IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0022s0134

Gene Model: Mapoly0022s0134.1.p
Description: MpoEXPA-04
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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DOMAIN ARCHITECTURE

Query seq
Superfanilies

PLNOO133
List of domain hits .

Name Accession Description Interval E-value
[+] PLN00193 super family 34 expansin-A; Provisional 25-254 8.99e-94
SEQUENCES
Peptide

>MpoEXPA-04

MASMALQLSLAAILLLLSKVSTVEAVAAWAVTDWGDAHATFYGGQDASGTMGGA
CGYGNLYSVGYGVSTAALSYAMFNKGLTCGACYELVCKLEGSKYCYPGKSITITATN
SCPPGSEGGWCDPPKLHFDLSYPMFQKLAQPVGGVIPIKY KRVACAKSGGVRFTIHG
NPYFNYILVHNVAGAGDVSALAIKGEKTGWYYMSQNWGQFWSASANVVGQALSFK
ITLGNGVSTEFSNVAPKDWKFGQTFEADNNFK*

CDS (coding sequence)
>MpoEXPA-04

ATGGCATCCATGGCGCTGCAACTCTCGCTCGCGGCGATCCTTCTGCTGCTCAGCA
AGGTGTCCACGGTCGAGGCCGTGGCCGCCTGGGCCGTCACAGACTGGGGTGACG
CCCACGCCACATTCTATGGCGGACAGGACGCTTCCGGCACCATGGGTGGTGCTTG
CGGGTATGGCAATCTCTACTCCGTCGGGTACGGAGTGTCGACCGCCGCGTTGAGC
TATGCGATGTTCAACAAAGGTCTGACCTGCGGAGCTTGCTACGAACTCGTGTGCA
AGCTGGAAGGCAGCAAGTACTGCTACCCCGGCAAGAGCATCACCATCACTGCCA
CCAATTCGTGCCCACCCGGCTCTGAGGGAGGATGGTGCGATCCCCCAAAGCTCCA
CTTTGACTTGTCCTACCCCATGTTTCAGAAGCTCGCCCAGCCCGTCGGCGGTGTCA
TCCCCATCAAGTACAAAAGAGTTGCCTGCGCCAAGTCCGGAGGAGTCCGATTCAC
CATCCACGGCAACCCCTACTTCAACTACATTCTGGTGCACAACGTCGCAGGTGCA
GGAGATGTGTCGGCGCTGGCGATCAAGGGCGAGAAGACCGGGTGGTACTACATG
AGCCAGAACTGGGGGCAATTCTGGTCGGCCAGCGCGAATGTCGTGGGTCAGGCA
TTGTCGTTCAAGATTACGCTAGGAAATGGTGTTTCCACGGAATTCTCGAACGTGG
CGCCCAAGGACTGGAAATTCGGCCAGACCTTCGAAGCCGACAACAATTTTAAATA
G

Nucleotide
>MpoEXPA-04

AGCAGGGATGATTCCATTTTGTTATTTAGTCGTTCCTCCCCCACTTCTTGAACGTT
CTGCATTCCGGGTCTGGTTCAGATTCTCTTCGAGGTCTTGAGGCATTGAAAGTTGC
GGCATTCCCTGACAGCTTCGTAGTGCGGGCAGTAGTAGGCCTTACGAGGCAGGGT
GGGGCTGGGGTCGGGGAATTTAGCTGGGATGGGAATTTCTGCATTCACCTTCATG
TCGGCCGACCGTGGCTTGAGTCCACGAGCCTGATTTCAGCTCTCCTCACAACCGC
CTGGGATTCTGAAACCCCGCCACGTCTCGGGACCTTTCTTGACGTGTTCTCTTGCT
CCTGTGTAGAGCGATGGCATCCATGGCGCTGCAACTCTCGCTCGCGGCGATCCTT



CTGCTGCTCAGCAAGGTGTCCACGGTCGAGGCCGTGGCCGCCTGGGCCGTCACAG
ACTGGGGTGACGCCCACGCCACATTCTATGGCGGACAGGACGCTTCCGGCACCAT
GGGTAAGCAAGCAAGCACGCGGACATTGATTCAAAACAGAAGTTCTTAGGAGGA
AATTCTTATTCGGCAGGATTGGAAATTGTTCTTTCAGGGCAACAAACAATGGCGC
AAAGGTGTAACTCGTGTTTGTCCTGATCGATGCAGGTGGTGCTTGCGGGTATGGC
AATCTCTACTCCGTCGGGTACGGAGTGTCGACCGCCGCGTTGAGCTATGCGATGT
TCAACAAAGGTCTGACCTGCGGAGCTTGCTACGAACTCGTGTGCAAGCTGGAAGG
CAGCAAGTACTGCTACCCCGGCAAGAGCATCACCATCACTGCCACCAATTCGTGC
CCACCCGGCTCTGAGGGAGGATGGTGCGATCCCCCAAAGCTCCACTTTGACTTGT
CCTACCCCATGTTTCAGAAGCTCGCCCAGCCCGTCGGCGGTGTCATCCCCATCAA
GTACAAAAGGTGCATAGCCGAACTTCAATCCCTGAGTTTCCGCCGAATTCCTACT
CACGTACCATAGCTCGATTCGTGGCCATGCACAGCACGTCGAAATGTGAAATTGT
AAATCGTAGAATCGTGGAATCGTAAATTGCGTTGCTAAAAGTGGGCATTTTGAGT
TGATTCCAGAGTTGCCTGCGCCAAGTCCGGAGGAGTCCGATTCACCATCCACGGC
AACCCCTACTTCAACTACATTCTGGTGCACAACGTCGCAGGTGCAGGAGATGTGT
CGGCGCTGGCGATCAAGGGCGAGAAGACCGGGTGGTACTACATGAGCCAGAACT
GGGGGCAATTCTGGTCGGCCAGCGCGAATGTCGTGGGTCAGGCATTGTCGTTCAA
GATTACGCTAGGAAATGGTGTTTCCACGGAATTCTCGAACGTGGCGCCCAAGGAC
TGGAAATTCGGCCAGACCTTCGAAGCCGACAACAATTTTAAATAGCAACCCTGAG
GGCTTGTACTCAAGCCCACGAGGTGGTGTGAAATCTCTTCATAGTGTACTACACC
GTGCCCGAACCGAAATTGGTTCGAGGCCAGAACAATTTTCAAATTATTTGGATTC
TATCGCCGCAATTCAGCAAAATGTGCCGCTCGTAGAAAGGAGGAGGCGTGTACA
GACACAGTGTGAACACACAGCGCCCACTTTCTGCAGGATGTGCTGTTAATTACCG
TACCCAGGGGGCTTTGTGGAGTAGAATGGGAGGGGGAGGGGGCCCGAGAGGGCC
GAAGGGCAGCAGTGAGGATTGTTGGTCGTGGGGATCCTGTGGTGTTAGCGAGATT
GTGCCACCCGCCCCACGAGCATGTTGAATGTTTGGATTTTACACCTGAGTGGGCT
TGTGTACACTCGGACCTGGTTACGTGATTTGAGTAAACTCGTCTCTTCATCATGTG
AGACACAATTGA






