IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0090s0012

Gene Model: Mapoly0090s0012.1.p
Description: MpoEXPA-25
Family: Alpha Expansin

3D structure:

GENOME DATABASES

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

EXTERNAL RESOURCES

https://marchantia.info/



https://phytozome-next.jgi.doe.gov/info/Mpolymorpha_v3_1
https://marchantia.info/
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Query seq.

Superfanilies PLN0O0O50

B Name Accession Description Interval  E-value
[+] PLNODOS0 super family ci31535 expansin A; Provisional 30-246 1.89e-62
SEQUENCES

Peptide

>MpOEXPA-25

MAQLFVAGLCVLVSIFWFGESLGGVEGLKAHATFLGGSDAVGTNNGACGYSNVLA
MGYGTRTAALSAPIFREGKSCGACYKLRCRGSESVGCRSNDGVVVTVTDVCPERSV
GGWCDGQPHFRLSEPAFAQIAEPKSGGLVEVDYEKVSCDRRGGMHFLLVGHTHFLQI
LVHNVGGCGDVAAVSVKGGTGPWIRMSRSWGQLWHTGEVLDGQALSISVTMADG
KVCVSNNFAGADWKYGQTFEGAQL*

CDS (coding sequence)
>MpoEXPA-25

ATGGCACAACTGTTCGTGGCTGGGCTCTGCGTGCTCGTCTCCATCTTCTGGTTTGG
AGAATCGCTGGGCGGAGTCGAGGGGCTGAAAGCGCACGCGACGTTCCTCGGGGG
GAGTGATGCCGTGGGCACCAACAATGGCGCCTGTGGCTATAGCAATGTTCTGGCG
ATGGGGTACGGGACGAGGACGGCGGCCCTGAGCGCCCCGATCTTCAGAGAAGGC
AAATCGTGCGGAGCTTGCTACAAGCTTCGCTGCCGGGGATCGGAGAGCGTCGGGT
GCAGGAGCAACGATGGCGTCGTCGTGACGGTGACAGATGTGTGCCCTGAGCGCA
GCGTGGGCGGATGGTGCGACGGCCAACCGCATTTCCGACTGTCAGAACCGGCATT
CGCTCAGATCGCCGAGCCCAAGAGTGGAGGCCTGGTGGAAGTGGATTACGAGAA
GGTTTCCTGTGACAGGAGAGGAGGCATGCACTTCCTTCTGGTGGGACACACTCAC
TTCCTGCAGATTCTCGTGCACAATGTTGGAGGCTGCGGCGATGTGGCTGCCGTGT
CGGTGAAGGGCGGAACTGGCCCGTGGATTCGCATGAGCAGGAGCTGGGGTCAGT
TGTGGCACACGGGCGAGGTTCTCGACGGGCAGGCCCTTTCAATCTCGGTGACAAT
GGCAGATGGCAAGGTCTGTGTCAGCAACAATTTTGCAGGTGCGGATTGGAAGTAT
GGTCAAACCTTCGAGGGGGCACAATTGTAA

Nucleotide
>MpoEXPA-25

ATGGCACAACTGTTCGTGGCTGGGCTCTGCGTGCTCGTCTCCATCTTCTGGTTTGG
AGAATCGCTGGGCGGAGTCGAGGGGCTGAAAGCGCACGCGACGTTCCTCGGGGG
GAGTGATGCCGTGGGCACCAACAATGGCGCCTGTGGCTATAGCAATGTTCTGGCG
ATGGGGTACGGGACGAGGACGGCGGCCCTGAGCGCCCCGATCTTCAGAGAAGGC
AAATCGTGCGGAGCTTGCTACAAGCTTCGCTGCCGGGGATCGGAGAGCGTCGGGT
GCAGGAGCAACGATGGCGTCGTCGTGACGGTGACAGATGTGTGCCCTGAGCGCA
GCGTGGGCGGATGGTGCGACGGCCAACCGCATTTCCGACTGTCAGAACCGGCATT
CGCTCAGATCGCCGAGCCCAAGAGTGGAGGCCTGGTGGAAGTGGATTACGAGAA



GGTTTCCTGTGACAGGAGAGGAGGCATGCACTTCCTTCTGGTGGGACACACTCAC
TTCCTGCAGATTCTCGTGCACAATGTTGGAGGCTGCGGCGATGTGGCTGCCGTGT

CGGTGAAGGGCGGAACTGGCCCGTGGATTCGCATGAGCAGGAGCTGGGGTCAGT
TGTGGCACACGGGCGAGGTTCTCGACGGGCAGGCCCTTTCAATCTCGGTGACAAT

GGCAGATGGCAAGGTCTGTGTCAGCAACAATTTTGCAGGTGCGGATTGGAAGTAT
GGTCAAACCTTCGAGGGGGCACAATTGTAA





