
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0050s0033 

Gene Model: Mapoly0050s0033.1.p 

Description: MpoEXPA-09 

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-09 

MMRRVFRSGNLELLVVCVTGIILQLHNAEAYLSTESSVVSRTTFGDATATFYGGSDA

SGTQGGSCGYQNPFALGYGIKTAALSNSLLANNMNCGACFEVKCKYDASAYTKKW

CYPNSPTIIVTATNQSPPGLNGEHHFDLTEPMFMKIANRIGGRIPIQYRRVRCYKPGGI

KFTLTGNPFFNLVLVYNVGGAGNVYGMAIKGSRTDFYPMSRNWGQYWQAFVKLTG

QSLTFRVTLGNGKSTTFWNVAPANWQFGQTVAATYNFY* 

CDS (coding sequence) 

>MpoEXPA-09 

ATGATGAGGAGAGTCTTCAGATCAGGAAATTTGGAGCTGCTGGTGGTTTGTGTTA

CTGGTATCATCCTCCAACTTCACAATGCAGAAGCTTATTTGTCAACTGAGTCTTCT

GTTGTAAGCCGCACAACATTTGGAGATGCAACTGCAACGTTTTATGGAGGCAGTG

ATGCCTCTGGAACACAAGGTGGGTCATGCGGCTACCAGAATCCTTTCGCTCTGGG

TTATGGTATAAAGACTGCTGCTCTCAGTAACAGCCTACTTGCCAACAATATGAAC

TGTGGAGCCTGCTTCGAGGTGAAGTGTAAATATGATGCTTCAGCATACACCAAGA

AGTGGTGCTACCCCAACTCACCCACGATCATCGTCACTGCCACCAATCAAAGCCC

TCCAGGCCTCAATGGGGAGCATCATTTTGACTTGACCGAGCCAATGTTCATGAAG

ATCGCAAACAGAATCGGCGGTCGCATTCCAATTCAATACAGAAGAGTGCGCTGCT

ACAAACCAGGAGGCATCAAGTTCACTCTCACTGGAAATCCTTTTTTCAACCTCGT

CCTCGTTTACAACGTTGGAGGTGCTGGTAATGTCTACGGGATGGCAATCAAGGGA

TCCAGAACTGATTTCTACCCAATGAGCAGAAACTGGGGACAATATTGGCAAGCCT

TCGTGAAGCTGACGGGTCAGAGTCTGACCTTCCGCGTCACGCTGGGCAATGGAAA

ATCAACCACTTTTTGGAACGTCGCTCCTGCGAATTGGCAGTTCGGCCAAACGGTT

GCAGCCACCTACAACTTCTACTGA 

Nucleotide 

>MpoEXPA-09 

TTGCTCATTATAAGTACGGATGAAACGGACAGATTTTTCAGATTAACACAGAGTA

CCAACGAGGAGTTCCGGAACATTCAGGTGGCTGAAGGTCTTGAATCACCGAAGA

AAGACCTGCTGTAAGTACGTAGCAGTAAAGCGCTCAGTGACCACATGAATGCAA

GTTAAATGAAGAATCCACACTCTTGCGCATATCCTTCATCTGATAGCTTCATTCCG

CTTGTCGTTTCATTATGTTCATGCACGTAGACGCATGGCATCGTTGCATAATCAGA

TGAGCCTCATCTCAATTGAAAATTGAGGTTGTATGCCTTCACACTCAACTGGTGG

AGGCATTTGCTTAAACTAACTCAGAAATTCCGGTATCATCGTCTATGCTTGAAATC



GGGGTTCTCCAGTATGTGCAGAGTGTACAATTCACAGTCTAGAATCTAAACAGCT

TCGGGTTTCTGATGACCAGGGTATGATGAGGAGAGTCTTCAGATCAGGAAATTTG

GAGCTGCTGGTGGTTTGTGTTACTGGTATCATCCTCCAACTTCACAATGCAGAAG

CTTATTTGTCAACTGAGTCTTCTGTTGTAAGCCGCACAACATTTGGAGATGCAACT

GCAACGTTTTATGGAGGCAGTGATGCCTCTGGAACACAAGGTATGATCCTTTCTT

ACCAGATACACTTGTAAACTGATTAAGAGATAGGTGGCACTCGTAAGCCTATAAT

TACAATTGTTTTCCATAGCACCACTCCTGTTCATCGTCATTGTCTAATCTTCATGGT

GGCATCAATGTCATAATGGCAGGTGGGTCATGCGGCTACCAGAATCCTTTCGCTC

TGGGTTATGGTATAAAGACTGCTGCTCTCAGTAACAGCCTACTTGCCAACAATAT

GAACTGTGGAGCCTGCTTCGAGGTGAAGTGTAAATATGATGCTTCAGCATACACC

AAGAAGTGGTGCTACCCCAACTCACCCACGATCATCGTCACTGCCACCAATCAAA

GCCCTCCAGGCCTCAATGGGGAGCATCATTTTGACTTGACCGAGCCAATGTTCAT

GAAGATCGCAAACAGAATCGGCGGTCGCATTCCAATTCAATACAGAAGGTACTC

AATCACTCTCACTGAAAAGGGTTTCTGTGCTGAAAACCAGTAATCAAATGCATTC

AAATGCATTCATTCTTTCGAAAGCTCACGTTGCCATTCATTGCTCTTGTGCAGAGT

GCGCTGCTACAAACCAGGAGGCATCAAGTTCACTCTCACTGGAAATCCTTTTTTC

AACCTCGTCCTCGTTTACAACGTTGGAGGTGCTGGTAATGTCTACGGGATGGCAA

TCAAGGGATCCAGAACTGATTTCTACCCAATGAGCAGAAACTGGGGACAATATTG

GCAAGCCTTCGTGAAGCTGACGGGTCAGAGTCTGACCTTCCGCGTCACGCTGGGC

AATGGAAAATCAACCACTTTTTGGAACGTCGCTCCTGCGAATTGGCAGTTCGGCC

AAACGGTTGCAGCCACCTACAACTTCTACTGATCGAGTAGAGCGGCTGTTGGTGA

TTCTCCGACGCACAAGAGAAACAGTAACCTCCGAGCAGGTTTTTTATCTTCACAG

ATGCTAGCACTAGGTAGAATGGCAAATCCATGCAGCGCAGCCGAGGTGCAAGTG

GCGTGGCACTTGATTGGCTCGCACCCGCTGTGCTTCGGTTTGTCCGAGGTCCGTTA

GGTGGACATTTCAGAGTTTTCTCTTCTGTCCATTCCATCAGAAATATTGTTAACTT

TAGAGTACAGGAAATAAAGAGGAGACT 

 

 




