IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0002s0243

Gene Model: Mapoly0002s0243.1.p
Description: MpoEXPA-01
Family: Alpha Expansin

3D structure:

GENOME DATABASES

Phytozome: https://phytozome-next.jgi.doe.gov/info/Mpolymorpha v3 1
KEGG:-
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https://marchantia.info/
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PLNO#193
-+ Name Accession Description Interval E-value
[+ PLND0193 super family cl33423 expansin-A; Provisional 2-258 9.78e-92
SEQUENCES
Peptide

>MpoEXPA-01

MMNSVVYALALLCCGAGLALAGEGPYAVFSWTKAHATFYGGDDARGTQGGACGY
GNMYTRGYGVKTVALSYTVFNEGLTCGACFQIKCDLSMKPRWCYANGGIITVTATN
SCPPNWARPTNNGGWCNPPRVHFDLSYPMFAQLAQKVAGIIPIQYKRVKCVRSGGIR
FTINGNPYFNIVLVHNVGGYGNVVTLYIKGTNSPWFKMKQNWGANWEDHNKLTNQ
KLSFKATLGTGETMIFKDITGTYWSHGQTYEANNNYY*

CDS (coding sequence)
>MpoEXPA-01

ATGATGAATTCCGTGGTCTATGCATTGGCGCTGCTCTGCTGTGGAGCAGGCCTGG
CCCTGGCCGGCGAAGGACCGTATGCAGTTTTCTCTTGGACCAAAGCGCATGCCAC
CTTTTATGGAGGTGATGACGCCCGCGGCACTCAAGGAGGAGCTTGCGGGTATGGG
AACATGTACACGAGAGGATATGGAGTGAAGACGGTGGCGCTGAGCTACACGGTG
TTCAACGAGGGGCTGACGTGCGGAGCGTGCTTCCAAATCAAGTGCGATCTGAGCA
TGAAGCCGCGCTGGTGCTACGCCAATGGCGGCATCATCACCGTGACCGCCACCAA
CTCGTGCCCGCCCAACTGGGCCCGCCCGACCAACAACGGCGGCTGGTGCAACCCT
CCGCGCGTGCACTTCGATCTCTCGTACCCCATGTTCGCCCAGCTCGCCCAGAAAG
TCGCCGGCATCATCCCCATCCAGTACAAGAGGGTGAAGTGCGTGAGGAGCGGAG
GAATTCGGTTCACGATCAACGGGAACCCCTACTTCAACATCGTGCTGGTGCACAA
CGTGGGAGGCTATGGAAACGTGGTGACGCTGTACATCAAGGGCACGAACAGCCC
GTGGTTCAAGATGAAGCAGAACTGGGGCGCGAACTGGGAGGATCACAACAAGCT
CACGAACCAGAAGCTGTCGTTCAAGGCCACGCTGGGCACCGGCGAGACCATGAT
CTTCAAGGACATCACCGGCACCTACTGGAGCCACGGCCAGACCTACGAAGCCAA
CAACAACTACTACTAG

Nucleotide
>MpoEXPA-01

GCCATGGCGCCATGGATCATTCCCTCGCACGCAAAAGTGAGTGATTCAGATGTAT
GCTGTCATAACAATTGTCAAACGACGTCAGCCTATATAGCCCCGTGTGCCTTTCTC
CTGATACAGCAGTGCCTTAAGTAGTCGGTGCCTTCGCCTCTTCCTTCTCTCTCTCT
CTCCCTCTCCCTCTCTCTTCTCTGACTTTCTCTCTTTCTCTCTCGCAGGTCTCTCAG
AGAGAGAGAAGGGGACCTCCCTCACTCAGCCATCACATTGCCATCACATTCAGCC



ATCTCTTCTGCTTCTCCTGAAGCATGAGACGCACATCCTGCACTTAGCTTCAGATA
TGCGTCGATCCCTTTGACATTGTCTCCACGTTTTTGCTCACGTGGAGTGCGTTCGG
TCTGGTTCACAGATCTTGACACTATCACTCTCGACGGTCTGAGGTAATTCAAGGCT
CTCACATTGTGGTTTCTGAGTGGATCGCCATGAGTTTCAGTTTCAGATTCAGTTTC
AGTTTCGGAATGCTTTGCCAATGTAGGAGAATTGCATGGAGTCAGATGAATTCGG
ATCAGCTGGCTGCCACTTGCCCCGTTCACAAGAATCGTGCAGTCCGACCGTCCAT
GGCAGTCCTGATTCCTAGAGCTCGTCGGTACTGATATCATGCATCTTCTCGTGTGC
GCCTGCAGAGTGATCATGATGAATTCCGTGGTCTATGCATTGGCGCTGCTCTGCT
GTGGAGCAGGCCTGGCCCTGGCCGGCGAAGGACCGTATGCAGTTTTCTCTTGGAC
CAAAGCGCATGCCACCTTTTATGGAGGTGATGACGCCCGCGGCACTCAAGGTACC
ACTTTGCTTTCCATTGTGCCTGCACATGCAATTGCCAATGCTGGACTCGGGTCCTC
GATGCCCTCATTCCACCGAGCGATCTCGATAAAATCGAGCACCTAGCGTTGAGAT
AGTAAATCCATAAATCCTCTCACGATCAGGATCAGAGTCTGAGCATTGGGAGCGG
TGAAAGCATAACAGGAAGCTATGGAACTCGAGGACATGGAATTGATGAATGGAA
TTGGCTGAATTGATGAATTGGGCGGAGTGCAGGAGGAGCTTGCGGGTATGGGAA
CATGTACACGAGAGGATATGGAGTGAAGACGGTGGCGCTGAGCTACACGGTGTT
CAACGAGGGGCTGACGTGCGGAGCGTGCTTCCAAATCAAGTGCGATCTGAGCAT
GAAGCCGCGCTGGTGCTACGCCAATGGCGGCATCATCACCGTGACCGCCACCAAC
TCGTGCCCGCCCAACTGGGCCCGCCCGACCAACAACGGCGGCTGGTGCAACCCTC
CGCGCGTGCACTTCGATCTCTCGTACCCCATGTTCGCCCAGCTCGCCCAGAAAGT
CGCCGGCATCATCCCCATCCAGTACAAGAGGTGACTCCTCCTCCTCCTCCTCCTCC
TCCTCTCATCCTCTCCAATTCGTCACAATTTCTCCATGTCTTCTCCATTTCTTCCAT
TATATTCGCCATCCCCAGCACCGAATTCGTCTTCTTTGTTTCTTTGAATGGAATTG
GAATAGGAATTGGAATTTGGTCGAGCAATGTGGTGACGGCGTGGGGTGATTGGG
ATCGAATGGAATTGGAATTGGAATTGGAATTGGAATTTGGTCGAGCAATGTTGTG
ATTGGGATGGGGATTGGGATGGGGATTGGGATGTGCAGGGTGAAGTGCGTGAGG
AGCGGAGGAATTCGGTTCACGATCAACGGGAACCCCTACTTCAACATCGTGCTGG
TGCACAACGTGGGAGGCTATGGAAACGTGGTGACGCTGTACATCAAGGGCACGA
ACAGCCCGTGGTTCAAGATGAAGCAGAACTGGGGCGCGAACTGGGAGGATCACA
ACAAGCTCACGAACCAGAAGCTGTCGTTCAAGGCCACGCTGGGCACCGGCGAGA
CCATGATCTTCAAGGACATCACCGGCACCTACTGGAGCCACGGCCAGACCTACGA
AGCCAACAACAACTACTACTAGTCGCAGCAGCAGCAGCAGCAGCACCCACCCAG
CTCGTCCGTCGACTCCATATTCATCTGTCACTCGTCAGAACTCGAATTTGCCTCGA
AGAATTTCACAGATCGGTGAATTCATCCGATCTCCGCCGAGGATAACGCGGCCCG
TGTACCGTCCCTCGATCGATCGATCGACGAGAAGGGTCGAATAAAAGATCATAA
GCGATCGATGTCCCGCGAATTCGTCGTCTCACACGAGCTCGGGACGAATCATCGT
ATTTAAAAGAACAGATTTTAGCTGTAGGATCGTCAGCTGGAGGCGAGGGAGGCG
GTCCGCTGAACTAACAAATGATCTCTTTGTCAGGTCGAAGATTTTGTGGCGACTG
TCGAGCCAGTTTAGAGCTTGCCTCGGGCCCGAAAGAGCCCGAAATTTAACTTCTT
TCGCTTCCATTCATTCCTTCCTTCATTCCTTGATTTAATTGTGCTCCTCGTCTCGTC
TCGTCTCGTCTCGTCTCGTGGAGCATTCGTTCACTCCTGCTCCGAGCTTTTTGCCTC
CGCCTCGGCAGGACCGTGTATTTTATTTCTTCTATAGCCTTGAAGATTAAAAAGTT
TGATGGGCCTCGTCCCCAT






