IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0085s0011

Gene Model: Mapoly0085s0011.1.p
Description: MpoEXPA-17
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 PLN0O0OOS50

. Name Accession Description Interval E-value
[+] PLNOGOS0 super family c31535 expansin A; Provisional 46-257 1.14e-82
SEQUENCES

Peptide

>MpOEXPA-17

MTMSPKMALLSVLVTTLMLMCIQPSRVNAQGALYNATTWTNATATFYGGDDGAGT
MGGACGYGNMFTRGYGLETAALSTVLFNNGLTCGACFMLKCRLNESRWCYSNVSSI
TISATNFCPPNLNRTTDGWCNLPRSHFDLSVKMFTTLARAVGGIIPVLYKRVPCVKTG
GVRFTLNGNPWFNLVLISNVGGQGNVVAAQMKGSKTAWFNMRQNWGQNWELGQ
KLINQTLSFRLTLGLGQTLTFNNLTTPDWKFGQTWEADTNFPASISR*

CDS (coding sequence)
>MpoEXPA-17

ATGACTATGTCACCTAAAATGGCTCTGTTGAGCGTTCTGGTGACCACACTGATGC
TTATGTGCATCCAGCCGAGTCGTGTGAATGCACAAGGTGCACTTTACAACGCGAC
CACTTGGACCAATGCGACTGCCACGTTCTATGGTGGAGACGATGGAGCTGGGACA
ATGGGAGGAGCTTGTGGTTATGGAAACATGTTCACAAGAGGATACGGACTAGAA
ACGGCTGCTCTAAGCACAGTCCTATTCAACAATGGGTTAACTTGCGGAGCATGCT
TTATGCTGAAGTGCAGGTTGAATGAGTCAAGATGGTGCTACTCCAACGTAAGCTC
CATCACAATAAGTGCCACCAATTTTTGTCCTCCCAACCTAAACAGGACAACTGAT
GGCTGGTGCAATCTGCCAAGATCTCACTTCGACCTGTCCGTCAAAATGTTCACAA
CACTTGCCCGAGCAGTTGGAGGCATCATCCCAGTTCTGTACAAAAGAGTGCCATG
TGTAAAGACAGGAGGAGTTCGATTCACGCTGAATGGAAACCCATGGTTTAACCTT
GTGCTCATTAGCAACGTGGGAGGGCAGGGGAATGTGGTGGCTGCTCAGATGAAA
GGCTCTAAAACTGCCTGGTTCAACATGAGGCAGAACTGGGGTCAAAACTGGGAG
CTCGGTCAGAAGTTGATCAACCAGACCCTCTCATTCCGACTCACGTTAGGCCTGG
GACAAACTTTGACCTTCAACAATCTGACAACGCCCGATTGGAAATTTGGGCAGAC
GTGGGAAGCAGATACGAATTTCCCCGCCTCCATCAGTAGGTAG

Nucleotide
>MpoEXPA-17

CTTCGTCTTCTGCAGACTTAGAACTTGGCCTTGAGCTCTAGGTCTGCATCCACGTT
TCCGTCTTCGAAATCTGCTTTGACAAAAAAGGTAGGAAAGCTAATGATCCAATGC
CGTTCCATACATTCGAAACAGGTGACATGAGTACTGATGGTATTCTGATCAAGGT
AGCAGCCCATCAGGTTGCCAGTTTTAGGTAGAATCGTCAAGAATCAGATAGTTGT
TCGAGTGTTCTAGCCTGTAACTCACCAGCTTTTGAAGGCAAATCTATGTACTCGA
ACGAGCTGATCCTTTGCTATCGGCTGAAGTGATGGAGACAGACAGAAGCTAAAG
TCAGTCGACAAAGATTAAAGAGTACGCGTTTTATAAGTTAGTGGTGGATTCTTCT



GTTTAGCACTCAGAATGCAGTGAAGAGTAACACTTTCTCATTTGATTCTGCAGGC
AGATGACTATGTCACCTAAAATGGCTCTGTTGAGCGTTCTGGTGACCACACTGAT
GCTTATGTGCATCCAGCCGAGTCGTGTGAATGCACAAGGTGCACTTTACAACGCG
ACCACTTGGACCAATGCGACTGCCACGTTCTATGGTGGAGACGATGGAGCTGGGA
CAATGGGTGCGTTAGCTGCCACTTGGGATGGCCCAATGCCAAGTTCACTGAGTGT
CAAAAGACTAGGCGTAATAATTTGCATGTCGCATACCATATATCCAATAGGAGAA
CTGCAAATAAGATTCAGTGTGTGCAACATGCGTGTCGAGCAAATGCTGATGCTTT
CTCGGTATCCTTGCAGGAGGAGCTTGTGGTTATGGAAACATGTTCACAAGAGGAT
ACGGACTAGAAACGGCTGCTCTAAGCACAGTCCTATTCAACAATGGGTTAACTTG
CGGAGCATGCTTTATGCTGAAGTGCAGGTTGAATGAGTCAAGATGGTGCTACTCC
AACGTAAGCTCCATCACAATAAGTGCCACCAATTTTTGTCCTCCCAACCTAAACA
GGACAACTGATGGCTGGTGCAATCTGCCAAGATCTCACTTCGACCTGTCCGTCAA
AATGTTCACAACACTTGCCCGAGCAGTTGGAGGCATCATCCCAGTTCTGTACAAA
AGGTATAGTAGTTCAATTATACGGCTCATCTCTGCTCACTACGAAATTTTCTGGTA
GACTTTGGAAGAGATAAAGCGGGAGATTGAGATACTAAGGTCTGACGCTTTATCG
GGTCAATCTTCTGATTCAACACCTTCCGAACAAATGCAGGAAGACGTGACTTTGA
AAATGATTCCAAATCTGAACCACTTTTGTCGTGCTTTTGCTGCTGCAGAGTGCCAT
GTGTAAAGACAGGAGGAGTTCGATTCACGCTGAATGGAAACCCATGGTTTAACCT
TGTGCTCATTAGCAACGTGGGAGGGCAGGGGAATGTGGTGGCTGCTCAGATGAA
AGGCTCTAAAACTGCCTGGTTCAACATGAGGCAGAACTGGGGTCAAAACTGGGA
GCTCGGTCAGAAGTTGATCAACCAGACCCTCTCATTCCGACTCACGTTAGGCCTG
GGACAAACTTTGACCTTCAACAATCTGACAACGCCCGATTGGAAATTTGGGCAGA
CGTGGGAAGCAGATACGAATTTCCCCGCCTCCATCAGTAGGTAGAAACCACCGAT
AAGCTGACGAGTTTGAGTCTTGTGATCCAGTGGGAAAACAAGTCGAATTCACACG
TAGCACGGTCACCGGTCACGGTTTCTGGCACCAGTAAACACCAGGAATTTTACTG
CAAGACTAGAGTGAACAAGCATTCTTGCATCATCATCGTTCTGAGTCGATTGGAA
GGTCATTAGACTACCTAAAGTCAGCAGATGGTGGCAAGTACGCCCATATAGGTAA
TTCAGCTGGTTTAGATTTGAATTATGCATCTTAGCATGGTGTTATAATCGTGGTAG
AAAGGCCAGCAAAAGCCTTCAACCCAATCATTGGGTCCATATACCTGAAACTTCG
CTGAAGAAATCATTCTTATGTAGAGTTTAGAGGTACATGCTAGACATCAATTAGT
TCGGAACATACGAAGTCACTTCGCAGGACGTACAAAATCATCTAATGATCTGATT
TTGAGGCCCATGTCGTCTATGTACACATTCTTAGATGAGAGTACAACTTAAAACT
CATTAGCTTGACGCCATGGCTTACGAATCCGGGGTATCAAAGAGCGTCATGCTCC
ACACGGGTAGAAGTCTTGGGCCAACATTGTAAATTCAAGGTGCTTGAATGCAGCA
TCAGTTTCCTTGTCTATAGAAGAATTAAACTTGATTCTGAGTTTTTTCCTTCCGAG





