IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0050s0035

Gene Model: Mapoly0050s0035.2.p
Description: MpoEXPA-12
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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Query seq.

superfanilies PLN000OS0

+ Name Accession Description Interval  E-value
[+ PLN00050 super family ci31535 expansin A; Provisional 43-257 1.55e-68
SEQUENCES

Peptide

>MpOEXPA-12

MTEMRRISRLAWSCSLAVAATALLVLLAADVAEANESFAVGRTSFGDATATFYGGS

DAAGTAGGFCGYENPFTRGYGVTTVALSDSLLSNGLNCGACYEVKCKWEASDYTK

KYCYQGMTTIVSATNLSPPGLNGEHHFDLTYPMFVKISNPESGRIPIQYRRVPCQKQG
GIRFSMVGNPFWNLVLVYNVGGWGNVHSLYVRGSRTDWYYMNRNWGQNWQCSV
NLTGQKLSFRVVLGNGQTSVFNNVADSNWKHGQTYEASSNFW*

CDS (coding sequence)
>MpoEXPA-12

ATGACTGAAATGAGGAGGATCAGTAGACTGGCATGGAGCTGCAGCTTGGCAGTG
GCAGCCACGGCATTGCTCGTGCTTCTGGCGGCAGATGTGGCGGAGGCGAACGAA
TCATTCGCCGTGGGCCGCACATCATTCGGAGACGCCACTGCGACGTTTTATGGCG
GAAGCGACGCTGCAGGAACGGCTGGGGGGTTCTGTGGGTACGAGAACCCCTTCA
CTCGAGGGTATGGAGTCACAACGGTGGCGCTCAGTGACAGCCTGCTCAGCAATG
GGCTCAATTGTGGCGCTTGTTATGAGGTCAAGTGCAAGTGGGAGGCCTCGGACTA
CACCAAGAAGTACTGCTACCAGGGCATGACCACGATTGTCTCCGCCACCAACCTC
AGCCCCCCCGGGCTCAATGGCGAGCACCATTTCGACTTGACGTACCCCATGTTCG
TCAAGATTTCCAACCCGGAATCTGGCCGCATCCCCATCCAGTACCGAAGGGTGCC
CTGTCAGAAGCAAGGAGGAATAAGGTTCTCCATGGTGGGAAATCCCTTCTGGAAT
CTGGTCCTCGTCTACAATGTGGGCGGCTGGGGGAACGTCCACTCTCTGTACGTCA
GAGGCTCTCGAACCGATTGGTATTACATGAACAGAAACTGGGGTCAAAATTGGC
AGTGTTCTGTCAACTTGACGGGCCAGAAGTTGTCGTTCCGTGTAGTTCTTGGGAAT
GGGCAAACGAGTGTGTTCAACAACGTAGCTGACTCGAATTGGAAGCACGGCCAG
ACCTACGAGGCGAGCAGCAATTTCTGGTGA

Nucleotide
>MpoEXPA-12

TCAAGCCCTATTCTTCGTCGCGTGCGAGGCTCGTGAAAAAATTCTCACCCCCGCTT
CGGCGGTCGACGTGTTCCCCGGGGACTCGAGGCGAAGGCAGGAGCAGCTCCACG

GTGCTCTCAGCTCTCAGTTACCCAGCCGCAGCTGCAGCTGCAGCGACGACGACGA
CGCCGGCCAATTTAACCGGGTCCACTCTGCCTGCTCTGCTCCGCCCTGCCCTGCTC
TGCTCTTGCCTGCCCTTGGCTGCTGGGCTCGGCTCGGCTCGCGTCCCCGAGCGCTT
CTGCTTTCGGATGTCCTAAGATACGGGGATTGATGTCAATCTGTGTCATAGTTACC
GGACATAAACTCTTCATATAAAGCTCGAGCAGCTTAGCGCTTCTCATCAGAGCCA



GTGATTCTGCAGGAGGCCCTCCCTCCCCCTGGACACCCACATTGTGCGCTGGGCG
ACGAGTCGCAGCTGCTCCTGCCTCTCAGGTACTCCTCTCGACTCATAACCGTACCC
CCCCTCCTCGCCTTGATAATCGACATCGACCCCAAGCTTCAAGACTCGCATGTTTA
TCGTCGTGCTTAATAGAAGCGAACATTGTTTTCGGACTCGTATCGAATCTCTCTCT
GGGAGTTCACAAAGGAGGCCAGAGGCAAACTCTCATGACTGACTCTGTTCGTTCC
CTCGCACCTCGTTCCTCCAGTCGAGTGGAGCTGGTCCTAACGCGTTGAGCTCGCTC
CAATGTTCTGCAGGAAGATGACTGAAATGAGGAGGATCAGTAGACTGGCATGGA
GCTGCAGCTTGGCAGTGGCAGCCACGGCATTGCTCGTGCTTCTGGCGGCAGATGT
GGCGGAGGCGAACGAATCATTCGCCGTGGGCCGCACATCATTCGGAGACGCCAC
TGCGACGTTTTATGGCGGAAGCGACGCTGCAGGAACGGCTGGGGGGTTCTGTGG
GTACGAGAACCCCTTCACTCGAGGGTATGGAGTCACAACGGTGGCGCTCAGTGAC
AGCCTGCTCAGCAATGGGCTCAATTGTGGCGCTTGTTATGAGGTCAAGTGCAAGT
GGGAGGCCTCGGACTACACCAAGAAGTACTGCTACCAGGGCATGACCACGATTG
TCTCCGCCACCAACCTCAGCCCCCCCGGGCTCAATGGCGAGCACCATTTCGACTT
GACGTACCCCATGTTCGTCAAGATTTCCAACCCGGAATCTGGCCGCATCCCCATC
CAGTACCGAAGGTAAGACCGTGCCCCACTGCCTGCCCATGCAGTCTCCCGTCAGA
CCTCAGCTCAGCTGTCGATAGAACATCTCGTCTTGTAGCACATTTGTGAGCATTTC
GTCACGAGGTTTTAGGTCTTACGAAGGTCGTTGATTCAGTGCATGCTGTCTTCGAT
CGTGACTTTGGTTGCATTACGGTGTGGGCTGGTGAGCATTCGCGATGCCATGGCC
GGGAAGGAGCTGTGCTTATATTCTGTGGACTCGCTTGTGATGTTATCAGGGTGCC
CTGTCAGAAGCAAGGAGGAATAAGGTTCTCCATGGTGGGAAATCCCTTCTGGAAT
CTGGTCCTCGTCTACAATGTGGGCGGCTGGGGGAACGTCCACTCTCTGTACGTCA
GAGGCTCTCGAACCGATTGGTATTACATGAACAGAAACTGGGGTCAAAATTGGC
AGTGTTCTGTCAACTTGACGGGCCAGAAGTTGTCGTTCCGTGTAGTTCTTGGGAAT
GGGCAAACGAGTGTGTTCAACAACGTAGCTGACTCGAATTGGAAGCACGGCCAG
ACCTACGAGGCGAGCAGCAATTTCTGGTGAAGTGGGTCGTGGGGATGTCTGTATG
AAGAATGCGCCGATCAATGGAACGGAGCGTTTTGAAATAAGTTCAGTTGCAGCG
AAGCAGAGGTGGCGTGTTAATATCACCGTATGGTTGCGCCCACTGAATCGCTGGT
TCGTACTCGTAGCTTCTGCTTCCGCGACAGATGTGGTGTGTAAACAACCATGGAC
AACTGCGCCCTCTGCCAGGAAGACGAGATGGCGTCGAGTGGAAAGAGTTCCAGA
CAGCGCCTTCACACTCGGTGACTGACAGAGTGAATTTTTCCTTGTCAATGTGAACT
TGGGTCCCGATGCTGCTGTACGTGTCTGACGATCTCGTAGGGTTCGCACTGCATA
ATATCAGCTGCAGGATTCTGCGAGATGGATGCATTGATTGTACTATACTGTTCTCT
GTACTCGGCCGACTGAGGAACTTCGCGGACGTGGACATGGTCCATAGAGGTCTCC
CGCTGCGGAACAGCTGCCGATTGGCTTTTAAATCATATTTTAATAAAGAGTCAAA
TCTTGACCGA





