
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0107s0006 

Gene Model: Mapoly0107s0006.1.p 

Description: MpoEXPA-27 

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-27 

MVQFLASRSSTDFSLLLLRLLLVTSSLNPGACSQVPRGADSATAAENPLTRIVGVDPQ

QQDGRVQAMHPVSPLLTSEEVERLNSFDGEPSVEAAGVTRRVAPFSVGQWNYAHAT

FYGDETAQDTMQGACGYGNMYQQGYGTATTALSSTLFDNGFACGRCFEIRCVASW

ACYLGNPSTIVTATNFCPANWLKPTNNGGWCNPPRQHFDMSKPAFEKIAAWRAGIVP

VAYRRVPCSKQGSMEFRIEGNPWWHIVFITNVGGPGDIGEVYIRGSGTKRWVRMSHN

WGVGFQVFGGYLGQGLSFMVISSSNLETVMAWNVVPANWRLGQTFSGGQFQHPR* 

CDS (coding sequence) 

>MpoEXPA-27 

ATGGTTCAATTTCTCGCCTCGAGATCCAGCACTGACTTTAGCCTCCTTCTCTTACG

ATTGCTTCTGGTTACAAGTTCTTTGAATCCAGGAGCGTGCAGTCAAGTCCCTCGTG

GAGCAGATTCTGCTACTGCTGCAGAGAATCCACTGACGAGAATCGTGGGAGTAG

ATCCACAGCAGCAGGATGGCCGCGTGCAAGCAATGCATCCGGTGTCTCCACTTTT

GACTTCTGAAGAAGTTGAACGATTGAACAGCTTCGATGGAGAGCCTTCTGTGGAA

GCTGCTGGCGTTACGAGAAGAGTGGCTCCGTTCTCCGTTGGGCAATGGAACTATG

CACACGCGACTTTCTACGGAGACGAAACAGCTCAAGACACGATGCAAGGTGCGT

GCGGTTATGGTAACATGTATCAGCAAGGATATGGCACGGCCACGACAGCCTTGA

GCTCCACCCTGTTCGACAACGGATTCGCATGTGGACGCTGCTTCGAGATTCGATG

CGTCGCTTCATGGGCTTGCTACTTGGGGAACCCGTCTACGATCGTGACGGCCACA

AACTTCTGCCCCGCGAACTGGCTCAAGCCAACGAACAACGGAGGATGGTGCAAC

CCTCCTCGCCAACACTTCGACATGTCGAAGCCAGCTTTTGAAAAGATTGCTGCCT

GGCGGGCCGGAATCGTTCCCGTTGCATATCGCAGAGTCCCGTGCTCGAAACAGGG

GAGCATGGAGTTCAGAATCGAGGGCAACCCGTGGTGGCATATAGTATTCATAACC

AACGTCGGAGGCCCCGGCGACATCGGGGAGGTTTACATTCGAGGCTCCGGCACG

AAGCGCTGGGTTCGCATGAGCCACAACTGGGGAGTGGGGTTCCAAGTCTTCGGA

GGCTACCTCGGCCAAGGCCTGTCGTTCATGGTCATCTCGAGCTCCAACCTCGAGA

CCGTCATGGCCTGGAACGTGGTTCCGGCGAACTGGCGACTGGGTCAAACATTCAG

CGGCGGCCAATTCCAACACCCTCGCTGA 

Nucleotide 

>MpoEXPA-27 

GCGAGAAAAGTGCCTTTTCGCCGAAATTGTCCGAGAACGAAAATCCAAGAGGAG

GTGCAGGCATTGGCGTGGCTAAATTCCACGAGTGGATTTTTGCCCCGAAGACAGT



TAGCGGGTGGATGGAAGGCTCGGAGAATGGGCAGATGAGACTCCTGTTAATGAA

TCTAGTGGCTCGGATGATAAGCGGGGGGTCGGTTACCGTTACGCAGCCCAATTCT

ATGGCGGCGAGCCCGCTCACTCACGGGAGTTCGTTGCTTTTCCATGCCATTAATA

AGCCCCCTCCGCGCTTCGACCCTTCATTCGCTGGATTCGAGTCTGAGATTGTCTGG

CAAGCAGGCGAGCGTTTGGATTCTACGTGCAGTGCTGAGCATCGGACCACCAAGT

GAGTTCGAGGACTGGTGTTTCAGAATTGTGCTCATGTGAGTGATTTTGAGCCAGG

ATTCTATTGTTCAGTGAGTTGAGTCTTTTTCGGATTTTTTCTCACTCGATCGAAGA

GTACTTTCTTTGTCCCATAAGATCCCCTTCGAGTAACTTGTACCGAACGCCCTGGG

AGGCTGTTCGATCCGAGTTGACCTGAAATATTGGAGCGAGCATCAGTGAGAAGTC

GATTGGTCAAAGGCAGGCCTCAGCATTTCTGCCTGCACTTAGTAAAAATCTCTCT

CTCGGAGAGTTGGTGGTTCAGATAGAAGTCATGGCAGATAGAACAGTGGTGCAA

ACGTGCTACTGAATGATGATTTTGCTCGAAAGCAGCGCAAACCTGGAATTCTGAA

TTCTCGTTTTGAGCTCAGGAAGAAGAACCTGCTCGATTAATAATATAGCAATTGC

ATCCAGGAAATTCTCGATAGTGTTAGAATAAGTCCCAGAAACGTATTAATAAATG

CCTGATGCATTCGGGCATGAGGCGTTTTTTAACCCAGTAAATGACTTCATGTATCC

TTATCAACGAAGAGGATTCTACTTCTGTATGAAGCTGTGCTGATAAATCGCGGCA

GATTTCTTCGAACGAATTGTCGTCTCATAGCATCAAGTATCACCGCTTTTCATTAG

CTTAGCTCTGCCGTTTCTGAAGTTTATCGACCTGTCCGTTTGCAGTGATTATGCAG

TCGAAGCAGCTGTCGATCTGCACTATGAGCTGAAGAGCATTATCGAATTCCGTCT

TCAGCGAAGAATTACCGAAGAATTACCAGGATGGTTCAATTTCTCGCCTCGAGAT

CCAGCACTGACTTTAGCCTCCTTCTCTTACGATTGCTTCTGGTTACAAGTTCTTTG

AATCCAGGAGCGTGCAGTCAAGTCCCTCGTGGAGCAGATTCTGCTACTGCTGCAG

AGAATCCACTGACGAGAATCGTGGGAGTAGATCCACAGCAGCAGGATGGCCGCG

TGCAAGCAATGCATCCGGTGTCTCCACTTTTGACTTCTGAAGAAGTTGAACGATT

GAACAGCTTCGATGGAGAGCCTTCTGTGGAAGCTGCTGGCGTTACGAGAAGAGT

GGCTCCGTTCTCCGTTGGGCAATGGAACTATGCACACGCGACTTTCTACGGAGAC

GAAACAGCTCAAGACACGATGCGTAAGTGAAGAAGAGCTTAAATTTTGCATCAC

AAAGGACTCAGACCTCACCATGCAACTAGACGGGTGCAGGAAGAATGTTTTCGC

AAAGAATTACGATCCTAAGCAGATTGGGGGTTCAATTTGTTGCTTCACGTGATAC

AGTTTGGGCGAGGTCGCCTGCTGATGTCGATGGTTTTTCTGTACAATCCATGCTCT

ACAGAAGGTGCGTGCGGTTATGGTAACATGTATCAGCAAGGATATGGCACGGCC

ACGACAGCCTTGAGCTCCACCCTGTTCGACAACGGATTCGCATGTGGACGCTGCT

TCGAGATTCGATGCGTCGCTTCATGGGCTTGCTACTTGGGGAACCCGTCTACGAT

CGTGACGGCCACAAACTTCTGCCCCGCGAACTGGCTCAAGCCAACGAACAACGG

AGGATGGTGCAACCCTCCTCGCCAACACTTCGACATGTCGAAGCCAGCTTTTGAA

AAGATTGCTGCCTGGCGGGCCGGAATCGTTCCCGTTGCATATCGCAGGTACAGAA

CTCCTTGATCTGCGTGTTTCTCTCGTTTGTAGCAACTTCTGGACCCACTAGCTTTG

GTACGTCTGAACCTTGTGCTCCTCAGTGTTTCCTTGAAGCTGAAGGACCTTCATCC

CTCATCTCTGCCTGCGCAAAATTGGTGTTCAGTTCAGATGAAAGAGTTCACCATG

CAATCGTTTCACATGCAGCTGATTTACAATTCACAGCCCAGAGCTTTGTTAACTCT

GGACCTTGTGCTCCTCAGTGTTTAATTGAAGCTGAAAGATCTTCATCCTCATCTCT

GCCTGCGCAAAATTAGTGTTCAGTTCATATGCAAGAGTTCATGCCTTGCAATCGTT

TCACATGCAGCTGATTTAAAATTCACTCGGAGCCATTGCGTCTTGTTTCTTTCTTA

GACTCGAGCACTTCTCCCTGAAGTAGCAGCAGTTGCAGTTCACTACCACCTCGTC

GTGAATGAACTCACGAAGAGAGAGTTGAAGAAGAGTCGTTCATCGCCAGGAGTC

TTCACGTGATTCAAGCAAAGCGTGCACGCACGACAAATCGTACTGATGAATTGCG

TGGATGCAGAGTCCCGTGCTCGAAACAGGGGAGCATGGAGTTCAGAATCGAGGG

CAACCCGTGGTGGCATATAGTATTCATAACCAACGTCGGAGGCCCCGGCGACATC

GGGGAGGTTTACATTCGAGGCTCCGGCACGAAGCGCTGGGTTCGCATGAGCCAC

AACTGGGGAGTGGGGTTCCAAGTCTTCGGAGGCTACCTCGGCCAAGGCCTGTCGT



TCATGGTCATCTCGAGCTCCAACCTCGAGACCGTCATGGCCTGGAACGTGGTTCC

GGCGAACTGGCGACTGGGTCAAACATTCAGCGGCGGCCAATTCCAACACCCTCGC

TGAAACTGCTTTCCCCCAGGCCGCCATTGAGCTGCTACGCCGTCGTAGAGCATCT

GAGCTAATGTGGAGTTGTATACTGCCAGTCACCATTTGCATATCCGTGTACTCGTT

GTCTTCGTATCTGTAGTGTATATAATCACCATGGCACGCTTTGCAGTTATCCTCCC

TGGCTATAGAATTGCTGCACCTTCTTATTCAGTCCGACCGGAGACTGAGCTAAAT

TTCTCATTCACCGCTGCGATGTAACTCTAGATTTGCAATCAGAATCGGTATTATGT

CCTCCACCCAAGGATGCATGGAGAATTGTTACAAGCTCTGAATCTCACACTGCGA

ACTCTCTCACATCCAGAGTTAGAGTTGACTGCGCTGTTTGTCGAGAACTGTTTGAG

CATGTCCTTCGATCTGTTTGTGCGAC 

 




