IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0050s0034

Gene Model: Mapoly0050s0034.1.p
Description: MpoEXPA-10
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
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Legend:
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DOMAIN ARCHITECTURE
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Query seq.
Superfanilies PLNO00S0

Uist of domainbits 7
+ Name Accession Description Interval E-value
[+] PLNO0050 super family cl31535 expansin A; Provisional 1-243 2.75e-74
SEQUENCES

Peptide

>MpoEXPA-10

MNLILSTLFLILSLDGLSEAGESGAVSRTTFGDATATFYGGTDAAGTAGGSCGYENPF

TRGYGVTTAALSNSLLSDGLNCGACFEVKCNFGASDYTRKYCYNGKSVVITSTNLSP

PGLHGEHHFDLTYPMFTQISNMIAGRIPVQYRRVPCKKQGGIKFNINGNPYFNLVLVY
NVAGGGNVYAMAMKGGNSAWCTMGRNWGQNWQSSVKLTGQGLSFRVTLGSGKM
LVENNVAPSSWQFGQTYQASSNF*

CDS (coding sequence)
>MpoEXPA-10

ATGAACCTCATTTTATCCACTTTGTTCCTCATTCTCTCGCTTGACGGCCTGTCAGA
AGCTGGAGAATCAGGAGCTGTCAGCCGCACAACTTTCGGAGATGCTACAGCAAC
GTTTTACGGAGGCACTGATGCTGCTGGTACAGCGGGAGGTTCATGTGGTTATGAA
AATCCGTTCACGAGAGGTTACGGTGTGACCACAGCTGCGCTGAGCAACAGCTTAC
TCAGTGACGGTCTGAATTGCGGAGCCTGCTTTGAAGTCAAGTGCAATTTCGGTGC
ATCAGATTATACGAGAAAATACTGCTATAACGGCAAATCAGTCGTTATCACGTCG
ACAAACCTCAGCCCTCCTGGTCTCCATGGAGAACACCACTTCGACCTGACCTACC
CAATGTTCACTCAGATTTCGAATATGATCGCTGGACGCATCCCGGTTCAATACCG
AAGAGTGCCATGTAAAAAGCAGGGAGGAATTAAATTCAATATCAATGGCAATCC
TTACTTCAATCTCGTGCTCGTGTATAACGTAGCTGGTGGTGGAAACGTTTATGCCA
TGGCGATGAAAGGTGGCAACAGTGCCTGGTGTACAATGGGACGAAACTGGGGAC
AAAATTGGCAATCCTCCGTGAAGCTTACTGGGCAGGGACTGTCTTTCCGTGTCAC
GTTGGGCAGTGGCAAGATGCTAGTGTTCAACAACGTAGCTCCATCGTCGTGGCAG
TTCGGTCAGACGTACCAGGCGAGCAGTAACTTCTGA

Nucleotide
>MpoEXPA-10

ATGAACCTCATTTTATCCACTTTGTTCCTCATTCTCTCGCTTGACGGCCTGTCAGA
AGCTGGAGAATCAGGAGCTGTCAGCCGCACAACTTTCGGAGATGCTACAGCAAC
GTTTTACGGAGGCACTGATGCTGCTGGTACAGCGGGAGGTTCATGTGGTTATGAA
AATCCGTTCACGAGAGGTTACGGTGTGACCACAGCTGCGCTGAGCAACAGCTTAC
TCAGTGACGGTCTGAATTGCGGAGCCTGCTTTGAAGTCAAGTGCAATTTCGGTGC
ATCAGATTATACGAGAAAATACTGCTATAACGGCAAATCAGTCGTTATCACGTCG
ACAAACCTCAGCCCTCCTGGTCTCCATGGAGAACACCACTTCGACCTGACCTACC
CAATGTTCACTCAGATTTCGAATATGATCGCTGGACGCATCCCGGTTCAATACCG



AAGGTGAATGAATGCACACAGAGCTCAGGAATGTCCATTAGAGTTAAACGAAAC
TAATGCGCACCTCGCAGAGTACATGCAGAAGAAGTTGACATGATTTGGATGTGAG
GTGTATACTGACAGCGAGGATGGATTGAATCATGCCATGCTACACGTGCATGATC
AGCAATTAACATTCTCCTGACAATGTTCCATGCAGAGTGCCATGTAAAAAGCAGG
GAGGAATTAAATTCAATATCAATGGCAATCCTTACTTCAATCTCGTGCTCGTGTAT
AACGTAGCTGGTGGTGGAAACGTTTATGCCATGGCGATGAAAGGTGGCAACAGT
GCCTGGTGTACAATGGGACGAAACTGGGGACAAAATTGGCAATCCTCCGTGAAG
CTTACTGGGCAGGGACTGTCTTTCCGTGTCACGTTGGGCAGTGGCAAGATGCTAG
TGTTCAACAACGTAGCTCCATCGTCGTGGCAGTTCGGTCAGACGTACCAGGCGAG
CAGTAACTTCTGA





