
IDENTIFICATION 

Species: Marchantia polymorpha 

Locus: Mapoly0022s0139 

Gene Model: Mapoly0022s0139.1.p 

Description: MpoEXPA-05 

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-05 

MAASMHAGRSVQLLVGSVLLLCLKVATVNAAQAWAVTDWADAHATFYGGSDASG

TMGGACGYGNLYSLGYGTSSTALSNALFNNGLSCGACFLIQCKLEGSKYCYPGQSIT

VTATNACPPGSEGGWCDPPRSHFDLSFPMFQKLAQPVGGVIPVRYKRVSCTKQGGVR

FTLHGNPYFNYVLVHNVAGWGDVSSLAIKGDQTGWYYMSQNWGQYWSASAKLTG

QALSFKVTLGNGKSLEFYNVADKNWGFGQTYESDYNF* 

CDS (coding sequence) 

>MpoEXPA-05 

ATGGCTGCGTCGATGCATGCGGGTCGGTCTGTGCAGCTCCTCGTGGGGAGCGTGC

TGCTTCTCTGCCTCAAAGTGGCAACGGTGAATGCCGCCCAAGCTTGGGCAGTAAC

AGACTGGGCGGATGCCCACGCGACGTTTTATGGAGGATCAGACGCGTCTGGAAC

GATGGGTGGCGCTTGTGGATATGGAAACCTGTACTCGCTCGGGTACGGGACTTCA

TCGACCGCCCTGAGCAACGCGCTCTTCAACAACGGGCTCAGCTGCGGAGCTTGCT

TCTTGATCCAGTGCAAGTTGGAGGGCAGCAAATACTGCTACCCCGGCCAGAGCAT

CACTGTCACCGCCACCAACGCCTGCCCCCCAGGCTCTGAGGGAGGCTGGTGCGAC

CCTCCAAGGTCCCACTTCGACCTGTCCTTCCCCATGTTCCAGAAGCTCGCCCAGCC

CGTCGGCGGTGTCATCCCCGTCAGATACAAGAGAGTGTCCTGCACCAAGCAAGG

AGGTGTGCGCTTCACCCTCCACGGCAACCCCTACTTCAACTACGTCTTGGTCCACA

ATGTTGCCGGCTGGGGAGATGTTTCGTCTTTGGCGATCAAGGGAGACCAGACTGG

ATGGTACTACATGAGCCAGAACTGGGGCCAGTACTGGTCTGCGAGCGCCAAGCT

AACGGGACAGGCACTCTCCTTCAAAGTCACTCTGGGAAATGGCAAGAGTCTGGA

ATTTTACAATGTCGCAGACAAGAACTGGGGATTTGGCCAGACCTACGAGTCCGAC

TACAACTTCTAG 

Nucleotide 

>MpoEXPA-05 

GACCCTGCCTCTACTCCTATCCCCTCCACTCCATCGATATCCGCACACTCTTATAA

ATTGTCCCTGCACTGCCCATTCAATTCAGCACGCAGTCGGTCTGTCTGTCAATCCG

TGAGTGAGCAGATCGTCGCCCACTGTCCAGCCCCCTTCACGTCTCTAGATCTCTCT

CTGTGCCTTCTCTCCGGAGTCGGTTGCCCCCCCTCGCCCCTCCAAGGTATACTTCT

AGCCGTCTTTCCCTCTTCTCTGCTCTTCTTTCCACTCCTGCCTCCACTCGCACTCCA

GCTTCTGCACAGCTCTCTCTTTCTCGAGCTGCTGGGGCTTGCCTCCTCTGTCTCTCT
CTGTCGCTCTCAAGGTTGTTACACCTCGCATGCTAGAGATCTAGCGATGGCGGCT



CCATTTTCTCGCAAGTCTTTTTGTGTAGTCGATGTCTGAGGCAGGTGTGGTGTGGT

GTGGTGTGATACGTCAGTGGTCGGGTCCAGTGGATTTGACGCGTCCTTTTTACGTT

TTGCAGAGAAGAGATGGCTGCGTCGATGCATGCGGGTCGGTCTGTGCAGCTCCTC

GTGGGGAGCGTGCTGCTTCTCTGCCTCAAAGTGGCAACGGTGAATGCCGCCCAAG

CTTGGGCAGTAACAGACTGGGCGGATGCCCACGCGACGTTTTATGGAGGATCAG

ACGCGTCTGGAACGATGGGTAAAGAACTGAAATCTGTGGACACTTTCATTCTGAT

TTCTCAAGGGGCATATAGATGGGACGATGAGGCGGCAAGGGCATTGCCCTGAAG

CAGGGCGGACGTGCAATGTGGAGAGCGGTCAGAGTGTCTTGGTATCTTTGCAGTA

GTCAACCTCTGGTGTTGATCCGATAGGACTCTTGCTCTCCCTCTCAGATCTTTATC

GCTGAGACTGTCTCCTCAACATTTGTGCAGGTGGCGCTTGTGGATATGGAAACCT

GTACTCGCTCGGGTACGGGACTTCATCGACCGCCCTGAGCAACGCGCTCTTCAAC

AACGGGCTCAGCTGCGGAGCTTGCTTCTTGATCCAGTGCAAGTTGGAGGGCAGCA

AATACTGCTACCCCGGCCAGAGCATCACTGTCACCGCCACCAACGCCTGCCCCCC

AGGCTCTGAGGGAGGCTGGTGCGACCCTCCAAGGTCCCACTTCGACCTGTCCTTC

CCCATGTTCCAGAAGCTCGCCCAGCCCGTCGGCGGTGTCATCCCCGTCAGATACA

AGAGGTACATTTCTACCTCCCTGCCCCCGCAAGTCCGTCTGTTTCCTCAAGCTTCC

ATTGCCCCCTTGGCTTTTTAAGAGGAAATCACTCCGAGCTGTGAGTTGACATCTTG

TCGGTGCTTTCCTCCGCAGAGTGTCCTGCACCAAGCAAGGAGGTGTGCGCTTCAC

CCTCCACGGCAACCCCTACTTCAACTACGTCTTGGTCCACAATGTTGCCGGCTGG

GGAGATGTTTCGTCTTTGGCGATCAAGGGAGACCAGACTGGATGGTACTACATGA

GCCAGAACTGGGGCCAGTACTGGTCTGCGAGCGCCAAGCTAACGGGACAGGCAC

TCTCCTTCAAAGTCACTCTGGGAAATGGCAAGAGTCTGGAATTTTACAATGTCGC

AGACAAGAACTGGGGATTTGGCCAGACCTACGAGTCCGACTACAACTTCTAGTAT

TAAAGTGAGGAAGTTTGCATTTCCTCATCATCATGCGTGGGATTAGTATATGCCG

ACTTCATGTAGTATAATTGGACGATATGATGCCGAGCCGACCTATCGATCTTGAG

AAAGCAAGTGTACAAAAAGATCGACGCGAGTACCGGCTGCACGGTAATCGACCG

GAGTGCGTAAGGATTGGATAATTTGATTCTATGAGAACTAGGAGCCGAGGTGCCG

CTTACAACAGAAAGAGCCACCCGCCCCGTCTGCTTCTTTGCGGAAGAGGTGAATA

TTTGGGCAACACTGCCACCCGCTGCACAGTCGCAGATAGAAGAGATACCTGGGG

CTATCCTGACTTAGCAACTTCCGAATGGAAGATTGTTGGGATGTGCATATATAAA

CATGCCCCACCAACGTCACCAAATTGGTTCGAGACCTCACATGGATTCTATTCAT

GTATTTTCTACGATGGAACAATCGATGGTATTAGTAATAAAAAGTTTTTTTGGTGT

ACATCAGACA 

 




