
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0085s0051 

Gene Model: Mapoly0085s0051.1.p 

Description: MpoEXPA-20 

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-20 

MAIFSRAALAAGLFASALVIFSEHLSFVSAYEPYAVTSWTASDATFYGGNSGAGTMG

GACGYGNMYNTGYGLNTAALSPVLFNNGLSCGACFELKCNLTGTKWCYPSAGSITV

TATNLCPANPARTTDGWCNPPRTHFDLSYTMFAILAQPVAGIIPIQYRRVSCVKTGGV

RFVINGNPWFNLVLIYNVGGDGNVVTAMMKGENTEWYSMTRNWGQNWQLSQKLH

GQALSFQLTTGYGTTLVCSDVAPANWQFGQTFEAYTNMYDLY* 

CDS (coding sequence) 

>MpoEXPA-20 

ATGGCGATTTTTTCCAGAGCTGCGCTAGCTGCTGGCTTATTTGCCAGCGCTCTGGT

CATCTTCTCGGAGCATCTGTCGTTTGTGAGTGCCTACGAGCCATATGCTGTCACAT

CTTGGACGGCATCTGATGCAACCTTCTACGGAGGAAACAGTGGAGCTGGAACAA

TGGGTGGAGCTTGTGGATATGGAAACATGTACAACACGGGTTATGGACTCAACAC

CGCTGCTCTGAGCCCGGTCCTCTTCAATAATGGACTGAGCTGTGGAGCTTGTTTTG

AGCTTAAGTGCAATCTCACTGGTACCAAGTGGTGCTACCCGAGCGCAGGTTCCAT

CACCGTCACAGCTACCAATCTGTGCCCTGCAAACCCGGCCAGAACCACCGACGGA

TGGTGCAACCCTCCCAGGACACACTTCGATTTGTCATACACGATGTTCGCTATACT

CGCCCAACCAGTTGCAGGAATCATTCCAATTCAGTACCGCAGAGTGTCTTGCGTG

AAGACTGGAGGCGTCCGCTTCGTCATCAACGGCAACCCCTGGTTCAATCTGGTGC

TCATATACAACGTGGGCGGTGACGGAAACGTCGTGACAGCCATGATGAAAGGAG

AGAACACAGAGTGGTATTCCATGACTAGAAACTGGGGGCAAAACTGGCAGCTGA

GCCAGAAGCTTCACGGTCAGGCCCTCTCTTTCCAGCTCACGACGGGTTATGGCAC

GACCTTGGTGTGCAGCGACGTAGCGCCAGCCAACTGGCAATTCGGCCAGACGTTC

GAAGCCTACACGAACATGTATGACCTCTACTGA 

Nucleotide 

>MpoEXPA-20 

GGAATTTTGGATAAAAGATGAACGAGCTGCATTGTGAAGGAAGAAATGAGTGAA

TGGCACGATAACGAAGACCAATATCGATAGTGATGATCCCCTGGAGGTCGGTAG

ACTTAGCCCATGCATCATCAGCACAGCATTTGCAAAGCAGGTCGACCCAGACAGG

ATCCAAGGTCCAGTGAGCCGTAGCTTTTGACGCAAAGACGCGAGTCCGACTGCTG

AGGAGCTCTAGCACTATACATGATCGCCTCACATGATACGCATTGTTTAGTCATA

GACCAGCCGACTAATCTTCGAATGTGGGGTCGAGACTTGCGTCCTGGCCTTTGAT

TGAGGAGTGTTCTTCTTCTGCTGTGCATTACTTAAAGGCCGAGTTCTTCCAGGAAA



ACCAGATTACCTTTCCTGCCCTTCAATTTTCTGTCTGAACTCGATCAGCACAGAAG

CAAAGGTGTGTTCATCTGCTGTCGTTTAGCATGGTGCAAACGAACTGGAAATGTG

CTCAAATTAGACTCAGATCTTACAAATGAAATCAATGATGTTCAGCTTTCTGCGTC

TAGTATTAGTATGCAAGTTACTTTGACCTTTTTTTTTAAGATATAAAAGCATTTTG

ATATCAGCATTTGCAGATGCGAAGCAGGAAATTGCATCTCGTATGAAGGCAGGG

ATTGAATCTCTTTGAAACGCTTTTGGGACCTGAATCTTGTTCATGTGTTTGTTTTA

GGAATATGGCGATTTTTTCCAGAGCTGCGCTAGCTGCTGGCTTATTTGCCAGCGCT

CTGGTCATCTTCTCGGAGCATCTGTCGTTTGTGAGTGCCTACGAGCCATATGCTGT

CACATCTTGGACGGCATCTGATGCAACCTTCTACGGAGGAAACAGTGGAGCTGGA

ACAATGGGTAAGCGACAGGTCACATCACTTCTGCCTCTAGCTTCTTCGAGTTCAA

ATTCACATCAGACGACGAATATTGTCAAAAGAACATGATTTTGTGGTGCAATTCG

GCAGTTTTTTCTTTTAGCTCTGACAATATGCAACGAAAGCAATCCGAAGCTCTCG

ATAGTAGCCCTCGTGATCAGTTCCATTGTCACTGCAACCCTTCACGTCTATCATCA

CCCGTCGATGACTTCAACTCCGTGGCGATAAATTGCAGGTGGAGCTTGTGGATAT

GGAAACATGTACAACACGGGTTATGGACTCAACACCGCTGCTCTGAGCCCGGTCC

TCTTCAATAATGGACTGAGCTGTGGAGCTTGTTTTGAGCTTAAGTGCAATCTCACT

GGTACCAAGTGGTGCTACCCGAGCGCAGGTTCCATCACCGTCACAGCTACCAATC

TGTGCCCTGCAAACCCGGCCAGAACCACCGACGGATGGTGCAACCCTCCCAGGA

CACACTTCGATTTGTCATACACGATGTTCGCTATACTCGCCCAACCAGTTGCAGG

AATCATTCCAATTCAGTACCGCAGGTGATTTGCAATCTGCACTCTCTCAACGTGCC

CTGGACTTCGATGGATCATGACAGCGTAGCAGCAGTGTGGTAGAAACGACACCG

GAAACAAATACTTCAAATTCTGACTCTCGCTCTATGAACTGAGAACTGGGCATTC

GGAAGATAATTTTTCGACAGAAGAGAACCTCCAGTGGACGTGGAATTCACTGACT

GACAGGCTTTTCATATTTGTGTCTGTGCAGAGTGTCTTGCGTGAAGACTGGAGGC

GTCCGCTTCGTCATCAACGGCAACCCCTGGTTCAATCTGGTGCTCATATACAACGT

GGGCGGTGACGGAAACGTCGTGACAGCCATGATGAAAGGAGAGAACACAGAGT

GGTATTCCATGACTAGAAACTGGGGGCAAAACTGGCAGCTGAGCCAGAAGCTTC

ACGGTCAGGCCCTCTCTTTCCAGCTCACGACGGGTTATGGCACGACCTTGGTGTG

CAGCGACGTAGCGCCAGCCAACTGGCAATTCGGCCAGACGTTCGAAGCCTACAC

GAACATGTATGACCTCTACTGACGAGATTCAGAGAACAAGAGTGTCGATTCATTC

ATTCATTCATTATTCAGGATATACGGAAGAGAGACTCGAGAAGCTGAGCAAAGC

AGGTGTATGGCTGTAAACGCTCTCGGTGGATCCCCTCAGTCCATTCCCAATAACG

GTCTGCAGATGCTGGCTACTGCTGCTGAAGGAGAAGGAGAAGGAGAAGTGCCAG

CAGAAGTAAATGTGGTGAACTTTTTGAACACTGAAGGTTGATGTGCAATTTGACA

GGTAGTGTGACCGTGTGGTCTCAGCAACGTGATGACAAAAGGTCGTTTCAGGCCT

ACAGTTCTCAATAGCTGCGCCTTTCAAACTCAGAGGGCAACTGGATGTGGCTTGG

CTTGCAATGTCGAGACGAGCGCATATGGAACATAGACTCTGTACAAATGCTGAAG

TAGCAATTTTGTAGAAAAGAATTTTAGGGTGATGACCATTATCAGTCATATTCAT

CTGGAATTTCTAGATCCTCAAATTTATTTAACTACCTTCTCGG 

 




