IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0006s0158

Gene Model: Mapoly0006s0158.1.p
Description: MpoEXPA-02
Family: Alpha Expansin

3D structure:

GENOME DATABASES

Phytozome: https://phytozome-next.jgi.doe.gov/info/Mpolymorpha v3 1
KEGG:-

EXTERNAL RESOURCES

https://marchantia.info/
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Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 23-269 1.52e-87
SEQUENCES
Peptide

>MpoEXPA-02

METMTTRCSWAAPRHPTRVWEVLLIAVMTCVFRTAQVATAQNPWEVTEFTRGARA
TYYGGNDASGTLGGACGYGNLFENGYGVETTALSTALFNDGLTCGGCFQIQCIASES
DWCLANGTVSITVTATNFCPPGSFGGWCDPPQPHFDLSYPMFATLAQPVGGVIPVQY
RRVSCLKQGGVRFQINGNNWFFLVLVMNVAGAGDVQAVAIKGTRSEWISMQRNWG
QNWASDGPPELVGQALSFRVTLGLTKETLDFIDVAPADWQFGQTFEDDSGLNFK*

CDS (coding sequence)
>MpoEXPA-02

ATGGAAACAATGACCACGCGCTGCTCTTGGGCTGCTCCTCGGCATCCAACTCGAG
TTTGGGAAGTCCTCTTAATTGCAGTTATGACCTGCGTCTTCAGAACTGCGCAAGTG
GCAACTGCTCAAAATCCATGGGAAGTAACGGAGTTTACGAGGGGTGCTCGCGCT
ACATATTACGGTGGAAACGACGCCTCCGGCACCTTAGGTGGTGCGTGCGGATATG
GTAATCTCTTCGAAAATGGCTACGGGGTGGAGACGACGGCTCTGAGCACCGCGCT
CTTCAACGATGGGCTCACCTGCGGAGGCTGCTTTCAGATACAATGCATAGCTTCC
GAGAGCGACTGGTGCCTGGCGAATGGAACCGTGAGCATCACTGTCACCGCCACC
AATTTCTGCCCCCCGGGATCCTTTGGAGGCTGGTGCGACCCTCCTCAGCCGCATTT
CGACCTCTCCTACCCCATGTTCGCTACCCTCGCGCAGCCCGTCGGCGGAGTCATTC
CCGTCCAGTACAGGAGGGTGTCGTGCTTGAAACAAGGAGGGGTGCGCTTCCAAA
TCAACGGGAATAATTGGTTCTTCCTGGTGCTGGTGATGAATGTGGCGGGGGCCGG
AGACGTGCAGGCAGTGGCGATTAAAGGGACGAGATCCGAGTGGATCTCCATGCA
ACGAAACTGGGGTCAGAATTGGGCATCAGACGGACCCCCAGAACTCGTCGGCCA
AGCTCTGAGCTTCCGTGTCACTCTGGGACTGACCAAAGAGACCTTGGACTTTATC
GATGTGGCACCGGCAGATTGGCAGTTCGGGCAAACTTTCGAAGACGATTCAGGCC
TCAACTTTAAATAA

Nucleotide
>MpoEXPA-02

GACATCACAAATCACGCAAAGTAGTTCACGACACAATAGTATTCTCCTGAATTGC
TGTTTGTGGCTGCTGATTCCACATACAATCCAAACTCCACATATATTTGTAAAATA
ATGTTTTGTTATGTTCAGTACTCAAGCTCTTAATTAGTAGTATACGTCATGCTCGA
TTTTCTGAGCTTAAAGGGCTGAACTTCGATCATTATTTTGGCTCAGGTCGAACCAC
ACGATAAGCTCTTGTTTTCGCCAAAGCTTCGAAGTATTGGAAGTAGCTCAACGAG
TGTGAGGAGTTTGGCATTCTTCTAACATTCTTATAGAAAAGGAGATAAAATTGTT



GATTTGCCGACATCTAGACATCGTCAGCGCTTACATCTACAAGGTGGAATGTTGC
AGCAAAGACTGTCTCTATATATCCTCGATCAATTGACCTCTCTAAGTCTTGCCTAT
TGTATTTCTGAAATGACACGGTCGATGTTCTCTTGCTTTCTCATAAATTTCATACG
TTTGTTGTTGACTTGCTTTATATTATAGGGATCCTCGGGCCTTATCTTAAAGACTT
CAGATTCAGTTTTAGCAGTCAATCCATACTCATGATCATCCATTACAGACAGTAG
TTTCTCGTACTCTCGAGCTTGACATCAGTTGATGACTACGCATTTAGTCCAGCAAT
ATTCGATTGCGACCAAAGTGGAGAAGAAGACATATTTCGCGTCAAGTGCCGTTGG
TTTATTTGGTTATCTAGTTTCGCTTTCCGTAGAAATATTTTTCTATCTGGTGGTCCT
TTCTACGACTAGTTCCGGCATGGGATTCTAACGCCGTACATTCAATTTCTGAAGTT
TTGAGCATTTACTCAACTTGCGACGGAATTTTTGGTACATTTGCTCTTGTTAGCTG
CAAAAACTAAGATGTCAGATTTGGTTGATCTCACCTGGGCTCATCGATGAAAGTT
TAATGATTTAGCTTGAGCCTGTTTTCACCGTCACTGACATCGCAACTTCTCAATGC
AAATGCACGAATTTGTATTAGCAGATTGTATGTTCAGGAGTTAGCTCCTTAGCAT
AGGATACTCAAGTGCCATCCTAACTCGAGCATGGGATGAAGTTCAGTATGAAGCT
TGCGCTCGTTCAGTTCAGGCCTGTGCACTTAATTCTGACCTTCAATCAATCATGAC
CTCTTTCGCATATGTGCGTGTCTCTGCACAGTTTTGAAATGGAAACAATGACCAC
GCGCTGCTCTTGGGCTGCTCCTCGGCATCCAACTCGAGTTTGGGAAGTCCTCTTAA
TTGCAGTTATGACCTGCGTCTTCAGAACTGCGCAAGTGGCAACTGCTCAAAATCC
ATGGGAAGTAACGGAGTTTACGAGGGGTGCTCGCGCTACATATTACGGTGGAAA
CGACGCCTCCGGCACCTTAGGTTCGTTCCGGATCATTGCAGGGATTCAAAGGCTT
CACACCACCTTTTCTTCCCTTGTACTTTTCATTCACTTCGCTGAACTGGGCCATGG
CGCTGGTTGACCTGCAGATAATATTCATAAGCACGAATTTTGAGACCCCAAAGTG
AAATCCCGCCATTGTATTCTACTCCTTGATTAGTCTCTGAGAATATTAGGGAGCTA
GAACCAACCTCGTCATCGTGTATACGTGTACAATTGACCTTTATGTGGATCGACA
TTGGACTCCTCATTCATGCTGTAGGTGGTGCGTGCGGATATGGTAATCTCTTCGAA
AATGGCTACGGGGTGGAGACGACGGCTCTGAGCACCGCGCTCTTCAACGATGGG
CTCACCTGCGGAGGCTGCTTTCAGATACAATGCATAGCTTCCGAGAGCGACTGGT
GCCTGGCGAATGGAACCGTGAGCATCACTGTCACCGCCACCAATTTCTGLCCCCCC
GGGATCCTTTGGAGGCTGGTGCGACCCTCCTCAGCCGCATTTCGACCTCTCCTACC
CCATGTTCGCTACCCTCGCGCAGCCCGTCGGCGGAGTCATTCCCGTCCAGTACAG
GAGGTACGTCCACTGGAGCTCCTACTACGATCTGTCACCAAGTGTTGCATCTGCA
ATCTAAAGTCTGTCAGTCTCGAACGAGGTGACCATCGACGTAAGGCTCGAGTAGA
AATCAGTGCTGCTCCCTTGCATCATCTCCCAGCAGTCCACGGAATTGATGTGTGCT
CGATGCGTGTGCTGATTCAGGGTGTCGTGCTTGAAACAAGGAGGGGTGCGCTTCC
AAATCAACGGGAATAATTGGTTCTTCCTGGTGCTGGTGATGAATGTGGCGGGGGC
CGGAGACGTGCAGGCAGTGGCGATTAAAGGGACGAGATCCGAGTGGATCTCCAT
GCAACGAAACTGGGGTCAGAATTGGGCATCAGACGGACCCCCAGAACTCGTCGG
CCAAGCTCTGAGCTTCCGTGTCACTCTGGGACTGACCAAAGAGACCTTGGACTTT
ATCGATGTGGCACCGGCAGATTGGCAGTTCGGGCAAACTTTCGAAGACGATTCAG
GCCTCAACTTTAAATAATGCTTGCATATCAAAATTCGACCCCTGGATCCGAGCAC
TTTCTCGTGAAAGTCATGCCTCAAGTCTCAAATCAGAACTCAAGCATGACTCGTT
GATGATTTCCCTCTTAAGTTACTGTTTTAGGCAGCAAGGTATGGAGCCTGAATCTA
GTAAAGCGACCATAGTTTTAATTTCTTTCATATTAGATGCTACTATCTAAGTACGA
TGCTAAAGTTATAGTCCATCGCAAAAGGTTTTCAACTGCCGCATGCAGAATGGGG
TGACTTTGTGAAATACAAAGCGCAATGCACCCATTTGTAAATGCATGACTAGAAT
AGAAAGAAGTTAATATTCACGAATAATTTTGGTCTAATATCATC






