
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0022s0142 

Gene Model: Mapoly0022s0142.1.p 

Description: MpoEXPA-06 

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-06 

MCVLTARPYKASSAPLPQWTRFLIALNCFLDSHTTIFPLVRSGPAPAISDQCRRQLQHE

MQRRMGSVNVAIPAQALHHLVRSLVLSFLIFGTSTALVSAASAWAVTDWADAHATF

YGGQDASGTMGGACGYGNLYSTAYGTASTALSNALFNNGLSCGACFQIMCKLDGS

KYCYTGGKSITVTATNACPPGSEGGWCDPPKAHFDLSYPMFQQLAEPVGGVIPVQYK

RVSCQKNGGIRFTINGNAWFDLVLVTNVGGGGDIAKLEMKGASTDWCPMSQNWGQ

NWQASGHPELCGQTLSFRATLGDGRSQEFYDVAPSNWGFGQTFEANTNFL* 

CDS (coding sequence) 

>MpoEXPA-06 

ATGTGCGTGTTGACGGCCAGGCCCTATAAAGCCTCCTCTGCGCCACTTCCTCAAT

GGACCAGATTTCTCATCGCTCTAAATTGCTTCCTAGATTCGCACACTACCATCTTT

CCACTGGTCCGGTCTGGACCTGCGCCAGCAATCTCTGACCAGTGTCGTCGGCAGC

TGCAGCACGAGATGCAGAGAAGGATGGGGTCAGTTAACGTGGCAATTCCGGCGC

AAGCGCTTCATCATCTGGTTCGATCGCTCGTGCTCTCTTTCCTCATCTTCGGCACC

TCAACAGCTTTAGTTAGCGCTGCGAGCGCCTGGGCCGTCACCGACTGGGCCGATG

CCCACGCGACATTCTATGGCGGGCAAGATGCATCCGGCACAATGGGAGGAGCTT

GCGGATACGGTAACCTCTACTCCACCGCTTACGGAACAGCTTCCACAGCTCTGAG

CAATGCGCTTTTCAACAACGGGCTGAGCTGCGGGGCGTGCTTCCAGATCATGTGC

AAATTAGACGGGAGCAAGTACTGCTACACGGGAGGCAAGAGCATCACCGTCACA

GCCACCAACGCCTGCCCCCCGGGCTCCGAGGGCGGATGGTGCGATCCCCCGAAG

GCCCACTTCGATCTTTCGTACCCGATGTTCCAGCAATTGGCCGAGCCCGTCGGTG

GAGTCATCCCCGTGCAGTACAAGAGGGTGTCGTGCCAGAAGAACGGCGGCATCC

GGTTCACCATCAACGGAAACGCGTGGTTCGATCTGGTGCTGGTGACGAACGTCGG

AGGCGGCGGAGACATCGCCAAGCTCGAAATGAAAGGGGCCAGCACCGACTGGTG

CCCGATGAGTCAGAACTGGGGTCAGAATTGGCAAGCCAGCGGCCATCCGGAATT

GTGCGGGCAGACTCTGAGTTTCAGAGCCACTCTCGGCGATGGACGATCTCAGGAA

TTCTACGACGTAGCACCGAGCAACTGGGGCTTCGGTCAAACCTTCGAGGCCAACA

CCAATTTTCTCTGA 

Nucleotide 

>MpoEXPA-06 

AAGAAAGCAAGAAACGTAATCGAATGTTCTTGGCGTCACCGAGAATTCAACAGA
GCAAGTCGGCACGATCGATCAACTCGAGCCTAATCATGAGTGCAGTGGAAGTCGT



ATCCAATTGAACAAGCACGTTTCGGACCTGCTGCTGCTCGTCCGGATCCCTCATCC

TGATCCACATCTGAATCTCCTGCTCCCTCTCATCCACGAAACCTCGGTCGTCTGCT

CCGCTCTGCTCGCTGTTTGACTACACGACCCACAGAACACTCGAGCCTCTGCGGA

ATTACACAATCGCTCGCTTGCAATCGCTTTTCGTCATCCGTAGATTCTAGATTGCA

GTCTCGAAGATCGTCGCTCGCTCGCTCGCTTGCACACTCGTGCGGCTCATGGCGA

AGGCACGAATCTGCCATCGCTGATCTCGCGACGGTCGGTCCGGGCCGTCATGCGC

CGCCCGCCCTTCTTCGAGGGCGGCGATGAAGGATGGTCCGAACCGAGTCCAACCA

CGAACTACGTAGCACAACACGACCGCATGGCTGACCGCACAGTCGGTCCGGTCA

CGGTCACGGTCACGAGCAAAGGTCGAAGAAGACCTCAGAAGAACGCAGTTCGAG

ACAGAACCAAGACTCGCGACGGGGTTGCAACGTCGTTCGCGGGCCCGTCCCCGTT

CCCGTTCCGGCACGCCGACATGCGATTCGACGGAGTCGACGGCCGTCCGCCGGCG

TCGTCGTCGGTCGTCGGTCGGCGATGGCGATGGCGATGGCGATCGTGAGTCGATG

GCAGCAGCAGCAGCAGCGCGCCGGGCCGAGTCGAGGGAGGGCGGGGATGATGA

TGCGCCCACTGTCCACGACTCCGCGAGCGTGTCGGCCTGCGATAGGCAGCCATTA

ATGCTGCAAATCGAGCGTAACGTCGGGCTCGCGAGAGGAACTCAAGTGACTGCG

CCGGGAAATTAAGAGCGAGGGAATATGATGGAGGTCGGATCGCCTACAGTGGCG

AGCCATGCAGCAGCCCTCTCGCCGCCCGCGATCGCTTTCGCTCTACAGTCGTAGA

AGTCTGAGGGATCATGCCTCCTACAGTACAAGTTGATGTGCGTGTTGACGGCCAG

GCCCTATAAAGCCTCCTCTGCGCCACTTCCTCAATGGACCAGATTTCTCATCGCTC

TAAATTGCTTCCTAGATTCGCACACTACCATCTTTCCACTGGTCCGGTCTGGACCT

GCGCCAGCAATCTCTGACCAGTGTCGTCGGCAGCTGCAGCACGAGATGCAGAGG

TGAGTGAGTGAGTGAGTGAGTGGGCGGGCCTCGGGGAGTTTGAGATCGATCGAT

TGTGTAGCCGGGATGTGCTTGCGAGATCCGACTTGAAAAGCTGGCTTCGGAATGA

TTGTTCCGCTGACAAATCTGACGAGTTTCTCAAGTCAGAAATATTTTCCACTCCGT

TCCTTGGCTCGAGCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCGCCCCTTCCAC

ACGGTGAGGTCCATGAAGGAAGGAAGGGCAATAAATGGGCTCCATAAACATGTT

CAAAGTGGATGCAACATTGGCGTTCAGTGTTCAGAAAGAGGCTGACGGACGATG

TCCACTGAAAAGTGCTTCGTTCCGTGACAGAGTCATGATTTCATGGATTTGAATGT

CGACCGGTTTTTCGGATCGATCGATCTGAGATCGGGTTTTCCGACGGTCGCATAC

ATCGGAGAGTTGGTTCGAGGGTGAATTTCGTTCTGCAATGTGAGTCTGATCTTGG

TTGGCACCAATGTGCACGTCAATCAATGATTGAGTGAATGTGTCGTGTCCTGCGC

AGAAGGATGGGGTCAGTTAACGTGGCAATTCCGGCGCAAGCGCTTCATCATCTGG

TTCGATCGCTCGTGCTCTCTTTCCTCATCTTCGGCACCTCAACAGCTTTAGTTAGC

GCTGCGAGCGCCTGGGCCGTCACCGACTGGGCCGATGCCCACGCGACATTCTATG

GCGGGCAAGATGCATCCGGCACAATGGGTGAGTGAATGATTCAGTTTCTGCTCAT

TTGCATGGATTTTGGCCACATTTCGATACATACTCGACGGATTCTCCGAGACAGCT

CGTGAGATGGATGCCCTCGCGAGCAGCACCGCGCTCTAACTCGATTCCTAGTCTT

ATGTGGTGGGACCTTCGATTCGCGCTCGGCCTGGTGCAGGAGGAGCTTGCGGATA

CGGTAACCTCTACTCCACCGCTTACGGAACAGCTTCCACAGCTCTGAGCAATGCG

CTTTTCAACAACGGGCTGAGCTGCGGGGCGTGCTTCCAGATCATGTGCAAATTAG

ACGGGAGCAAGTACTGCTACACGGGAGGCAAGAGCATCACCGTCACAGCCACCA

ACGCCTGCCCCCCGGGCTCCGAGGGCGGATGGTGCGATCCCCCGAAGGCCCACTT

CGATCTTTCGTACCCGATGTTCCAGCAATTGGCCGAGCCCGTCGGTGGAGTCATC

CCCGTGCAGTACAAGAGGTCCGTCCCCATTGCTCTCTCCATCTCCATCGTCTCCAT

TGCAGTTTTTATCGTTAATCTGAATCTGAAACTCCTTTATGTGGATTGCCTGTCGA

GAATTGGGAGGGAATCAAGAGGAATTGATGGAGTTTTTATGGTCACTCGATTGAT

TGCAGGGTGTCGTGCCAGAAGAACGGCGGCATCCGGTTCACCATCAACGGAAAC

GCGTGGTTCGATCTGGTGCTGGTGACGAACGTCGGAGGCGGCGGAGACATCGCC

AAGCTCGAAATGAAAGGGGCCAGCACCGACTGGTGCCCGATGAGTCAGAACTGG

GGTCAGAATTGGCAAGCCAGCGGCCATCCGGAATTGTGCGGGCAGACTCTGAGTT



TCAGAGCCACTCTCGGCGATGGACGATCTCAGGAATTCTACGACGTAGCACCGAG

CAACTGGGGCTTCGGTCAAACCTTCGAGGCCAACACCAATTTTCTCTGACCCTTCC

CCATGCCAGGGCTAGGGACCCGACGGTGATTTAGACCGCGGCAGGAAAGAATGC

CAGCCAGCCAGGAGTGCGGACCTGAGCGAGGCCGGCAGCTCAGCGAGAGCTCGT

CGAGCAGAGGAGGCGTGTATAATATCACACAGTGAGCGCCCCCTGCGGCCAGCG

AGCAAACAATAGCGTCGAATTGAAACGTGGATGCCGAGGCGATCAAGAGTCGCC

CGCTCCACCGGAATTCATCAGAGTAGGATAAATTAGAAAAATGGCAGCTGCGGT

GTGAGAGGAGCTACGAGCCGCCACCCACCCGCTCCATGGTTAGATCACTCAGACG

ATCGAAGCTGAGGTGTTGTAGTAAAATACAGTCACTCGACAGTCACCCGCTCCGA

TTGATACAAGTCTTCACTCGAGAAACCGGGATCGATCCACATCAGAAGGTTCTCG

CCGAGGTGTTGTACCTAAGCATCGACAGCCACCCGCCCGAACCTTCATCGATCCT

CGTATTACTCGAGCATAGAGAATTCATCACGTTACACAATAATGATCCTACCATG

ATCAACGCCCGTGCCTTCCGAAGAGCACGCATCTCCCGAGGGAGACAGAATATTC

TCCACTTTTTTTCCATTTGGCTTCTAGTTTTATTTCCACAGGTTTCCTTGCAATTCG

AGGATACAGCTCTGGTCGCGTAGTTGGCAAGCCGAGGTGATGTAGTGAAGAGTC

AACAGCCACCCGCTCCAATGCAATCCGAGTAATCCGTAGTTCAGGAGAAGGCAG

TAGATGTCCTGTAATAAGTGATGCTGAGCTCATGGATATATGTCCCCAGTCGTCG

TAGCAGCAGTAGTAATAGGGAGATACATCATTCCAAAAGAGCATTTTACGCTTTT

GGACGAGGAGGTGACCATGTCTATGCTATAATTTGTACGCTGCTGCTGTATAATT

CGTCCTTTGCGAGTACGAGCATACTCCGTGAGAGACATCACAAAGAATAAAAAT

GGCGGCACTCCGCACAGCGGTGCCGCAGCTTGGTTTTGAG 

 




