IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0050s0035

Gene Model: Mapoly0050s0035.1.p
Description: MpoEXPA-11
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 PLNO0O50

List of domain hits ol

+ Name Accession Description Interval E-value
[+] PLNOOO50 super family 31535 expansin A; Provisional 48-262 5.90e-69

SEQUENCES
Peptide
>MpoEXPA-11

MFCRKMTEMRRISRLAWSCSLAVAATALLVLLAADVAEANESFAVGRTSFGDATAT
FYGGSDAAGTAGGFCGYENPFTRGYGVTTVALSDSLLSNGLNCGACYEVKCKWEAS
DYTKKYCYQGMTTIVSATNLSPPGLNGEHHFDLTYPMFVKISNPESGRIPIQYRRVPC
QKQGGIRFSMVGNPFWNLVLVYNVGGWGNVHSLYVRGSRTDWYYMNRNWGQNW
QCSVNLTGQKLSFRVVLGNGQTSVFNNVADSNWKHGQTYEASSNFW*

CDS (coding sequence)
>MpoEXPA-11

ATGTTCTGCAGGAAGATGACTGAAATGAGGAGGATCAGTAGACTGGCATGGAGC
TGCAGCTTGGCAGTGGCAGCCACGGCATTGCTCGTGCTTCTGGCGGCAGATGTGG
CGGAGGCGAACGAATCATTCGCCGTGGGCCGCACATCATTCGGAGACGCCACTG
CGACGTTTTATGGCGGAAGCGACGCTGCAGGAACGGCTGGGGGGTTCTGTGGGT
ACGAGAACCCCTTCACTCGAGGGTATGGAGTCACAACGGTGGCGCTCAGTGACA
GCCTGCTCAGCAATGGGCTCAATTGTGGCGCTTGTTATGAGGTCAAGTGCAAGTG
GGAGGCCTCGGACTACACCAAGAAGTACTGCTACCAGGGCATGACCACGATTGT
CTCCGCCACCAACCTCAGCCCCCCCGGGCTCAATGGCGAGCACCATTTCGACTTG
ACGTACCCCATGTTCGTCAAGATTTCCAACCCGGAATCTGGCCGCATCCCCATCC
AGTACCGAAGGGTGCCCTGTCAGAAGCAAGGAGGAATAAGGTTCTCCATGGTGG
GAAATCCCTTCTGGAATCTGGTCCTCGTCTACAATGTGGGCGGCTGGGGGAACGT
CCACTCTCTGTACGTCAGAGGCTCTCGAACCGATTGGTATTACATGAACAGAAAC
TGGGGTCAAAATTGGCAGTGTTCTGTCAACTTGACGGGCCAGAAGTTGTCGTTCC
GTGTAGTTCTTGGGAATGGGCAAACGAGTGTGTTCAACAACGTAGCTGACTCGAA
TTGGAAGCACGGCCAGACCTACGAGGCGAGCAGCAATTTCTGGTGA

Nucleotide
>MpoEXPA-11

GACTCATAACCGTACCCCCCCTCCTCGCCTTGATAATCGACATCGACCCCAAGCTT
CAAGACTCGCATGTTTATCGTCGTGCTTAATAGAAGCGAACATTGTTTTCGGACTC
GTATCGAATCTCTCTCTGGGAGTTCACAAAGGAGGCCAGAGGCAAACTCTCATGA
CTGACTCTGTTCGTTCCCTCGCACCTCGTTCCTCCAGTCGAGTGGAGCTGGTCCTA

ACGCGTTGAGCTCGCTCCAATGTTCTGCAGGAAGATGACTGAAATGAGGAGGATC
AGTAGACTGGCATGGAGCTGCAGCTTGGCAGTGGCAGCCACGGCATTGCTCGTGC
TTCTGGCGGCAGATGTGGCGGAGGCGAACGAATCATTCGCCGTGGGCCGCACATC



ATTCGGAGACGCCACTGCGACGTTTTATGGCGGAAGCGACGCTGCAGGAACGGC
TGGGGGGTTCTGTGGGTACGAGAACCCCTTCACTCGAGGGTATGGAGTCACAACG
GTGGCGCTCAGTGACAGCCTGCTCAGCAATGGGCTCAATTGTGGCGCTTGTTATG
AGGTCAAGTGCAAGTGGGAGGCCTCGGACTACACCAAGAAGTACTGCTACCAGG
GCATGACCACGATTGTCTCCGCCACCAACCTCAGCCCCCCCGGGCTCAATGGCGA
GCACCATTTCGACTTGACGTACCCCATGTTCGTCAAGATTTCCAACCCGGAATCTG
GCCGCATCCCCATCCAGTACCGAAGGTAAGACCGTGCCCCACTGCCTGCCCATGC
AGTCTCCCGTCAGACCTCAGCTCAGCTGTCGATAGAACATCTCGTCTTGTAGCAC
ATTTGTGAGCATTTCGTCACGAGGTTTTAGGTCTTACGAAGGTCGTTGATTCAGTG
CATGCTGTCTTCGATCGTGACTTTGGTTGCATTACGGTGTGGGCTGGTGAGCATTC
GCGATGCCATGGCCGGGAAGGAGCTGTGCTTATATTCTGTGGACTCGCTTGTGAT
GTTATCAGGGTGCCCTGTCAGAAGCAAGGAGGAATAAGGTTCTCCATGGTGGGA
AATCCCTTCTGGAATCTGGTCCTCGTCTACAATGTGGGCGGCTGGGGGAACGTCC
ACTCTCTGTACGTCAGAGGCTCTCGAACCGATTGGTATTACATGAACAGAAACTG
GGGTCAAAATTGGCAGTGTTCTGTCAACTTGACGGGCCAGAAGTTGTCGTTCCGT
GTAGTTCTTGGGAATGGGCAAACGAGTGTGTTCAACAACGTAGCTGACTCGAATT
GGAAGCACGGCCAGACCTACGAGGCGAGCAGCAATTTCTGGTGAAGTGGGTCGT
GGGGATGTCTGTATGAAGAATGCGCCGATCAATGGAACGGAGCGTTTTGAAATA
AGTTCAGTTGCAGCGAAGCAGAGGTGGCGTGTTAATATCACCGTATGGTTGCGCC
CACTGAATCGCTGGTTCGTACTCGTAGCTTCTGCTTCCGCGACAGATGTGGTGTGT
AAACAACCATGGACAACTGCGCCCTCTGCCAGGAAGACGAGATGGCGTCGAGTG
GAAAGAGTTCCAGACAGCGCCTTCACACTCGGTGACTGACAGAGTGAATTTTTCC
TTGTCAATGTGAACTTGGGTCCCGATGCTGCTGTACGTGTCTGACGATCTCGTAGG
GTTCGCACTGCATAATATCAGCTGCAGGATTCTGCGAGATGGATGCATTGATTGT
ACTATACTGTTCTCTGTACTCGGCCGACTGAGGAACTTCGCGGACGTGGACATGG
TCCATAGAGGTCTCCCGCTGCGGAACAGCTGCCGATTGGCTTTTAAATCATATTTT
AATAAAGAGTCAAATCTTGACCGA





