
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0061s0098 

Gene Model: Mapoly0061s0098.1.p 

Description: MpoEXPA-16 

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-16 

MVTGMRSFLMTVAVLLFTEKAFRVADGWSTAHATFYGGSDASGTNNGACGYSNVF

ALGYGTMTAALSAPLFNDGLSCGACFQIQCSGDAACYSNSITVTATNLCPQGSYGGW

CDYPNAHFDLSQPAFSQLAQTVAGHVTVNYQRVNCNRQGGVRFQIDGHTYFMQTLI

YNVGGSGDVVAVQVKGSKTGWISMTRGWGQNWQTGTVLDGQALSFSVKTSDGKT

LYHNNVADSNWKYGQTFEGAQF* 

CDS (coding sequence) 

>MpoEXPA-16 

ATGGTGACAGGAATGAGGAGCTTTTTGATGACTGTGGCAGTCCTTCTCTTCACAG

AGAAGGCGTTTCGTGTAGCGGATGGGTGGTCGACTGCCCACGCGACATTCTACGG

CGGGAGTGACGCATCTGGCACCAACAATGGTGCATGTGGCTACAGCAATGTCTTC

GCCCTCGGATACGGGACGATGACAGCGGCATTGAGCGCGCCGCTCTTCAACGAC

GGGCTGTCGTGCGGAGCTTGCTTCCAAATTCAGTGCTCGGGCGACGCGGCGTGCT

ACTCCAACTCCATCACCGTCACCGCGACCAACCTCTGCCCTCAGGGCAGCTACGG

AGGCTGGTGCGACTACCCGAACGCGCACTTCGATCTATCGCAGCCCGCGTTCTCT

CAGCTCGCCCAGACCGTCGCAGGTCACGTCACTGTCAACTACCAGAGGGTGAACT

GCAACAGGCAGGGAGGAGTGCGCTTCCAGATCGATGGCCACACTTACTTCATGCA

GACTCTGATCTACAACGTCGGCGGCTCAGGCGACGTGGTGGCCGTCCAGGTCAAG

GGCTCCAAGACCGGCTGGATTAGCATGACAAGAGGGTGGGGCCAGAATTGGCAA

ACTGGCACGGTGCTTGACGGACAGGCGCTCTCCTTCTCCGTGAAGACCAGCGATG

GCAAGACATTGTACCACAATAATGTCGCTGACTCTAACTGGAAGTACGGGCAAAC

ATTCGAAGGGGCCCAGTTCTAG 

Nucleotide 

>MpoEXPA-16 

ACTCAATCCTTCTCTCAGCTCTCATACACTACTTCCTCTTCCCGATCCGTCCCGAG

CTTCTCTCGCGGCATCCCATCGGTCCAAGAGAAGTCTCATCCGGCATCAGGATAG

GCGTCGAGCGAGCTGCGAGCTCCAGTCACTTGGATTCAGAGTCTGGTTGGTGGGA

CGGCAGGAGCTCTCCACCCCTGCATATTGTGAGCTTCATCTGAGGATCGCCTTGC

AAGCAGCGCATTCTGCACCGGGGCAACAGCTCCTCCAGCAGAAGGGTCTGAGCA

GGATATATTCGAACACGAGAGCTCGAGCACTAGCACCGCGGCTTCCCGAAATGGT

GACAGGAATGAGGAGCTTTTTGATGACTGTGGCAGTCCTTCTCTTCACAGAGAAG

GCGTTTCGTGTAGCGGATGGGTGGTCGACTGCCCACGCGACATTCTACGGCGGGA



GTGACGCATCTGGCACCAACAGTAAGTTTCTGAACCCGTCCTTAACTCTGGAGCT

TGGCATTGCGGACTTCATTGCTCTGGTCTGGGAAGTTTGGGTCCATCTCTGAAAGC

TCTTCGCGCATCGCTAACTGAACTTTCTCTTCCTACAGATGGTGCATGTGGCTACA

GCAATGTCTTCGCCCTCGGATACGGGACGATGACAGCGGCATTGAGCGCGCCGCT

CTTCAACGACGGGCTGTCGTGCGGAGCTTGCTTCCAAATTCAGTGCTCGGGCGAC

GCGGCGTGCTACTCCAACTCCATCACCGTCACCGCGACCAACCTCTGCCCTCAGG

GCAGCTACGGAGGCTGGTGCGACTACCCGAACGCGCACTTCGATCTATCGCAGCC

CGCGTTCTCTCAGCTCGCCCAGACCGTCGCAGGTCACGTCACTGTCAACTACCAG

AGGGTGAACTGCAACAGGCAGGGAGGAGTGCGCTTCCAGATCGATGGCCACACT

TACTTCATGCAGACTCTGATCTACAACGTCGGCGGCTCAGGCGACGTGGTGGCCG

TCCAGGTCAAGGGCTCCAAGACCGGCTGGATTAGCATGACAAGAGGGTGGGGCC

AGAATTGGCAAACTGGCACGGTGCTTGACGGACAGGCGCTCTCCTTCTCCGTGAA

GACCAGCGATGGCAAGACATTGTACCACAATAATGTCGCTGACTCTAACTGGAAG

TACGGGCAAACATTCGAAGGGGCCCAGTTCTAGGCTCTCGCAGCAGCAGCAGCA

TCGCATCCTGTAACAGTATAAAATCGAATCATCCATTTCCATGAAAATCGAAACC

GGACCGGTGGCAGGGTTTTTGTCTTCCAAACCTCTGATAACAGACAATCTGGGAG

CTGTCACTACGACTGTGGATAATCCGGTGGCTTTGTATTTCAGAATGGTGCTCTCC

GATGCTGAGGTCCGGGCAAAGGCCGCCCACTCAGAGAGCCCAATCATACGACTA

GGAAAGTCTCGAGAAGCTGATAGTATTACCTCAAACAGAGGGTGCATTCAAGGT

ATAAGGGGCTTATGTGTAATAGAGGTTGGAATAGACGCTTTTGAATAGTCTTTCT

AACTGTGTAATTTGTATCCGCTGTGAGAAAATGAGAGCGCTGAGATGAGCGACCA

TGCCATCCGCCTCTCTCCATATTAGGATATCTTTGCTCGGAACACCCAAGTTATTG

TATGGTTTACCGATGATAGTGAAAATTTTACATTACGACTTATA 

 




