
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0085s0061 

Gene Model: Mapoly0085s0061.1.p 

Description: MpoEXPA-23 

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-23 

MDSIRIMMARDLLKFKFLVLLICASASINAAPVYTNTKWTDSHATFYGGNNAQGTM

GGACGYGNMYSRGYGLETTALSSTLFNKGLTCGACFEIKCKVADTRWCYANAGSIK

VTATNLCPANPARPTNNGGWCNPPRTHFDLSYPMFTRLAKAVGGIIPVQFRRVPCVK

VGGIRFVMNGNPWFNLVLVYNVAGAGNVVNMQMKGSKTNWFTMKQNWGQNWE

LKQKLKGQSISFRVTLGNGKVMIANNVAPANWNFQQTFESDNNF* 

CDS (coding sequence) 

>MpoEXPA-23 

ATGGACAGTATCAGAATCATGATGGCCCGTGATCTGCTAAAGTTCAAGTTCCTGG

TGCTGCTCATATGTGCATCCGCATCCATCAATGCTGCACCTGTATACACCAACACC

AAATGGACGGACTCACATGCGACATTCTACGGTGGAAATAATGCTCAAGGAACA

ATGGGAGGCGCATGCGGATATGGAAACATGTATTCCAGAGGTTATGGTCTAGAG

ACCACGGCCTTGAGCTCAACTCTCTTCAACAAGGGTCTAACTTGTGGAGCCTGCT

TTGAAATCAAGTGCAAGGTGGCCGACACCAGATGGTGCTATGCAAATGCTGGATC

TATCAAGGTTACTGCGACAAACCTCTGCCCTGCAAATCCCGCTAGACCCACCAAC

AATGGCGGATGGTGCAACCCGCCCAGGACTCACTTCGATCTGTCGTACCCGATGT

TCACTCGCCTGGCCAAAGCAGTGGGAGGCATCATCCCCGTCCAGTTTCGAAGAGT

ACCATGTGTGAAGGTTGGCGGAATTCGTTTTGTTATGAACGGCAATCCGTGGTTC

AACCTCGTGCTCGTTTACAATGTGGCCGGAGCTGGAAATGTGGTGAACATGCAGA

TGAAAGGTTCCAAAACCAACTGGTTCACGATGAAGCAGAATTGGGGACAGAACT

GGGAACTCAAGCAGAAGCTGAAGGGACAGTCCATATCGTTCCGGGTGACGCTTG

GCAATGGAAAAGTGATGATTGCCAACAACGTGGCCCCAGCAAACTGGAACTTCC

AACAAACTTTTGAATCCGATAACAACTTTTAG 

Nucleotide 

>MpoEXPA-23 

GCCTCCGGTTCGTTTCTAAGTTCTCTCTTCGTACTCGTCTGGCTCGATCTGTTACGT

AAGTTCTTTGACATATAGCGAGCGTTGACATGAAATTGAGCTTGGAAACCTTATC

AAGTTTATGATGATTTATGATGTGAGGCCCTCACTCGCTGACAAAACCTTTTGCTC

TTGAATATTCCAGAAAATGGACAGTATCAGAATCATGATGGCCCGTGATCTGCTA

AAGTTCAAGTTCCTGGTGCTGCTCATATGTGCATCCGCATCCATCAATGCTGCACC

TGTATACACCAACACCAAATGGACGGACTCACATGCGACATTCTACGGTGGAAAT

AATGCTCAAGGAACAATGGGTGCGTTCTAGCTTCCTCACATTAACACCATTAGCA



TGAGTGCTGATTTGCAAATATTTGAACCCCTATAACTCTGCATGTCATCCTGATTA

TGCGCAACAAACTCAATATGCTCGGAAATTCTTCTCGCCAAATACTTGGGGACTG

ATTTTGGAAAGTCATAGTAAGCTTTCATTCTTGATGGTTGAATTTGACGTTTTGTA

TTTCTTCTATCTTCAGGAGGCGCATGCGGATATGGAAACATGTATTCCAGAGGTT

ATGGTCTAGAGACCACGGCCTTGAGCTCAACTCTCTTCAACAAGGGTCTAACTTG

TGGAGCCTGCTTTGAAATCAAGTGCAAGGTGGCCGACACCAGATGGTGCTATGCA

AATGCTGGATCTATCAAGGTTACTGCGACAAACCTCTGCCCTGCAAATCCCGCTA

GACCCACCAACAATGGCGGATGGTGCAACCCGCCCAGGACTCACTTCGATCTGTC

GTACCCGATGTTCACTCGCCTGGCCAAAGCAGTGGGAGGCATCATCCCCGTCCAG

TTTCGAAGGTGATCATCTTCTCAATGAGTTTGCATTGCATCGAACTGTAATCCTAC

ATCGCTAGTGCGATCCGATCCGATTATGTTTCTATTTTCTTTCGACAGTGGCAACA

TAGGACTCATTAGTTGCAACCTGGCTGCATAAATTTGAAATCTGCGCCAGAAATA

AATGGGTAGCCATTTCTTCACAAATGTGTAGCAATATTCAAACGTCTGACATAGC

GGTTGTTGGTGCAGAGTACCATGTGTGAAGGTTGGCGGAATTCGTTTTGTTATGA

ACGGCAATCCGTGGTTCAACCTCGTGCTCGTTTACAATGTGGCCGGAGCTGGAAA

TGTGGTGAACATGCAGATGAAAGGTTCCAAAACCAACTGGTTCACGATGAAGCA

GAATTGGGGACAGAACTGGGAACTCAAGCAGAAGCTGAAGGGACAGTCCATATC

GTTCCGGGTGACGCTTGGCAATGGAAAAGTGATGATTGCCAACAACGTGGCCCCA

GCAAACTGGAACTTCCAACAAACTTTTGAATCCGATAACAACTTTTAGGCTTCTTC

GGAAACTGCGGCCAGCTGAATGTCTGTCATAGCTCACAGACCAGGCGCATCCAGC

ACAGAATCTCAGCTGACTAGAAACGGCCGCTGGAAGCTCGCCAATTTTAATGCAG

GTGATTGCCCAGCTCGTGCTGGGCAATCTTCGATGGTGACTAATGATAAACGGGG

GAGGCGTGTAGATATGAAGTGCGCCCACCGTTGGTCGAGCAAACTTGACTGGATG

GCTCGAATCCAACAGGCGTCTCAAAACAGAAAAGAAAGTACTTCACCAGTAAGA

TCATCAGGCGTGTATTCTCATGTTTCAGATCCTTGTACCACAAGAATCAAGCACAT

TTTGTGCAATGTAAGATACTTCAGCTCGAAACAGAGAGCTGGAGGTAAACGTGG

AGGAGGTGAGATCATCGAAACCACCCGCCACGACAATGTGAGGTATAAATCATC

ACGATCAAAAGAAGCAAACAGATTTACCCTGTGGTCGTGACCCTGCAGCTGGAGT

GCCACTGTGATGCTCTTTCACGCTCAATGTGTGGCGCATGTTCTCCTGAAGTTCTC

CACCACAATGCAAACGATGTATATGATGTATATTAGGCTGATAGCTCGAGGTGTA

GGCAGATGAAGCCCACCCGCTTGACGTTGTAACTTTGGTGTTCGATGAAGCTACT

GATTGTGAACAAACTGTGAACTTGCAAGCTGAGATGCAGGCAATCTGATGCCCAT

CCGCTGAAATGAAGTTTACAGTTAGATCTAGAGACAGACAGTCATATAGTTGCTG

AGTTTTGAGCAGAGTTGCCAACCGGCTCTATAATTAGTACAGAATAATGGACGTG

GACGTTTTTGTTCATGCAAGAAATGTCTTCATTTCTTATCCGTGATGCTTTCGCTG

GAAAGAGTCACGTCTATCTTTCAAAGCTATGATGAAGTACAGGCTTGAGGATCTA

AATGCGAACACTGGTGTAGCAAGCATCATTAATATCGC 

 




