IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0118s0017

Gene Model: Mapoly0118s0017.1.p
Description: MpoEXPA-30
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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Legend:
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DOMAIN ARCHITECTURE

Query seq.
Superfanilies

PLNOO133
Name Accession Description Interval E-value
[+] PLN00193 super family cI33423 expansin-A; Provisional 7-255 2.25e-98
SEQUENCES
Peptide

>MpoEXPA-30

MAGMTRAAFARLALGFLLVLWSRAPVARAWVMTDWADAHATFYGGQDASGTMG
GACGYGNLYSVGYGTSSTALSNALFNNGLSCGACFQIVCRLAESKYCYPGGSVVVTA
TNACPPGSEGGWCDPPKAHFDLSYPAFQRLAQPVGGVIPVRYKRVSCSRNGGIRFTIR
GNPYFDLVLVTNVGEFGAVQSLQIKGERTGWTYMRQNWGANWQANVNVQGQALA
FKVTLDNGRSLEFYNVAPKNWGFGQTFEADYNF*

CDS (coding sequence)
>MpoEXPA-30

ATGGCTGGAATGACGCGAGCTGCCTTTGCGCGCTTGGCTTTGGGCTTTCTGCTCGT
GCTCTGGAGTAGGGCCCCTGTGGCACGCGCCTGGGTAATGACGGACTGGGCCGA
CGCCCACGCAACTTTTTACGGAGGTCAAGATGCTTCCGGCACCATGGGCGGAGCC
TGTGGATACGGCAACCTGTACTCGGTCGGATACGGGACCTCGTCCACGGCGCTGA
GCAATGCCCTGTTCAACAACGGGCTCAGCTGCGGCGCGTGCTTCCAAATCGTGTG
CAGATTGGCCGAGAGCAAGTACTGCTACCCGGGCGGCAGCGTCGTGGTGACGGC
CACCAATGCCTGCCCGCCCGGATCCGAAGGAGGCTGGTGCGATCCCCCCAAGGC
GCACTTCGATCTCTCGTACCCGGCCTTCCAGCGCCTCGCCCAACCCGTCGGCGGA
GTGATTCCTGTCAGATACAAGAGGGTGTCGTGCAGCAGGAACGGAGGCATCCGC
TTCACCATCCGGGGCAATCCGTACTTCGATCTGGTGCTGGTGACGAACGTGGGCG
AGTTCGGCGCGGTGCAGTCGCTGCAGATCAAGGGCGAGCGGACCGGCTGGACCT
ACATGCGCCAGAACTGGGGCGCCAACTGGCAAGCGAACGTGAACGTGCAGGGCC
AAGCCCTGGCCTTCAAGGTTACGCTGGACAATGGCCGGAGCCTGGAATTCTACAA
CGTGGCTCCCAAGAACTGGGGCTTCGGGCAAACCTTCGAGGCCGACTACAACTTC
TAG

Nucleotide
>MpoEXPA-30

ACTAGTCAGATAACGCATTGCCCCATATCTCCACCCACTGTTCCTAGCCTCTGGGC
TGCCTTCAGGTAGTACACGACTCTCCCTCTTGCCTCCTCTGCTCCCTCCCCTCCCTC
CGTTCATAGCCAGCAGCTGGGAGGTCGGTTTGGTTTCTCGCGCCTCCCAGCTTTCG
GGCCTCTCCCCCCCCACCCCACCCCACCCCCTCTTCTCGTCTCCTCATCAACTCTCT
CGCTTTCCTTGTTCAGCTCCAGCGCCTCGTGCGACTCCCTCCCTCACTCACTCCCT
CACTCTCACTCTCTCTCTCTCTCTCTTTCTCTCTCAGTCTATGTACTTCACTCGGCC
TGCTGCTTCAGTGTCTGGGTGTCTCCATATAACACTCGGGCTGCTTCTGCTGCTGC



TGCTGCAGCTGCATTGAGCTGGCCCGCCCGTCTCCGCGCGTGCTCGTCGTTGCTGT
CGACGGGTCTTTCGAGTTTGGCTTGCATTGTGTAGCTCGAGCGAGACCTAGAGTG
GACTTGGACTGAAAGGAACTGGACGGGGCGGGAGCGAGCGAGCGAGCCTCGATA
GAGGCACAGAGAGAGGGAGAGCACAAGCGGTGCGAGCCTCGCTTTCGTGCTATA
TTGGCTGAGCTGCGTCGTCTTCTGTCTGCTGATCAGACAAATGCAGAAAACACAT
GAGCACGGGCTTCCGCGTTGAAGTGAGGGAAGGCATTTGTGGTTGATAGACTCGC
CTCCTAATTGGACGGTTTGCCGAGGAGAAGAAGAGCAGCAGCAGCTCACTGAAG
TGGACTGTTATTTTTTGATTCGGCCCCTCGTCCCGAGCTGCTCTCTCGAGCGCTAC
CTCACGTGTTTGCAAGATCATGGCTGGAATGACGCGAGCTGCCTTTGCGCGCTTG
GCTTTGGGCTTTCTGCTCGTGCTCTGGAGTAGGGCCCCTGTGGCACGCGCCTGGGT
AATGACGGACTGGGCCGACGCCCACGCAACTTTTTACGGAGGTCAAGATGCTTCC
GGCACCATGGGTTAGTATTCTCCCCCCTTTTGCTGATCCGCTCTTGCCCTTCTTTTA
ATGTTTCCCCTTGCCTTCGGTCTCGATACACATTAGCGCATGCCGTTCGTTTCTCC
CGTTTCGTCGTTCGTCGGCTCGCGGGCAGTGTAGCATTGTGGCCGCCTCGTCGTCG
TCGTCGTCGTGCATCGGCATGGCATGGTATTGCGCCGAGGTCGAGGTCGAGGTCG
GCGGGGGCTGTTCTTGATCGTGGGGCGTGTGCTGTGTGCTGCAGGCGGAGCCTGT
GGATACGGCAACCTGTACTCGGTCGGATACGGGACCTCGTCCACGGCGCTGAGCA
ATGCCCTGTTCAACAACGGGCTCAGCTGCGGCGCGTGCTTCCAAATCGTGTGCAG
ATTGGCCGAGAGCAAGTACTGCTACCCGGGCGGCAGCGTCGTGGTGACGGCCAC
CAATGCCTGCCCGCCCGGATCCGAAGGAGGCTGGTGCGATCCCCCCAAGGCGCA
CTTCGATCTCTCGTACCCGGCCTTCCAGCGCCTCGCCCAACCCGTCGGCGGAGTG
ATTCCTGTCAGATACAAGAGGTACCTCCCTCCCCTCCCCCCACTTCATGCTCTCCC
CATGCACGTCCTGTCCATCCACGGGCATTGCACCGCCCTTGTCTATTTGCTCTATT
TGCTCTGCCCCGCTCCTCACTGCACTGCACTGCGCTGCGCATGAGCTCCTGCCGLC
GCGCAGTCTGCGGCTGGCCGGTTCCTGACCTCGAGGGCGTAATGTCGTTCGCCCA
CGCCTCCATTGCCTCTCGAGGCCGAGGCGATGGAGGAAGAGATAGAGATAGAAT
GCTTAGAGAGGGTGATTGAGAATGGCGAGTCTGACGGGAGAATGGGTGGGGATC
GGAATGGCGCGCAGGGTGTCGTGCAGCAGGAACGGAGGCATCCGCTTCACCATC
CGGGGCAATCCGTACTTCGATCTGGTGCTGGTGACGAACGTGGGCGAGTTCGGCG
CGGTGCAGTCGCTGCAGATCAAGGGCGAGCGGACCGGCTGGACCTACATGCGCC
AGAACTGGGGCGCCAACTGGCAAGCGAACGTGAACGTGCAGGGCCAAGCCCTGG
CCTTCAAGGTTACGCTGGACAATGGCCGGAGCCTGGAATTCTACAACGTGGCTCC
CAAGAACTGGGGCTTCGGGCAAACCTTCGAGGCCGACTACAACTTCTAGAGATCA
GTCTTCAGGCGCCGGAGCAGCAGCAGCAGCAGCAGCAGAGTGGAGATGAGTCGA
GATGAGATTGAGATGAGATGAAATGAAATGAGATAAGACGAGATGATAAGATAA
GAGACGAGATGATAAGGTCCAGCAGATTAGGCTATTCAATACATAGCAGTATGG
TGCGCCTTGCCAAGGGCAAAGTTTTTGGCAAGCTCTACTTTGAAACCTTGTTGAA
AGATCTTGAATTTCGCCGCATAGCATTTATGAAATAGAAGCGGCGTGTACGTGTA
TATATACTCCATGCCCACTGTTCGTTAGCCGGGCCATGAAGGCATTCCTTGTTTAG
GGGTATTTATGGAAGCCGAGGTGTCCGCTATAAGAGCCGCCCGCTCCTTCGACAT
GTTCGAATACGGTATTCTCATTCGCCGGTCTATTCTCCAATGTTGAATTTGCGGAA
GAGGTGACAATTTGGGGGCCAAACGGCCATCCGCTGCAAGACGTAATTCTAGCTA
GCTGTCTGAGGAAAATACTCGACATACAGCAGGTAGATGTCGTGGGTTCCGCGAG
CCACGATCAACACTCACAGAGGTAGCCAGCAATCGAATCGTAATGCGTCCTTTGA
TGGGCCTAGGATGTGATATGTTGCTCAACTCTTGGTAACCTTGACATAGTTTTTTA
ACCTGGACGTCATCACTAACTAAGTGATGGCTTAACAAT






