
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0125s0001 

Gene Model: Mapoly0125s0001.1.p 

Description: MpoEXPA-32 

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-32 

MTRLCREMAAIRGSVVALSTVFLLLCAATVASAAAAWAVTDWTDAHATFYGGQDA

SGTMGGACGYGNLYSRGYGTASTALSNALFNSGLSCGACFEIICKLSETKWCYTGGK

SIVVTATNQCPQGSEGGWCDYPRSHFDLSFPMFQSLAQAVGGVIPVQYRRVSCSRSG

GIRFTINGNAYFNLVLVTNVGGKGDVAALWMRGSNTDWQPMKQNWGQNWQCDT

KLVGQALSFKAMLGSGETKEFYNVADSNWLFDQTYEGDYNF* 

CDS (coding sequence) 

>MpoEXPA-32 

ATGACTCGGTTATGCAGAGAGATGGCGGCAATCAGAGGATCCGTAGTCGCTCTGA

GCACTGTTTTTCTTCTATTATGTGCGGCAACTGTGGCAAGTGCTGCTGCTGCATGG

GCCGTCACCGACTGGACTGATGCGCATGCAACATTCTACGGCGGTCAAGACGCTT

CGGGCACGATGGGTGGTGCCTGCGGATACGGGAACCTTTACTCAAGGGGCTACG

GAACTGCCTCGACTGCTCTCAGCAACGCATTGTTCAATTCTGGTCTTAGCTGCGGA

GCTTGCTTTGAAATCATTTGCAAGCTGAGCGAGACCAAGTGGTGCTACACCGGAG

GCAAGAGCATAGTGGTGACAGCAACGAACCAGTGCCCGCAGGGTTCCGAAGGAG

GATGGTGTGATTACCCCAGGTCCCACTTTGATCTGTCATTCCCGATGTTCCAGTCC

CTTGCGCAAGCAGTTGGAGGAGTCATCCCAGTTCAGTACCGCAGAGTGTCATGCT

CACGCTCCGGAGGAATTCGCTTCACTATCAACGGAAACGCCTACTTCAACCTGGT

CCTGGTGACGAACGTCGGCGGCAAGGGAGACGTGGCGGCTCTGTGGATGAGGGG

AAGCAACACCGACTGGCAGCCCATGAAGCAGAATTGGGGTCAGAACTGGCAATG

CGACACCAAGCTGGTGGGTCAGGCGCTCTCTTTCAAAGCTATGCTGGGAAGTGGA

GAGACCAAAGAATTCTACAACGTAGCTGATTCCAACTGGCTCTTCGATCAGACCT

ACGAGGGAGACTACAATTTCTAG 

Nucleotide 

>MpoEXPA-32 

TTGAATTTTGGTGCCAATCTTAGGTCTGCGAATGTAGTACTGTGCCCATTGTGCTC

GTAAGTCTATGAGCATTCAACGCTCACACAGTAGATTGCATGCCGTCTCTGTTAC

CTCTTCCCCTGGGATGTCGATGTCAGTGCCATCTGCTAGGCTTTATGTGGCATTTA

AGTCCTTTGTCATTTTCGCCAGTGGTTCAGTCACTCTCCACTGCTTTCAGGCTCCCT

TCTCTTTTCCCTAGCCCGCCTTCGCCCTTCATACATTACTTATAAATGTGCATGTTT

ATAATGAGCCTGCATGCCGTGCACGAGTTCTGAGTCTCTTCTAGCATCGTGAGAT

TCCACAGCTGAGAACGGCTCGGCCATATACAGTCGAGAGTTTCTGACCCGCACTC



CACTCTTCATCAACTTATTCTCCAGCATTCACGTGGGTAGTCAGCGAGAAACTTAC

ACACTGAGAAGTCCAGAATGTAGTGCCTGAAGGATGGTTGTGTGTAGGACTTCGC

CGAGGGCTAGTCGAATTCATGAAGAGTCCATATATTCTGTGTTAGGAATAAACGT

GTGAGCCGAGTTGTCCTTCAGATCTTTCAGTCGAGGAGATTGTCTTCCCTGACATT

GCAGGCAACCAGGTCGTGAGAATATAAGATGAAGTCCAGGATTCAGCAAAGCCC

TTAACCCGTCCCCAATTGTGATTCTCGCCCCTGAAGGAAGGCTTGGGCTGATACA

ATTTTCTCTTCCTATGACTCGGTTATGCAGAGAGATGGCGGCAATCAGAGGATCC

GTAGTCGCTCTGAGCACTGTTTTTCTTCTATTATGTGCGGCAACTGTGGCAAGTGC

TGCTGCTGCATGGGCCGTCACCGACTGGACTGATGCGCATGCAACATTCTACGGC

GGTCAAGACGCTTCGGGCACGATGGGTACGCATACTACCAGCCTCCACAGCTAAG

ATATTCCCAATTTTCAATAAAACTGTCCCCGGTTCTTGCGAAAGGCCAGAAAACA

GCGTTGTAAACTAGTGACAGGAGACTGACGAGCACTTTGAGCAATTATAGTATGG

ATCGTGGTGGTACAGAAGGGCAGCTTCAGTGAACGTAATCTAAATATCAGTCCAA

AAACATATTTTTGATTCGGAACTTTCTCTCCATCTAGTCACGATGTCATGTGAAGC

CCTTGGAAAGTTACAGAAACTGTGGAAATCTTTCCTCGTTAAAAGCTGAAGATGG

AGCGCGAAAGAGCCCTTCCTAAGTTTGGTATATGCCCCCTTGTCCTGGATGATTG

CGCAGGTGGTGCCTGCGGATACGGGAACCTTTACTCAAGGGGCTACGGAACTGCC

TCGACTGCTCTCAGCAACGCATTGTTCAATTCTGGTCTTAGCTGCGGAGCTTGCTT

TGAAATCATTTGCAAGCTGAGCGAGACCAAGTGGTGCTACACCGGAGGCAAGAG

CATAGTGGTGACAGCAACGAACCAGTGCCCGCAGGGTTCCGAAGGAGGATGGTG

TGATTACCCCAGGTCCCACTTTGATCTGTCATTCCCGATGTTCCAGTCCCTTGCGC

AAGCAGTTGGAGGAGTCATCCCAGTTCAGTACCGCAGGTGAGGCAAATTCTTATC

CTTTCGACGAAAATCTTACGCCCTCCCTCCGTTCGTTCCTTTTTTTTTTTACCGACA

ATGTCAATTTTTAGCATTTCATGTCGACGAGTTTTGTCTTGTATACCAAATTGTTG

TGGACCCGACATACTTTATTATTCTGTTTTCTATACATCGAGGAAGTTTGGAGCCA

CACTGTCATGTGCGTGCAAGTGAAAAACATTCCAGCTGCAAAGCAGCATGTGAGT

CCACGTGCAGGTGACAGACAGTCGCTGATGTTGATGAGAGTGTGTGTGTGTGCAG

AGTGTCATGCTCACGCTCCGGAGGAATTCGCTTCACTATCAACGGAAACGCCTAC

TTCAACCTGGTCCTGGTGACGAACGTCGGCGGCAAGGGAGACGTGGCGGCTCTGT

GGATGAGGGGAAGCAACACCGACTGGCAGCCCATGAAGCAGAATTGGGGTCAGA

ACTGGCAATGCGACACCAAGCTGGTGGGTCAGGCGCTCTCTTTCAAAGCTATGCT

GGGAAGTGGAGAGACCAAAGAATTCTACAACGTAGCTGATTCCAACTGGCTCTTC

GATCAGACCTACGAGGGAGACTACAATTTCTAGGGGCCCGGTCGCGCATGGTGG

GCATGCATGATCGTGTCCACGTCCGAATCTGTTGCCGTCAGGAGCAACGAATGAC

TGTCACTCACAGCTTCAAACCTTGCTCAGGTAAAGAAGCGGTTGCAATCTCTAGA

TAGTCCTGCAGAGCAGAAGCGGCGTGTGCATATGGAGCCTCAGCTCCCCAGCCCT

CTACCCTGCAGGTGTAATACTGAGCGTAGCATAGCAAATCATACCCGTAGTTATT

TTTTAAGGTCTCGATTGTCTTGCTGATGGAAGCAGAGGTGAAATTAGCTACTCAG

CCACCCGCCCCCATTAAAATTCAATCTGATATGGATGGACAGATAGATAGATAGA

TATAAAATGGATAGGAACCAACCTCACACATTTCTATGAAAGAATGGATGCTCTG

ATATATGAATACAGCAGGATGGGCTAGTCTTCTCAATGACTATGTGTCATCTAGA

GAAGCTGCTGACAATTATCTCTAATCTTCGGCCACTATCCCAAAGGGCCCGTAAA

TTCTTCACTAACGTAGATCAGGATGAAGGCGAAACCAGCGTGGAAGTTAGCTAA

GCTACTCTCGAAGTTGACGATACAAAATGTGTCCGTGTAATATGAAGTTACTACT

GTAGAAAACGTGGAACGTAGTGGTTTAGAGCTCTATACTCGTCGTAGATAGCTGG

TGGCCTGTCACCATAGACGTTTTCCAGATTCTGAAAATTTGACTAAAAATTAGCC

AGCAATAAGAAAGGTCGACCCAAATTGATCGACCTTATTGTAAGCGTGACTTGTT

CCTTCATATAATAAAATTCCTAAGTATGTACAAAAA  

 




