
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0125s0001 

Gene Model: Mapoly0125s0001.2.p 

Description: MpoEXPA-31 

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-31 

MAAIRGSVVALSTVFLLLCAATVASAAAAWAVTDWTDAHATFYGGQDASGTMGG

ACGYGNLYSRGYGTASTALSNALFNSGLSCGACFEIICKLSETKWCYTGGKSIVVTAT

NQCPQGSEGGWCDYPRSHFDLSFPMFQSLAQAVGGVIPVQYRRVSCSRSGGIRFTING

NAYFNLVLVTNVGGKGDVAALWMRGSNTDWQPMKQNWGQNWQCDTKLVGQAL

SFKAMLGSGETKEFYNVADSNWLFDQTYEGDYNF* 

CDS (coding sequence) 

>MpoEXPA-31 

ATGGCGGCAATCAGAGGATCCGTAGTCGCTCTGAGCACTGTTTTTCTTCTATTATG

TGCGGCAACTGTGGCAAGTGCTGCTGCTGCATGGGCCGTCACCGACTGGACTGAT

GCGCATGCAACATTCTACGGCGGTCAAGACGCTTCGGGCACGATGGGTGGTGCCT

GCGGATACGGGAACCTTTACTCAAGGGGCTACGGAACTGCCTCGACTGCTCTCAG

CAACGCATTGTTCAATTCTGGTCTTAGCTGCGGAGCTTGCTTTGAAATCATTTGCA

AGCTGAGCGAGACCAAGTGGTGCTACACCGGAGGCAAGAGCATAGTGGTGACAG

CAACGAACCAGTGCCCGCAGGGTTCCGAAGGAGGATGGTGTGATTACCCCAGGT

CCCACTTTGATCTGTCATTCCCGATGTTCCAGTCCCTTGCGCAAGCAGTTGGAGGA

GTCATCCCAGTTCAGTACCGCAGAGTGTCATGCTCACGCTCCGGAGGAATTCGCT

TCACTATCAACGGAAACGCCTACTTCAACCTGGTCCTGGTGACGAACGTCGGCGG

CAAGGGAGACGTGGCGGCTCTGTGGATGAGGGGAAGCAACACCGACTGGCAGCC

CATGAAGCAGAATTGGGGTCAGAACTGGCAATGCGACACCAAGCTGGTGGGTCA

GGCGCTCTCTTTCAAAGCTATGCTGGGAAGTGGAGAGACCAAAGAATTCTACAAC

GTAGCTGATTCCAACTGGCTCTTCGATCAGACCTACGAGGGAGACTACAATTTCT

AG 

Nucleotide 

>MpoEXPA-31 

CTACTAGAATGGAGGAATGTACTCCAGAATCCAGATGCATTAGGCTGATTTTGCT

TAAGCGAGTTCTGTACAGTGAAAATGATATCAGGGAACTGGATGAGAAGGAAGA

AGGCCTAGAGCGGAGGCGGCGGCCAGGAGTAAAGTGAAGCTGTCAGGTGCTGCA

TGTTCACAGGGTTGGTCCCCTCCAGACCCTGCAGAACTTCTGTAGACTAGACCTT

AAGTCCTATAGACGAAGAAATAATAATCTGCAGTCTGGGCCCGTCTTCCAAAGCT

CAAAAATTGGCCTATATATTCTTGCATCCATCTCTCCGATCTCCACACTCTCCTCG

CACTCCCTTGGCTGCCTGCCGGCATCACCTTACGGTTTTACCAGCACAGGACGTC



GGCCGGCCAGTCGCAGCTGAAGTGGTAATTATAAAGTACCCAATTCCCCTTGGCA

TTCGCTGACAAGCACGACACCACAAGAGGATTCTAAGCTTGCAGCCTTTGACAGT

TGGGATGTAGGTTTACATGGACAGAACAAATAGATGTGATTATGAGTGGCACCA

GTTCAAATTTCCCGAGAGGATTTTAATTGCAATGCCTTTGACAGTTCTGACAGTTC

TTGCGTGGTCTACTCTCTCACAAGTTGGCAAGTCACATGTTCGATAGGTCCATAG

GTACACACATAGCTCAGTTGTTGCGTGCGTGGTTGATTGAATTTTGGTGCCAATCT

TAGGTCTGCGAATGTAGTACTGTGCCCATTGTGCTCGTAAGTCTATGAGCATTCA

ACGCTCACACAGTAGATTGCATGCCGTCTCTGTTACCTCTTCCCCTGGGATGTCGA

TGTCAGTGCCATCTGCTAGGCTTTATGTGGCATTTAAGTCCTTTGTCATTTTCGCC

AGTGGTTCAGTCACTCTCCACTGCTTTCAGGCTCCCTTCTCTTTTCCCTAGCCCGCC

TTCGCCCTTCATACATTACTTATAAATGTGCATGTTTATAATGAGCCTGCATGCCG

TGCACGAGTTCTGAGTCTCTTCTAGCATCGTGAGATTCCACAGCTGAGAACGGCT

CGGCCATATACAGTCGAGAGTTTCTGACCCGCACTCCACTCTTCATCAACTTATTC

TCCAGCATTCACGTGGGTAGTCAGCGAGAAACTTACACACTGAGAAGTCCAGAAT

GTAGTGCCTGAAGGATGGTTGTGTGTAGGACTTCGCCGAGGGCTAGTCGAATTCA

TGAAGAGTCCATATATTCTGTGTTAGGAATAAACGTGTGAGCCGAGTTGTCCTTC

AGATCTTTCAGTCGAGGAGATTGTCTTCCCTGACATTGCAGGCAACCAGGTCGTG

AGAATATAAGATGAAGTCCAGGATTCAGCAAAGCCCTTAACCCGTCCCCAATTGT

GATTCTCGCCCCTGAAGGAAGGCTTGGGCTGATACAATTTTCTCTTCCTATGACTC

GGTTATGCAGAGAGATGGCGGCAATCAGAGGATCCGTAGTCGCTCTGAGCACTGT

TTTTCTTCTATTATGTGCGGCAACTGTGGCAAGTGCTGCTGCTGCATGGGCCGTCA

CCGACTGGACTGATGCGCATGCAACATTCTACGGCGGTCAAGACGCTTCGGGCAC

GATGGGTACGCATACTACCAGCCTCCACAGCTAAGATATTCCCAATTTTCAATAA

AACTGTCCCCGGTTCTTGCGAAAGGCCAGAAAACAGCGTTGTAAACTAGTGACAG

GAGACTGACGAGCACTTTGAGCAATTATAGTATGGATCGTGGTGGTACAGAAGG

GCAGCTTCAGTGAACGTAATCTAAATATCAGTCCAAAAACATATTTTTGATTCGG

AACTTTCTCTCCATCTAGTCACGATGTCATGTGAAGCCCTTGGAAAGTTACAGAA

ACTGTGGAAATCTTTCCTCGTTAAAAGCTGAAGATGGAGCGCGAAAGAGCCCTTC

CTAAGTTTGGTATATGCCCCCTTGTCCTGGATGATTGCGCAGGTGGTGCCTGCGG

ATACGGGAACCTTTACTCAAGGGGCTACGGAACTGCCTCGACTGCTCTCAGCAAC

GCATTGTTCAATTCTGGTCTTAGCTGCGGAGCTTGCTTTGAAATCATTTGCAAGCT

GAGCGAGACCAAGTGGTGCTACACCGGAGGCAAGAGCATAGTGGTGACAGCAAC

GAACCAGTGCCCGCAGGGTTCCGAAGGAGGATGGTGTGATTACCCCAGGTCCCA

CTTTGATCTGTCATTCCCGATGTTCCAGTCCCTTGCGCAAGCAGTTGGAGGAGTCA

TCCCAGTTCAGTACCGCAGGTGAGGCAAATTCTTATCCTTTCGACGAAAATCTTA

CGCCCTCCCTCCGTTCGTTCCTTTTTTTTTTTACCGACAATGTCAATTTTTAGCATT

TCATGTCGACGAGTTTTGTCTTGTATACCAAATTGTTGTGGACCCGACATACTTTA

TTATTCTGTTTTCTATACATCGAGGAAGTTTGGAGCCACACTGTCATGTGCGTGCA

AGTGAAAAACATTCCAGCTGCAAAGCAGCATGTGAGTCCACGTGCAGGTGACAG

ACAGTCGCTGATGTTGATGAGAGTGTGTGTGTGTGCAGAGTGTCATGCTCACGCT

CCGGAGGAATTCGCTTCACTATCAACGGAAACGCCTACTTCAACCTGGTCCTGGT

GACGAACGTCGGCGGCAAGGGAGACGTGGCGGCTCTGTGGATGAGGGGAAGCAA

CACCGACTGGCAGCCCATGAAGCAGAATTGGGGTCAGAACTGGCAATGCGACAC

CAAGCTGGTGGGTCAGGCGCTCTCTTTCAAAGCTATGCTGGGAAGTGGAGAGACC

AAAGAATTCTACAACGTAGCTGATTCCAACTGGCTCTTCGATCAGACCTACGAGG

GAGACTACAATTTCTAGGGGCCCGGTCGCGCATGGTGGGCATGCATGATCGTGTC

CACGTCCGAATCTGTTGCCGTCAGGAGCAACGAATGACTGTCACTCACAGCTTCA

AACCTTGCTCAGGTAAAGAAGCGGTTGCAATCTCTAGATAGTCCTGCAGAGCAGA

AGCGGCGTGTGCATATGGAGCCTCAGCTCCCCAGCCCTCTACCCTGCAGGTGTAA

TACTGAGCGTAGCATAGCAAATCATACCCGTAGTTATTTTTTAAGGTCTCGATTGT



CTTGCTGATGGAAGCAGAGGTGAAATTAGCTACTCAGCCACCCGCCCCCATTAAA

ATTCAATCTGATATGGATGGACAGATAGATAGATAGATATAAAATGGATAGGAA

CCAACCTCACACATTTCTATGAAAGAATGGATGCTCTGATATATGAATACAGCAG

GATGGGCTAGTCTTCTCAATGACTATGTGTCATCTAGAGAAGCTGCTGACAATTA

TCTCTAATCTTCGGCCACTATCCCAAAGGGCCCGTAAATTCTTCACTAACGTAGAT

CAGGATGAAGGCGAAACCAGCGTGGAAGTTAGCTAAGCTACTCTCGAAGTTGAC

GATACAAAATGTGTCCGTGTAATATGAAGTTACTACTGTAGAAAACGTGGAACGT

AGTGGTTTAGAGCTCTATACTCGTCGTAGATAGCTGGTGGCCTGTCACCATAGAC

GTTTTCCAGATTCTGAAAATTTGACTAAAAATTAGCCAGCAATAAGAAAGGTCGA

CCCAAATTGATCGACCTTATTGTAAGCGTGACTTGTTCCTTCATATAATAAAATTC

CTAAGTATGTACAAAAAGCGTCGTCCCAGTCGATCGACCACGTCGC 

 

 

 




