IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0137s0020

Gene Model: Mapoly0137s0020.1.p
Description: MpoEXPA-34
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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GENE STRUCTURE

MpoEXPA-34 —
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Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE
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Query seq.,
Superfanilies PLNOOOS0O

Name Accession Description Interval E-value
[+] PLNO0O50 super family 535 expansin A; Provisiona 37-258 5.35e-82
SEQUENCES
Peptide

>MpoEXPA-34

MAQISTRSLFVVLATILVAISNAVPSNAADSRIVATTTFMDAKATYYGGNDASGTMN
GGCGYANPFALGYGDQTVALSTALWNKGLTCGACFEIKCKISATAYAKKWCYPKA
GSIKITATNLCPPGSHGGWCDPPKSHFDLAY AAFTRLANFQAGVIPIQYRRTPCRKNG
GVKFSMNGNPYWHLVLVHNVAGGGNVHAMQIKGSRTGFMQMKQNWGQNWEAY
CNLVGQSVTFKVTLGNGRTVTFWNAVASNWKFGQTYQTKYNF*

CDS (coding sequence)
>MpoEXPA-34

ATGGCACAGATTTCTACCAGGAGCCTGTTCGTTGTGCTGGCCACAATTCTCGTGG
CCATCAGCAATGCTGTCCCGTCTAATGCTGCAGATTCCAGAATTGTGGCTACTAC
CACTTTCATGGATGCAAAAGCTACCTACTATGGTGGCAACGACGCTTCTGGGACC
ATGAACGGTGGATGCGGCTATGCCAATCCCTTCGCTTTGGGATATGGTGATCAGA
CTGTAGCTCTAAGCACAGCCCTCTGGAATAAGGGACTCACTTGCGGTGCCTGTTT
TGAGATAAAGTGCAAGATTAGTGCCACTGCTTATGCCAAGAAATGGTGCTATCCT
AAGGCTGGATCTATCAAAATCACTGCAACTAACTTATGTCCTCCTGGTTCTCATGG
AGGGTGGTGTGATCCACCCAAAAGCCATTTCGATTTGGCATATGCTGCGTTCACC
CGCCTGGCCAACTTCCAAGCTGGTGTCATCCCCATCCAATACCGCAGGACACCCT
GCCGGAAGAATGGAGGAGTCAAGTTCTCGATGAACGGAAACCCCTACTGGCACC
TTGTGCTCGTGCACAATGTGGCAGGCGGGGGAAATGTGCATGCCATGCAAATCAA
GGGGTCGAGAACCGGTTTCATGCAAATGAAGCAAAACTGGGGCCAAAACTGGGA
GGCCTACTGTAACCTCGTCGGTCAGTCCGTTACATTCAAGGTCACTCTGGGGAAC
GGCAGAACTGTGACATTCTGGAATGCTGTAGCATCCAACTGGAAATTCGGCCAAA
CTTATCAGACGAAATACAACTTCTAG

Nucleotide
>MpoEXPA-34

CGGCGGTGCTACATCATGGACGGGATTTGCAGGCCTCCTCAGGAACCGGTGTCTC
TAGCGCCACGAGGTGTCCTGTTGACATTGGTATGCGCCTTGAGCGACTCGGGAGA
CCGTGATGTGCGCGGCGGCCTAAAGGTTTGCTCACTCGCTGAGAAAAGAAGGGC
CAAACTGCAGCATGATTTGCAAAAATGGCGGTTGCGCAGGAACCGGAGAAGGCG
CAGGAGTGTTGGAAGGAATGAACAGAAAGTCACCGCCCCCTGTTACAGGATGGG
CCAATTCGGGAGTGATGTTCAGGTTGGAGATTCTCCAGTTCTCCATCGTCCCGGG
CACTGGCATATAAGTGGAACTTAATGTCAAACCTTTCCATATTCATTACTCAGTCC



CAGCCAGCGCTCTCGGGGAGGATCGACCTTCCTCACTAGTTTCTCGTGCACCAAC
AGCAGCAACAGCTACAACAGCTGGTTGGGGTCTCCTCAGGTATGCTTCCGCTCCA
TCGCCAGCTATTTCACAGTTCTCGATGGCGATCCTCTGGGAAACATATCCAGGAA
ACATTCGACAGCGCAGTGCCTTAGACGACTACCGCGGATTAGTAGTCAGGATTCC
AGGGACTGTCGGGCACCTGAGTCAATGTTAGGCCGCATGCTGTTGGATATTGAGA
GAATATTTCTACTTGAGATCTCTCGGAAACTTGGTGATACAATTGAGAACACTAT
ATGCACTGAGAAACCGAGGTTCTCACGGGCGACGGTTTCTGTAAAATGGGTTGGG
CTAGACATCACCACACCGCCCCGCCCCGATTGAATAGTTCATTCGAATTCCTGGT
AGTGGCAATCGACGTAAATGTGTGATCAGTCGATTGTACAGGACTTCTACTATCT
CCTTGCGCTTTCAATTATACCCTCAGTTGGCAGTAGTTCGGCTTGGGTGGTTCTGA
AATCCTCTCAAATAATTGACAGAGAGCTTTCACGTTTGCAGGAAAATGGCACAGA
TTTCTACCAGGAGCCTGTTCGTTGTGCTGGCCACAATTCTCGTGGCCATCAGCAAT
GCTGTCCCGTCTAATGCTGCAGATTCCAGAATTGTGGCTACTACCACTTTCATGGA
TGCAAAAGCTACCTACTATGGTGGCAACGACGCTTCTGGGACCATGAGTAAGTAA
ACCTTGAATGGGCGTTCCACTCGGTAGCATATGCAGATTATAATTTTCCGCAGTTT
TAGATAATATCTTTGCCTCAAGATTTGGAGTCTATCATCCTAGAAGGCTAACCTTT
ATCAATGTCGTGCAGACGGTGGATGCGGCTATGCCAATCCCTTCGCTTTGGGATA
TGGTGATCAGACTGTAGCTCTAAGCACAGCCCTCTGGAATAAGGGACTCACTTGC
GGTGCCTGTTTTGAGATAAAGTGCAAGATTAGTGCCACTGCTTATGCCAAGAAAT
GGTGCTATCCTAAGGCTGGATCTATCAAAATCACTGCAACTAACTTATGTCCTCCT
GGTTCTCATGGAGGGTGGTGTGATCCACCCAAAAGCCATTTCGATTTGGCATATG
CTGCGTTCACCCGCCTGGCCAACTTCCAAGCTGGTGTCATCCCCATCCAATACCGC
AGGTAAGATCTGCCCCTGTATTTGAAGCTGCATTTACATGTGACTGAGCCATATA
CTCATCAGTCAGATTTTAAAGATGTTTTAAAGATTTTTTCAGATGTTTTTTAATCC
AGTGGAGAAATCTCGTTGCGGTTTAACTTTCTGAGTTAGGACCCCAAAGTGATGA
TTAATCATTTGCCTGACATTGTTGAACAATCACGTTTGCAGGACACCCTGCCGGA
AGAATGGAGGAGTCAAGTTCTCGATGAACGGAAACCCCTACTGGCACCTTGTGCT
CGTGCACAATGTGGCAGGCGGGGGAAATGTGCATGCCATGCAAATCAAGGGGTC
GAGAACCGGTTTCATGCAAATGAAGCAAAACTGGGGCCAAAACTGGGAGGCCTA
CTGTAACCTCGTCGGTCAGTCCGTTACATTCAAGGTCACTCTGGGGAACGGCAGA
ACTGTGACATTCTGGAATGCTGTAGCATCCAACTGGAAATTCGGCCAAACTTATC
AGACGAAATACAACTTCTAGTTTTTCAGCCTGCATAGATATTACGGATTTTAGAT
GCGTCAATAAGATCCAGAAGACAGCTACTCACAGATATACAGCAAGCATGCAGT
AGAGGCGTGGTCATATTGACATTCTTCCGCCCACCGTGCTCCAAGATCACTAAGC
TAGTGTAATTTATCTCGATGATCACTAGGATCTGATCTCGTGCAGAGCTAAAATG
GAACAACGTAGTCCGATTCTATTGCAGAAGATTGTAGCATCTAAGCTGGCAGATC
TGTCGTTTCAGATGGGTTCTCGTTCATGGTTTTGCGCACTGGTTGCGCGCAGTTGA
TTAACCAGCTAGCTAGCTAGACCTGGCTGCTGTCAGAAGAACTGCTACATGTACA
GCACGTAGATTAGCAGCTCCATTTTTTCCATCCGTTCTTGCATTCAGCAAAGATTC
TGCAGTCGTGGACTCGGCCCGCCCATTCAAAGAGGCCACCCGCTGGAGAATGCA
AGCTCTTGCCTGGACGTGATCACTGGGCCCCACTGATTGTGTTCAATAAAAGGTC
TGCCAGCACCTTAATTTCAGAAATTCAGAACTTCAAACATTCGC





