
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0022s0143 

Gene Model: Mapoly0022s0143.1.p 

Description: MpoEXPA-07 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Mpolymorpha_v3_1  

KEGG:- 

EXTERNAL RESOURCES 

https://marchantia.info/  

https://phytozome-next.jgi.doe.gov/info/Mpolymorpha_v3_1
https://marchantia.info/


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>MpoEXPA-07 

MASLANAALQLFVLGAVLVLGMRAGTASATEAWEVTDWAEAHATFYGGQDAGGT

MGGACGYGNLYSLGYGTATTALSNALFHNGLSCGACFLIECILQGSKWCYPGKSIVV

TATNACPPGSEGGWCDPPRPHFDLSFPMFQMLAQPVAGVIPVRYRRVSCSKQGGVRF

TLHGNPYFNYILVHNVGGSGDVAAVALRGENSRWNRMNQNWGQYWSCGGWYLG

QALSFKVTLGSGRSLEFWNVVDKNWGFGQTYESDYNF* 

CDS (coding sequence) 

>MpoEXPA-07 

ATGGCGAGTTTGGCGAACGCAGCCTTGCAGCTCTTCGTGCTGGGGGCTGTTCTGG

TATTGGGCATGCGAGCGGGGACGGCGAGCGCGACCGAGGCTTGGGAAGTGACGG

ACTGGGCTGAAGCCCATGCGACCTTCTACGGAGGCCAAGATGCGGGCGGCACAA

TGGGTGGCGCTTGCGGATATGGCAACTTGTACTCGCTGGGCTACGGAACCGCCAC

AACCGCCCTGAGCAACGCGCTCTTCCACAATGGGCTCTCGTGCGGCGCCTGCTTC

CTGATCGAGTGCATTCTGCAGGGCAGCAAATGGTGCTACCCCGGCAAAAGCATCG

TCGTCACGGCCACCAACGCTTGCCCCCCAGGCTCCGAGGGCGGCTGGTGCGACCC

TCCCCGACCCCACTTCGACCTCTCGTTCCCCATGTTCCAGATGCTCGCCCAGCCCG

TGGCAGGAGTCATCCCCGTCCGATACAGAAGAGTCTCGTGCTCGAAGCAAGGAG

GAGTGCGCTTCACGCTGCACGGCAACCCTTACTTCAACTACATCCTCGTGCACAA

TGTGGGCGGCTCGGGCGATGTTGCGGCCGTGGCGCTCCGCGGAGAGAATTCCCGA

TGGAACCGCATGAATCAGAACTGGGGGCAGTACTGGTCTTGCGGCGGATGGTACT

TGGGCCAGGCGCTCTCGTTCAAGGTCACCCTCGGCAGCGGCCGCAGCTTGGAATT

CTGGAACGTGGTCGACAAGAATTGGGGCTTCGGACAGACTTACGAGAGCGATTA

CAACTTCTAG 

Nucleotide 

>MpoEXPA-07 

TTCGATCGTTGCCATACAACACTTCAGATCGTCCTTGTCTTTGACCCACGCAGGGG

TGCTGCTGCTGTTACGGTGACACTTCTCCAGGACCGAGGAGGCCCACGTACGGGC

CTCGAGTCCTCGTAGTAGTAGTAGTAGTAGTAGTTACATGTACGTCCTTCGTCTTT

TCTCTTTTCTCCCTGAGCCTGGAGAGTCCGGATCACGGTACAAACCGTATGTGAG

AACGGCGGCTAGTGCTAGCGCAAGTCAAGACAGTTCAAGACTCGAATCCCTCTCC

CCCTCCTCATCCCCCTCATCCCGTGCGGTATCCGCAGACTCAAGTCCTGTAAATAC

CCCCTCCATTGCCCCACTCAATACCATGCTGTTCCCCCTCAGTCTGTCTGTCGATC



AGCAGTGAGTCAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTCTCATAGCTC

CACTCTCAGGGCCTTCCCTCTCTCCTGGGGGGTTTAACTCCTCTATACATCTTTGC

CTTGGCGTGGAGAGTATTGTACTTCTTTGGCTTGAAGGTATTCCTTGACTTAAGAC

TTTTCCTCTGAGCCTCTTCCTCTTCCTCTTCCTCTCCCCTCGAACTGTCAGTGGGCG

AGTCTTGAACGTGGCAATTGCTTTCAAAAGTGCGAGGAAGGAGGGAGTGTTACTC

GAGGTTTAACTCTGTGTCTGTGTGGATTCACTTCTTCTGCAGCCAGCGATCGAAAT

GGCGAGTTTGGCGAACGCAGCCTTGCAGCTCTTCGTGCTGGGGGCTGTTCTGGTA

TTGGGCATGCGAGCGGGGACGGCGAGCGCGACCGAGGCTTGGGAAGTGACGGAC

TGGGCTGAAGCCCATGCGACCTTCTACGGAGGCCAAGATGCGGGCGGCACAATG

GGTACGCAGATTTCGAGCAGATTTCAGCAGGAATGTGTGATGTGAATGGGGATG

GGGATGGGGATGGCGAGGTTCGAGCCGAGGAAGCAGGGCTTACTTAGCGCAGGG

GGGCGGGAATTTCGCGTCTAGCTCGCTCGCTCGTTGTCGTCCGCCGCCGCCGTAG

AATTTGCGTGAAATCTTGGTCGGAATTGGCTCGATTCCCGCGGTGGTGGTGGTGG

CGGCGGAGGCTCGAAGCGCGATCTGTCTCTGAACCCGGTGGTGCGTGGGCTGCTG

TGTTCGCAGGTGGCGCTTGCGGATATGGCAACTTGTACTCGCTGGGCTACGGAAC

CGCCACAACCGCCCTGAGCAACGCGCTCTTCCACAATGGGCTCTCGTGCGGCGCC

TGCTTCCTGATCGAGTGCATTCTGCAGGGCAGCAAATGGTGCTACCCCGGCAAAA

GCATCGTCGTCACGGCCACCAACGCTTGCCCCCCAGGCTCCGAGGGCGGCTGGTG

CGACCCTCCCCGACCCCACTTCGACCTCTCGTTCCCCATGTTCCAGATGCTCGCCC

AGCCCGTGGCAGGAGTCATCCCCGTCCGATACAGAAGGTGCGTCTCTTCCCCTCT

TCTTCTTCTTCTTCTTCTTCTTCTCCTCCTCCTCCTCCTCCTCGTCTCGCATTTTCTT

GTTCTGATCTTTGCTGGTGCGCAGAGTCTCGTGCTCGAAGCAAGGAGGAGTGCGC

TTCACGCTGCACGGCAACCCTTACTTCAACTACATCCTCGTGCACAATGTGGGCG

GCTCGGGCGATGTTGCGGCCGTGGCGCTCCGCGGAGAGAATTCCCGATGGAACC

GCATGAATCAGAACTGGGGGCAGTACTGGTCTTGCGGCGGATGGTACTTGGGCCA

GGCGCTCTCGTTCAAGGTCACCCTCGGCAGCGGCCGCAGCTTGGAATTCTGGAAC

GTGGTCGACAAGAATTGGGGCTTCGGACAGACTTACGAGAGCGATTACAACTTCT

AGCCCCGAGCGATGGCGAATCGCCCGTGGAGCTCCTCATCGCGCTCCTATGGCGA

TGGAGGAAGAGGAGGAGGAAGATTTTGGAGTAAATAGTTCGGAGGTCTTGGAGC

TTGGTCGACCCAGTGATTGAGATCTTGGGGAGCGGTGTCCAGAGAGATCGCTTGT

TCACGGGGTCGACCGAGAGTGTGCATTGGATTGGGGAATTCATTCGAGAGCCTGG

AGCTGAGGTGCCGCTTGCAACGAAGCAGCCGCCCGCCCCGAGCTTCTCCACCGCG

GCAGCCGAGGTACAAGTTTGGGCAATCACTGCCGCCCGCTGCAGAGTGTCAGAC

GAGTCACTGCGTGCGGGCACTCTCCTGACTGAGCTTCTTCTTCTTCCCAGTCGGGA

CGTGCGTGCGTGCATCGACGAGCGACATCGCCCCACCGAAGTCAATTGGTTGCAT

ATCTCATGTGCTTATGACTGTGATGAAAATATCATCTTTCTTGCGATTAATAATAA

ACATTCGGAGCGCGGATCCCGCGCCGTCAAATTCA 




