IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0085s0053

Gene Model: Mapoly0085s0053.1.p
Description: MpoEXPA-22
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:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Superfanilies PLNOOOS0O

Name Accession Description Interval E-value
[+] PLND0O50 super family 535 expansin A; Provisional 45-266 523-79
SEQUENCES

Peptide

>MpOEXPA-22

MVRLPDNMLTFGIGIGIVCTLSTVMRVECIPELISSEPPYAARTWMDAHATFHGGSAV
ADTMGGACGYGNLISRGYGLHTSALSSSLFNSGLTCGACFKVRCKAASSMRCHATA
GSITVTATDLYSENLATLIEDERRSNPSQPQFDLAVSAFQMLARPMVGLIPIEYQRVPC
EKEGGIRFTLNGNSWFNLVLVHNVGGDGNVVAVQVKGSRASSWSMMNRRWGQNW
ELRENLQGQILSFRITTGFGKTVLLPDVAQADWRFGQTYESEGNFSGW*

CDS (coding sequence)
>MpoEXPA-22

ATGGTGAGATTACCCGACAACATGCTCACCTTCGGTATCGGTATCGGTATCGTGT
GTACGCTGAGCACTGTCATGCGCGTTGAGTGCATCCCAGAGTTGATCAGCTCTGA
ACCACCTTACGCTGCGAGGACGTGGATGGATGCGCATGCAACGTTTCATGGAGGG
AGTGCCGTCGCTGACACAATGGGTGGAGCTTGTGGTTATGGAAATTTGATATCTA
GGGGCTACGGCTTGCACACATCAGCTCTGAGTTCATCCCTTTTCAACAGTGGATT
GACCTGCGGAGCATGTTTCAAGGTCAGATGTAAAGCGGCTTCGTCGATGCGATGC
CATGCAACTGCTGGTTCTATCACGGTGACTGCCACCGACCTTTACTCTGAGAATCT
CGCCACTCTCATCGAAGATGAACGACGGAGTAACCCATCCCAACCGCAATTCGAT
CTAGCCGTCAGCGCGTTCCAAATGCTGGCCAGACCCATGGTCGGATTGATTCCTA
TTGAATATCAAAGAGTGCCATGTGAGAAGGAGGGAGGAATCAGATTCACACTGA
ACGGCAACTCGTGGTTCAACCTCGTTTTGGTGCACAATGTTGGAGGAGATGGTAA
CGTCGTTGCTGTTCAAGTCAAGGGCTCGAGAGCCAGCAGCTGGTCGATGATGAAC
CGGAGGTGGGGTCAAAACTGGGAGCTGAGGGAAAATCTTCAAGGACAGATCCTT
TCCTTTCGGATCACCACCGGTTTCGGAAAGACTGTGCTACTGCCCGACGTCGCAC
AAGCCGATTGGCGCTTTGGGCAAACTTACGAGTCGGAGGGCAATTTCAGCGGGTG
GTGA

Nucleotide
>MpoEXPA-22

GCTTCTTCGTTGGACTCTCGAGCTTTCCTCAGCTTCCAGAGTTCTCTGAGTTCTGT
AGGGCCGTTGGTTTGCAACTCGTCGAGACTGCCCCACTCTTCGCCACGGTAGTTCT
CAATTGTTCCAGTATCCTCTTCAGGCATCGCAACTTCTACGATGCGAATCCCCATA
TTCTCATGTTCGTCTAAGGAGAAATTTCTTTTGAATTCAGGTCGAGTTGCAACTTG
TTCAATTATCTACTAGAAACATACGGAGACATTTGAGCTGATTTCTGGAAAAATC
GTCCAGGAAGATGGTGAGATTACCCGACAACATGCTCACCTTCGGTATCGGTATC



GGTATCGTGTGTACGCTGAGCACTGTCATGCGCGTTGAGTGCATCCCAGAGTTGA
TCAGCTCTGAACCACCTTACGCTGCGAGGACGTGGATGGATGCGCATGCAACGTT
TCATGGAGGGAGTGCCGTCGCTGACACAATGGGTAAAATCGTCCGCATGCTTTTG
CTACGGACACCGATTGAAGCGAGCCCACATACTGAGTCTTAATTACCATTCTGTG
TAAGAACTAACCGAAAAGCCATGCACTGATCTGCCGTGGTTTGGTGGCAGGTGGA
GCTTGTGGTTATGGAAATTTGATATCTAGGGGCTACGGCTTGCACACATCAGCTC
TGAGTTCATCCCTTTTCAACAGTGGATTGACCTGCGGAGCATGTTTCAAGGTCAG
ATGTAAAGCGGCTTCGTCGATGCGATGCCATGCAACTGCTGGTTCTATCACGGTG
ACTGCCACCGACCTTTACTCTGAGAATCTCGCCACTCTCATCGAAGATGAACGAC
GGAGTAACCCATCCCAACCGCAATTCGATCTAGCCGTCAGCGCGTTCCAAATGCT
GGCCAGACCCATGGTCGGATTGATTCCTATTGAATATCAAAGGTCAGTCCGCAAC
CAAAGTCCTACTTTCAATGCAGAACAGTAAGCTTACGTGGTATCTTCAGAAGTAT
GAGATTTTATATTCGAGGATATTTTTCAGAGTATGGATGGTGCTAGTCATGATCCG
AGCTCTCTCTAGTCATAAGAATTTACTTTGGTTGCTTATCTTTGCCCTTCGAGTAT
AACTTGGAGTCAATTTGTGACCTGCAAATGTCACATTTGGTTCGGACTTCGAGAG
ATGCAGAACACAAATGAGGTAACGAGGTACAATCATTGCCTCTAATGCAGAGTG
CCATGTGAGAAGGAGGGAGGAATCAGATTCACACTGAACGGCAACTCGTGGTTC
AACCTCGTTTTGGTGCACAATGTTGGAGGAGATGGTAACGTCGTTGCTGTTCAAG
TCAAGGGCTCGAGAGCCAGCAGCTGGTCGATGATGAACCGGAGGTGGGGTCAAA
ACTGGGAGCTGAGGGAAAATCTTCAAGGACAGATCCTTTCCTTTCGGATCACCAC
CGGTTTCGGAAAGACTGTGCTACTGCCCGACGTCGCACAAGCCGATTGGCGCTTT
GGGCAAACTTACGAGTCGGAGGGCAATTTCAGCGGGTGGTGACGTGCTGTGCCA
AAGGATCGTCGAGCACAAATGTAACCTATGTATCATAGGATTCAGACACCCGTTC
CTCCTGATCAGAAGAGGCTTGTTCATATGCGTGCATGAAGAGACAGACAGAAGA
TGGTTCGTAGTTGCAGTGAAGCAGATACTGAACAGCTACGACTCGATACGATTAG
GTTAGTGATCTTCATATATCTACGTCCAATGTACCACAATACAGAATTTGAGCAG
TCTCCTCCATAGAAGCTCCAAGTGACAACCCGTAATTATTGCAAAATCTACGAAG
TCAACTTTGTTTGCGGTTTTAAAATTGGAACTTTACGTACGCATGACAACTCCTGT
AGTCTGTCATAGCAGTCTACGCGATGTAATCTCGGGAGACAGACATTATGCCCGG
ATTCCGAAGGCGCAGATGATAACCAGATGACAGATAACATAATTAGTGCAAGCA
ACGCTGTACACTGGAGCATGGCTGAGAGCGAAGATCATATGGCTCCTCTAACCAA
CGTAATAAATGGATTCTCCTATAAAGAATGATTCCACAACCCAGAAATTACAGA





