IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0058s0021

Gene Model: Mapoly0058s0021.1.p
Description: MpoEXPA-14
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 PLN0O0OS0

+ Name Accession Description Interval E-value
[+] PLN0O0050 super family 31535 expansin A; Provisional 33-250 1.69e-93
SEQUENCES

Peptide

>MpoEXPA-14

MEAFKKLAVLLKALMLMFFRATLVDAVQPWATTSWGNAHATFYGGNDASGTMGG
ACGYGNLYSRGYGTATTALSNGLFNNGLTCGACFTLVCKLDGSRWCYSGGKQITVT
ATNACPPGSEGGWCDPPRLHFDLSYPMFQKLAQPVGGVIPVRYKRVPCVKQGGIRM
SLYGNPWFDYVLVHNVAGGGDVAAVSIKGSKTNWVVMHQNWGQYWSASSYLVG
QALSFKVTLGNGKSIVFWDIAPKNWQFGQTYEADNNQNF*

CDS (coding sequence)
>MpoEXPA-14

ATGGAGGCATTCAAGAAACTCGCTGTCCTGCTTAAGGCTCTGATGCTTATGTTCTT
CAGGGCCACTCTTGTGGACGCGGTGCAACCCTGGGCTACCACAAGCTGGGGCAAT
GCACATGCAACTTTCTATGGTGGCAATGATGCATCGGGCACAATGGGTGGAGCTT
GCGGTTATGGTAATCTCTATTCTCGGGGTTATGGAACTGCTACCACCGCTCTGAGC
AACGGTTTGTTCAACAACGGGCTCACCTGCGGAGCTTGTTTCACGCTCGTTTGCA
AGTTGGACGGAAGCAGATGGTGCTATTCTGGGGGGAAGCAGATCACTGTGACGG
CCACCAATGCTTGTCCTCCGGGTTCCGAAGGTGGCTGGTGTGACCCTCCCCGTCTC
CACTTCGATCTCTCCTACCCCATGTTTCAGAAACTTGCTCAGCCTGTCGGTGGTGT
CATCCCCGTCAGATACAAAAGGGTGCCTTGCGTCAAACAAGGAGGGATACGCAT
GAGCCTGTATGGAAATCCCTGGTTCGACTATGTACTTGTCCACAATGTAGCAGGG
GGTGGAGATGTGGCAGCTGTATCGATCAAAGGGAGCAAAACCAACTGGGTCGTC
ATGCATCAGAACTGGGGACAGTACTGGTCCGCCAGTTCATACCTAGTCGGCCAGG
CTCTCTCTTTCAAAGTGACTTTAGGCAATGGAAAGAGCATCGTATTCTGGGACAT
CGCTCCCAAGAACTGGCAGTTTGGTCAGACTTATGAAGCCGACAACAATCAAAAT
TTTTGA

Nucleotide
>MpoEXPA-14

CCCGATTAGCATCCCCTTGTTATCCGAAGCCGCAAATTCCTGACCCGGATATATC
AGGCACTGAGAATAATCTGCCCAGCGAATATTTCGATGCCTCTGAGGACGTACGT
GTTGGAAACGAGCCCCAACACCCGACTCCCGACTCTGGCGGGGGAGGGGGLCTG
GCTACTGTTGGGTTTCGTCGGGGGTTCAAGCGAGCGTCAAGCGCATCTGGAGGAG
ATTATGTGCATTATGATTGTGTGCGTTCACAACGTTGAGAAAGGTGTTGCTCACGT
TTGGGGAGCGGCTGCTCTTGGGCATGGATGGCAAAAGCGCTGATCGGCGAAGCC
ATTGACTTTCTATTAGTATTCTCAGCTCCACCGCTTTTCTAATTTCTTGGGATCTAC




TACTGACTGATCAAAAGTCAGAATCATTTGTCTATCTACTTGGACCCCGAGCAGT
ATTCCCGCGAGTTGACAGCCATCACGATTTTCGCTGTTGAATTCTCACTGTTCCAT
GCTTCCTACTCCTGGTATAAGATGGGCCTCCCGACTTCTCAAATCCAATGCAAGG
TTCGGTCTCAATTCCACTCTCAAGGCGTCTGCCGAGGTCCGGTTGTATTAGCTGAA
GGCCAGATAAAGAGATGGAGGCATTCAAGAAACTCGCTGTCCTGCTTAAGGCTCT
GATGCTTATGTTCTTCAGGGCCACTCTTGTGGACGCGGTGCAACCCTGGGCTACC
ACAAGCTGGGGCAATGCACATGCAACTTTCTATGGTGGCAATGATGCATCGGGCA
CAATGGGTGAGCCTCCTTGTATTCTTAACCTCCAGATTTCCTGCAATTTGACATTT
ACAAACCCGATTTTTTTGTGAAAGAATTGTTCATCATCGCATCTGACATACAGAA
TTTTGCAGCCATCCCCTGAGTGACAAAGAATCACAGTAATCCCCGACCGCATTTG
TACTCATCGAGAGTCTGATACAGTCGTCGCAACAATTGATTCTCATATGAAACCG
ACGGAATTCTGTGATGATTTGGGTCTTACTGGAAATATATGGCAATCTCGTAGGC
AATTCAGCATCATATCAAAGTCTCTTGAATTTATCCTGCAAGCGTGCTTACCGAG
ATCTGAACTGGATTGCAGGTGGAGCTTGCGGTTATGGTAATCTCTATTCTCGGGG
TTATGGAACTGCTACCACCGCTCTGAGCAACGGTTTGTTCAACAACGGGCTCACC
TGCGGAGCTTGTTTCACGCTCGTTTGCAAGTTGGACGGAAGCAGATGGTGCTATT
CTGGGGGGAAGCAGATCACTGTGACGGCCACCAATGCTTGTCCTCCGGGTTCCGA
AGGTGGCTGGTGTGACCCTCCCCGTCTCCACTTCGATCTCTCCTACCCCATGTTTC
AGAAACTTGCTCAGCCTGTCGGTGGTGTCATCCCCGTCAGATACAAAAGGTAATT
TCTTAGTACTACGACAGTTACATCAATTCTCTAATTGATGAATTCTCTAGATCTGT
ATTTCCCTGTCCGATTCGATGTCTTTATCTCTCTCGCCACCAGCTGATGGTAACTG
CATAACGTGGTACCACAACCATGATCATATTTCAATTATCTTCGAAAGAAATACT
TGACAATTTTGACGTGTGTTTTCTGTGGAAGTTGAGTTAAACAATCTTTTGTCCTT
TGACTTCGGAGATATTCACTAACAGATTTTCTCTTGTTCCATCGGCAGGGTGCCTT
GCGTCAAACAAGGAGGGATACGCATGAGCCTGTATGGAAATCCCTGGTTCGACT
ATGTACTTGTCCACAATGTAGCAGGGGGTGGAGATGTGGCAGCTGTATCGATCAA
AGGGAGCAAAACCAACTGGGTCGTCATGCATCAGAACTGGGGACAGTACTGGTC
CGCCAGTTCATACCTAGTCGGCCAGGCTCTCTCTTTCAAAGTGACTTTAGGCAATG
GAAAGAGCATCGTATTCTGGGACATCGCTCCCAAGAACTGGCAGTTTGGTCAGAC
TTATGAAGCCGACAACAATCAAAATTTTTGAGGTTACTTTAGTAGTTGAACATCT
GGTGAAGTTCGACACTATCCAAAACAGAAGAGGTGTGTACAGTTCAGAATGAGC
GCCCTCTGTTGCTTTCAATACATACACCAGTGAAGTCAGTATGCAGCACGTGAGC
ACAGAACAGAAGAGGCGTGTATATACCAAAGACGCCCACTGTCAGTCCTACAAT
CCTACAGATAGGATCATGCTTTCAGTCTCAGTTTCCTTGGAAGTCATCTACTTCAC
TTGTACTTTTAAGCTTCATATACTAAGAACTTCAGGAGATACTTGGCAGTATCAAT
CT





