
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0118s0015 

Gene Model: Mapoly0118s0015.1.p 

Description: MpoEXPA-29 

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-29 

MVKVNQMAVLQVATITLVVLGSLVQVAKAVNAWDVTTWTPSHATFYGDDSGAAT

MGGACGYGNLWWRGYGLATAALSDTLLNNGLTCGACFEIKCNITGGESGKWCIQSN

PSIKITATNQCPPNFDRPTDNGGWCNPPRTHFDLSLNMFRRLAQTQAGIIPISYRRTRCI

KTGGIRFYLGGNAHFNLVLVYNVGGWGDVMKMQMRGTKTGWITMKRNWGQNWE

SSINYTGQSLSFIVTLGNGQVRVIRNLTPTVWYFKQTYEADTNF* 

CDS (coding sequence) 

>MpoEXPA-29 

ATGGTGAAAGTCAACCAAATGGCGGTGCTCCAGGTGGCCACTATAACATTAGTGG

TCCTCGGAAGCCTTGTGCAAGTGGCAAAAGCTGTGAATGCGTGGGACGTCACAAC

CTGGACTCCCTCGCACGCAACATTCTATGGGGACGATTCGGGTGCGGCCACCATG

GGTGGCGCATGCGGGTATGGAAACCTGTGGTGGCGCGGATATGGACTGGCGACG

GCTGCTTTGAGCGATACTCTCTTGAATAATGGCCTGACTTGCGGGGCTTGCTTCGA

GATAAAGTGTAATATAACCGGGGGTGAATCAGGAAAATGGTGCATTCAGAGCAA

CCCTTCCATCAAAATTACGGCTACCAATCAATGTCCTCCGAATTTCGACCGACCG

ACCGACAACGGAGGATGGTGCAACCCACCGAGAACTCACTTCGACTTATCCCTCA

ACATGTTCAGACGTCTCGCTCAGACTCAAGCAGGCATCATTCCCATTTCATACAG

GAGAACGAGGTGCATCAAGACAGGCGGAATCAGATTTTATCTAGGCGGGAATGC

GCATTTCAACCTCGTGCTGGTGTACAACGTAGGCGGATGGGGTGATGTGATGAAG

ATGCAGATGAGAGGAACGAAGACCGGATGGATCACGATGAAGAGAAACTGGGG

CCAAAACTGGGAAAGCTCGATCAACTACACGGGCCAGAGTCTTTCATTCATCGTG

ACCCTGGGAAATGGTCAGGTCCGCGTTATCAGAAATCTCACTCCAACAGTATGGT

ACTTCAAGCAAACCTACGAAGCGGACACGAACTTCTGA 

Nucleotide 

>MpoEXPA-29 

TTCAGTGTGTTATCCAAACCCGAGATGTCAACCTGAATCCCCCATATTGCTCATCT

GTGTGCTTAGCTCCGGGACGACCTTGGAGCACCTGGCCATTGTTCTTTTACCGAGC

TTTTCGAGCATCTCCAAAGTTGCCAGGCTGTGGAAGTTTGCTCTCGAGAGTACGA

ACTCCATCACTAGTACTTGAGGTTCCATTGTTCGAGCAGAGAAAATTGGAAAGAT

ACTTGTGGACTTTGAGCGAAATCAGTGAGCTGGCTACTGTCTGTATAGTGCTATC

GATGTCCATGATCAGTCTTCTCTTCGTAGTTCACCATGGTTCCAGTCGACTTCAGT

TTCAGACGTCCTCCTGCATCAGAGTCCTCCCCTCCTCACACATGTGTTCAAGTCCA



ATTCATGAATATCTGAAATTTATGCTCTTGAAAGAACGATGATGGCGAGGATACA

CAGTCAAAGAGTGTCACGGAATGAATCCAGCGATCCTGAGCAGCATCGACAGCA

TAGACCCTAGTAATGTGCATCTTGTGGCGAGCTTTTCTTCATTTGTAGCAAAATTA

ACGAGAACTTGTGGATGCAGAGCGATGGTGAAAGTCAACCAAATGGCGGTGCTC

CAGGTGGCCACTATAACATTAGTGGTCCTCGGAAGCCTTGTGCAAGTGGCAAAAG

CTGTGAATGCGTGGGACGTCACAACCTGGACTCCCTCGCACGCAACATTCTATGG

GGACGATTCGGGTGCGGCCACCATGGGTACGCCGCTTTCTGAAACAGACCAAGTG

ATCACCTTCTGCTCATTTCAGCTGGAATGGGGTGAATAAGCATGATCATCTGTAA

CGCAATGAATGCCAGCCAGGTCGACTCGACTCCTACGTGCCGAAGGGTGACGTG

ATTCATGTCCATAACATGCGGATGAAATGGTTGTATGCAGGTGGCGCATGCGGGT

ATGGAAACCTGTGGTGGCGCGGATATGGACTGGCGACGGCTGCTTTGAGCGATAC

TCTCTTGAATAATGGCCTGACTTGCGGGGCTTGCTTCGAGATAAAGTGTAATATA

ACCGGGGGTGAATCAGGAAAATGGTGCATTCAGAGCAACCCTTCCATCAAAATT

ACGGCTACCAATCAATGTCCTCCGAATTTCGACCGACCGACCGACAACGGAGGAT

GGTGCAACCCACCGAGAACTCACTTCGACTTATCCCTCAACATGTTCAGACGTCT

CGCTCAGACTCAAGCAGGCATCATTCCCATTTCATACAGGAGGTAACTGAACCCG

GCCCCACCGACATGTCCAACAGCTTGTACCAGAAATTGGCCAAGTTCATGATAAA

CTTGATCCCACACGGCATTTAGTCCTTGATATGACTCACATCTAACCATCTGCAGT

GAGCTGTTGAATACAGTCCAGTATCCTTGGGTATGGATGTGCTCTCTGATGAGAT

ATAAGGATAGATACAACGTTCAAAGAGCAGCTGGACTAGAACTGTGTAATTGAG

TGAGTCTCAGAAGATCGCCTAATTGAAGGTCTGTCATGTAACTGTGATTGCATTG

TTCACAGAACGAGGTGCATCAAGACAGGCGGAATCAGATTTTATCTAGGCGGGA

ATGCGCATTTCAACCTCGTGCTGGTGTACAACGTAGGCGGATGGGGTGATGTGAT

GAAGATGCAGATGAGAGGAACGAAGACCGGATGGATCACGATGAAGAGAAACT

GGGGCCAAAACTGGGAAAGCTCGATCAACTACACGGGCCAGAGTCTTTCATTCAT

CGTGACCCTGGGAAATGGTCAGGTCCGCGTTATCAGAAATCTCACTCCAACAGTA

TGGTACTTCAAGCAAACCTACGAAGCGGACACGAACTTCTGATCTCGGACCTCGT

GACCACCAGACTCATCACCTTCAAGATCATTCGTGGAATGTACAGATAATCGGCC

ACCATTGATTCCATTCATTGACCATTGATCCTATTTGCTCCAAATAAAGACTTGCA

GCATTTGCGAGCCTTAGGTACTTCATTATTCAGTACGTCACATGAACAATGCTCA

GCAGATCCGGCCGATGAGACCAAATACCGAAAACTAGTCTTTGTTGAGACAAGCT

CCATGAGGACATGGCAGGCAGGCTGCCGGAAGTTAGCTCGAATCCACTAGCACG

ACATAGAACGATAGGATCTTGAAGTGAACTTCTCTGTCGTACTGCTGTGAGCTGG

TCCGGTTTCAGAGGCGTTAGATTAGCTCGTAGACTCCGAGTTCCAAGTAGCAGGA

CCCAGAAGCTAGATTGCGCTCGACCTCTTCCATCTTCGTTACGAGTATCGAGTTCG

AATGCATGCCTTGGATCAATCGATCGATGCATGCACTTGATACTCGGACTATCCTT

AGTTCCGTACGAATTCCAGCTTCTTATTGTGAGAAAGCTTCGATGAATTTTCGAGC

AATACGGAGGTCGAACTAATTTTACATGCAGGGCCAATTGATCAATTACTGCACC

AATAAACGTGATCTGTGATCCTCTTGTATAAAAAATTAGAGACTGTATATAGACT

TGTAAGTCAATAAACTTGAGCCTTCACTTGATTTCGCCC 

 

 




