GTTACGGAGTGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACAACGGCTTCA



GCTGCGGGGCATGCTTCGAGATAAAGTGCGCCAACGAGAAGCAGTGGTGCCACG

CTGGCAGCCCTTCCATCCTGGTCACGGCCACCAACTTCTGCCCGCCCAACTACGC

CCTGCCCAACGACAATGGCGGGTGGTGCAACCCGCCCCGTACCCATTTCGATCTC

GCCATGCCCATGTTCCTCAAGATCGCCGAGTACCGCGCCGGAATTGTCCCCGTCA

ACTTCCGCAGGTGAGCCAATGAACCATTCTCTTTCTGCTTTTTTCGCTTTTGCTCTG

TTTTTTTTTTTTTTTTTTTTCCTTTTTTGCACGCGCGCGCGTTCTGCCTACTTGCTTT

CATGTGACTGTCATGCGTCACAGTGATGTCATTCTATGCGATTATCCTTTAGTAAT

CCTTTATAAATATTTTTTTAGTGTAATTACTAAAAAACCCCTGAACTTAGTCTAAA

TAACGAAAAACACACTATCTATCCGTAGTAACCAAAATCTCCCTCTTATTAACTTT

TGATCCAAATTTTTCAACATGAAATGTGTACAGTGTACTATACCTTTTGTTAAGTA

GGTGAAATAAAATAATATATTTGAAATTGTGTAAAATCTATTCCCTGGAATTAAA

AAAAAATCCACGAAAAATCACACTATAGTAGTTGGTTTAAGACAGAAAACAAAG

ATTGAGAGTTTTTGATAATTACGAATAGGTGGAACTGATTTTTGTAATTTAATCTA

AGTTTTAGAGGTTTTCGGAATTTATCATGCTATTTAATTAAGTAGAATGAACAAAT

CTACGAACAAAATGTAGTTTCTGAAGGAGTGAGGGTGTGAACATGTTGTAATAAA

CTGACAGACATTCCAGAAAAACTGCCCGCATTTAGTTAGTTGCACATGGTTAGTT

GCTGCACGGTCAAAAACACACACACCAACACGACGTCGTGTTGACGAGGCATTT

AAGTTGTCCCGGACCTGAAACACACCACGTGAGCGAGAGAGTGTTCGTTAGTACT

AGTGTGGGTCCCACTGCATCATCCTATTTTCTCCAGCCACTAGGATCTTGACACAT

CACGTAAAATCCTGACCGTCTATCTGAATGTACAAGTCAAGCATCAGACCCTAGG

TGGTGGTGGAATCACATTCTCCGATGCGTTTTTAGATGTGAAAAGTCCTCCGCCG

CCGTACTGCCTCCTCATCCTTAATTCCCGCTCCCCATTACCCCATAAAATTAATAA

TTCATATATATATATATATATACATATATGTATGCATAATTTTTAATTGGAAAAAT

ACACTTTTAATCCATCAAGTTTATCCGATTTCACATTTAGTCCCCGATATTCACAA

AAAACATATTATGTCTCTCATGTTAAGAATATTCAACATTTTATAGTATTTTCCAT

CAAGCATGCGTCCACCACTACATTAACTGATGGACTAACGGTAAGTTGAAGCAGA

TGACCAAAAGTGTTAAATTATTGACAAATGAGGGATCAAATATATTTTTTGTGAA

CATCAGGGATCAAATGTGAAATATATGTAAATTTGAGGGGTGAAACTGTAATTAA

AAAAATATTCATTGAGAAATTAGAGCTGAAAAATAATAATGAGGTGTTTGTTGTA

TGTTACAGGGTGGCATGTAGGAAGCAAGGAGGTATAAGGTTCACAATAAACGGG

TTCCGTTACTTCAACCTGGTTTTGGTAACCAACGTCGCGGGTGCAGGGGATATCG

TGAGGCTGAGCATAAAAGGTACGAGGACTGGTTGGATGAGCATGAGCAGAAACT

GGGGTCAAAACTGGCAGTCAAACTCTGTTCTGGTTGGTCAGTCACTTTCCTTCAG

GGTCACAGGCAGTGACCGACGCACTTCCACCTCATGGAACATTGCTCCCGCCAAT

TGGCAATTCGGTCAAACATTTGTTGGAAAGAACTTCAGGGTTTGAATTTACCGAT

TTACCCCTAGGGCTTTTACGGAATTTTGAAAAAGAGGAGGAGAGAGAAGGTATT

ATGAATTTGGAGTTTGTTTCTCTGTTTTGAGTTTTGGAGAGAGAGGAAGAAAAGG

CTGAGGCGGCTGCACAAAATACTGTAGCCCGCAGTTTCTATAAAATTTAATTACA

TAGTTTTCTATTTGGGTAAATGGTGTGTGATGGTATTTTTACTTTCTTTATTTTAAT

GGAAATGCTTGTTTTTTTTC 

 




