IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0137s0021

Gene Model: Mapoly0137s0021.1.p
Description: MpoEXPA-35
Family: Alpha Expansin

3D structure:
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Phytozome: https://phytozome-next.jgi.doe.gov/info/Mpolymorpha v3 1
KEGG:-
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DOMAIN ARCHITECTURE

Query seq,
Superfanilies

PLNO# 193
List of domain hits *

+ Name Accession Description Interval E-value
[+] PLN0O0193 super family 3423 expansin-A; Provisional 38-269 3.60e-71
SEQUENCES

Peptide

>MpoEXPA-35

MTTMIMKGSGVGFVATLFASILLILNNGELTKAYDPYAVATTSWMSAKATFYGGQD
ASGTMNGGCGYANPFTLGYGAQTAALSNALFNKGLTCGACFEIKCAITATAY AKQW
CYANSPSIYITATNLCPQGSYGGWCNGANLHFDLAY AAFTKLARENAGVIPVNYRRT
PCKKSGGIKFQLNGNTYWNLVLIYNVGGGGNVAAAAIKGSRSNFYTMNQNWGMN
WESYSNLVGQALTFKITLGNGRSATFYNVAPAGWRFGQTYQAAYNF*

CDS (coding sequence)
>MpoEXPA-35

ATGACAACAATGATCATGAAAGGATCCGGAGTGGGTTTCGTTGCCACTCTGTTCG
CATCGATTCTGTTGATTTTGAACAATGGTGAGCTTACGAAGGCTTACGATCCTTAT
GCTGTGGCAACCACCTCATGGATGTCAGCTAAAGCAACCTTCTACGGAGGACAGG
ACGCTTCGGGCACTATGAACGGAGGATGCGGTTATGCTAACCCATTCACTCTGGG
CTACGGGGCTCAGACTGCAGCTCTGAGCAATGCCCTGTTCAACAAAGGATTGACT
TGTGGAGCTTGCTTCGAAATCAAGTGCGCAATCACCGCAACAGCCTACGCCAAGC
AGTGGTGCTATGCGAACAGTCCTTCCATCTACATTACCGCTACCAACTTGTGCCCA
CAAGGTTCTTATGGGGGCTGGTGTAATGGAGCAAACCTGCATTTTGATCTGGCAT
ACGCGGCTTTCACTAAGCTCGCCAGGGAAAATGCAGGTGTCATCCCCGTCAATTA
CCGCAGGACGCCATGCAAAAAGTCTGGAGGAATTAAGTTCCAGCTGAACGGAAA
CACTTACTGGAATTTGGTTCTGATCTACAACGTCGGAGGCGGAGGAAACGTCGCT
GCTGCGGCGATCAAGGGATCCAGATCCAACTTCTATACCATGAACCAGAACTGGG
GCATGAACTGGGAGTCTTACTCCAACCTGGTGGGTCAGGCTCTGACCTTCAAAAT
CACGCTGGGCAACGGCAGAAGTGCGACTTTCTACAACGTCGCGCCTGCAGGCTGG
CGGTTTGGACAAACTTACCAGGCGGCATACAACTTCTAA

Nucleotide
>MpoEXPA-35

TCCATATCACAGATCTAGCATTAAGGATCATTTGGGAGGGGGGCGACCTTCCGTT
TTGTTGTCTTACAGCTTCGGCTTACGAGGGCTTGCTGGTTCAGTTTCTCATATAAG
GTACTGGAAAAGTCAGTTCCTGTTGCAATCGACAGCTTGGTGCAGAGTGATAGTG
GCTTATTAATATTTGATTATCATATAACTGCATGTGTAGCAATTCAGAAAGTACGC
ATGTTGTCACATTCTAAACTACAACATCTGGTAAGTTGACATTAAGTTTGTTGGGG
CTGTCAGCCTTTGGTATGCAGCATCATGTGATATGAAATCATTCTATCTGAAAAC
GTGAGGTTTTTTAGAAGAGATATGAAGCTCAGAATCGGCTCAGATGTCGCTGTTG



AGCACATTCATTGTAGAAACAAAAATCCAGGATATATTTTACTTTGATGCTGGTG
CCCTATGCACTGTAATGCTGAGAAAAAATTTCTCATGTTGCAGAGAAATGACAAC
AATGATCATGAAAGGATCCGGAGTGGGTTTCGTTGCCACTCTGTTCGCATCGATT
CTGTTGATTTTGAACAATGGTGAGCTTACGAAGGCTTACGATCCTTATGCTGTGGC
AACCACCTCATGGATGTCAGCTAAAGCAACCTTCTACGGAGGACAGGACGCTTCG
GGCACTATGAGTAAGAATCCGAAATTCCATGACTTACAAAGATCTATATGTTGGA
CTAATCACTCGTCTGTAAGTCATCAGTGCAAGAAAGGCGACGAATTGAACATAAC
TATCGGGTTTCAGAAAGTGCAATTCTTGTGATCTGGACAGTCCAGTCAGAAACTG
GGTGTATCGTCTAGCTTAGCACATACACCTTCGTTATAGAAGGTTCTTGACCTTGC
TCTTGGTGTGCCTAGTCGTAAATTGGCTGCAGAGATTTTCTGAGTGCATGAGCAA
TGAGTGAAGAAAAAGAAGCGTAGTTCTATACTCACAAAGATCGTATAGATACAA
TTTCCTCGGTGGTAAAGATTTCCAGCCACTTCGTCAGTCACATGTTGATTGTAACG
GTTCATGTTGAGCTGGAGATAATTGCTTCACCTTGGCTAGGGCTGTGAATAATTC
ATTGGTTGACCCAAAACCCAGTCCTCTCGTACTAGGGTCGGCTTCTCGCAGTTCTC
TCTAAAACACCAACGGTAGATAGGAACCGAACTGTCTCACGACGATTTCAAACTT
GGACACTGCAGACGGAGGATGCGGTTATGCTAACCCATTCACTCTGGGCTACGGG
GCTCAGACTGCAGCTCTGAGCAATGCCCTGTTCAACAAAGGATTGACTTGTGGAG
CTTGCTTCGAAATCAAGTGCGCAATCACCGCAACAGCCTACGCCAAGCAGTGGTG
CTATGCGAACAGTCCTTCCATCTACATTACCGCTACCAACTTGTGCCCACAAGGTT
CTTATGGGGGCTGGTGTAATGGAGCAAACCTGCATTTTGATCTGGCATACGCGGC
TTTCACTAAGCTCGCCAGGGAAAATGCAGGTGTCATCCCCGTCAATTACCGCAGG
TACGTCAACCGAATAGCTCGAACTCTTCCTAATTCCCCCTCCCTCCACAAGCATCA
ATTGGGAGCTCAGTTGCAGACAGTGTCACAAAGATTTCATTGCTGTAACATGCCT
CAGATTGAATGATCCCAACTTCTCAAATCTTGCAATTGTGTGTTACCACCATTATA
TCATTAGTGCAGCACACATGTCCATGTCATGCCCCCTTCCTTCAGAAAAAATATG
GGCTTTGAGTTCTTTCTCCCGATAATATTTCTCAGAAGAAGTAGGATTTCCATATT
TTTAGGTGTAATTGCTGTAGGCATATCCTTTACAAACTGAATTCATGACTGTCAAT
TATATTTAGTCCGTTCATCCTCATCTGATCCTGAACAATAAAAACATGTACACAAT
CCATAAGGAGCTAAGATTTCAGCTGCAAGTCTTGTTGAGATACAACGAAGATTTG
GGTGAGTAAACAATTCTGGATCCATGAATTTTGTGCAGGACGCCATGCAAAAAGT
CTGGAGGAATTAAGTTCCAGCTGAACGGAAACACTTACTGGAATTTGGTTCTGAT
CTACAACGTCGGAGGCGGAGGAAACGTCGCTGCTGCGGCGATCAAGGGATCCAG
ATCCAACTTCTATACCATGAACCAGAACTGGGGCATGAACTGGGAGTCTTACTCC
AACCTGGTGGGTCAGGCTCTGACCTTCAAAATCACGCTGGGCAACGGCAGAAGT
GCGACTTTCTACAACGTCGCGCCTGCAGGCTGGCGGTTTGGACAAACTTACCAGG
CGGCATACAACTTCTAAGCAACCGAACATTAATACATGAATGATTGATTGATTGA
TTGATTGATTATGACAGGTAGCTAAATAGGTTCGAGCAATCTGGAGAGGCGTGTA
ACATGTATGTCATCTGGACATTAGTTCACTTTCACCTGCGCCCACAGTTTGCACGA
GTTAGCAACATAGCTTTAGCATTTAGCGTCCCATAGCTTCTCAGCTGACAGCGCA
GTCCGATAGCAGAATCTGGAGCTTGTGTTCCATCAGATAGTCTAGCTCATCTTTCT
GTCGTCTATTTGATGAATGTAGATCCCATCAGTCAAGAGGTGTGAGATGATTAAA
ATGTTTTGAAACCCCATGGCCGCTGGCAGGTCAATTGCAATTGTAGAGCAGCTCA
TGAGCGGCCCCGGAGTTTCTAGAACTCCGAGGTCACCTTTCTCCTCTTCCAATGCG
CGTGCCTGCGAGCAGTGCAGGACTTGAGAAGGTACATGCTCGTGGCGGAAGAAT
AAGACAGTGCTCGATAGGAGCATGGATCCATTTTAGTCTGATAAGATATTGTTGA
TTAGGCAGAGCTAATGAGGCTTTACAGAAGAGGTCACGGCCCCAAGAGGCCTCC
CGCTGCGAAAAGTCCAAGCAGTTGCTCGAACATGGTCCCGTCGAGACCATCCTTT
CTTCTATCTTTCAGAAATGAATAAAACATCTGCCAGTCGGCC





