IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0085s0052

Gene Model: Mapoly0085s0052.1.p
Description: MpoEXPA-21
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 PLNO0050

+ Name Accession Description Interval E-value
[+] PLND0050O super family 31535 expansin A; Provisional 40-261 1.61e-93
SEQUENCES
Peptide

>MpoEXPA-21

MKSLFDSCKMLGVGILVSALLLMSEPAFVTAGGPFAALTWTDSHATFYGGNDGSGT
MGGACGYGNMYSRGYGLKTAALSSTLFNNGLSCGACFELKCKVAESRWCYANAGS
ITVTATNLCPANPARPTNNGGWCNPPRTHFDLAY AMFIIMAKPVGGIIPVQYRRVSCV
KTGGVRFTLNGNPWFNLVLVYNVAGDGNVVTIKMKGSKSNTWYPMKHNWGQNW
ELKQKLAGQALSFQLTTGYGKTMTFTNCAAANWQFGQTYEADGNFGGL*

CDS (coding sequence)
>MpoEXPA-21

ATGAAGAGTTTATTCGACAGCTGCAAAATGTTGGGAGTTGGCATTTTGGTGAGTG
CTTTACTGCTGATGTCCGAGCCAGCTTTTGTAACTGCTGGGGGACCATTCGCAGCT
TTAACATGGACAGATTCACATGCGACATTCTACGGAGGAAATGATGGATCTGGAA
CAATGGGTGGAGCATGTGGATACGGGAACATGTACTCAAGAGGCTATGGATTGA
AGACAGCCGCTTTAAGTTCAACCCTTTTTAACAACGGCTTGAGCTGTGGAGCCTG
CTTCGAGCTCAAGTGCAAAGTGGCAGAATCGAGGTGGTGCTATGCCAACGCTGGC
TCCATCACTGTCACTGCAACCAATCTTTGTCCCGCAAACCCAGCGAGACCCACCA
ACAACGGAGGATGGTGCAACCCGCCCAGGACACATTTCGATTTGGCTTACGCCAT
GTTCATTATCATGGCCAAACCAGTCGGCGGCATCATCCCCGTCCAATACAGGAGG
GTGTCCTGCGTGAAAACAGGAGGAGTGCGATTCACATTGAACGGGAACCCGTGG
TTCAACCTCGTCTTGGTGTACAATGTCGCGGGAGACGGAAACGTCGTGACCATCA
AGATGAAGGGCTCGAAGTCCAACACGTGGTACCCAATGAAGCACAACTGGGGAC
AGAATTGGGAGCTGAAGCAGAAGCTGGCAGGTCAAGCCCTTTCATTCCAATTAAC
GACCGGATACGGGAAGACCATGACCTTCACGAACTGCGCCGCTGCCAATTGGCA
GTTCGGTCAGACGTACGAGGCCGACGGCAACTTCGGGGGGTTGTAG

Nucleotide
>MpoEXPA-21

TCAAAAAGTTCCTCAAGTACTCACTCTTACAGTGTCGAGGCTCTTTGATCTGGTGT
GCAGAGGTGTATTGCTTCTTTTCTGGAAGGTGAGATTGCAGTAGATGCGTGGTGT
CAATGGTTTTTGAGTTTTTGTTTCGAATTGGCTAAAGCTAGAGCAGGGTAGTGATC
AATGCAGTTACAGACATCAACCGGCAGACTTTTCGATAATCCTTGAGATACACTC
TTGTGAATTTGAAACCTGTTCTGTCCAGCGTATTTTTATTCAATCGAGAAGAACTC
GACATTGAAGCTAAAAGCCTCTGTTTGACTCGATGCTTCAGGAATATGAAGAGTT
TATTCGACAGCTGCAAAATGTTGGGAGTTGGCATTTTGGTGAGTGCTTTACTGCTG




ATGTCCGAGCCAGCTTTTGTAACTGCTGGGGGACCATTCGCAGCTTTAACATGGA
CAGATTCACATGCGACATTCTACGGAGGAAATGATGGATCTGGAACAATGGGTG
AGTAAGACAACCGACAGAAATTAGTTTCTCGTCGAGTGGCAGGTCTTGAATTTTG
ACAGAATCTCTTTTAAGAGTGAAATTCCCGAGTGTTTGGAGGCTGATCTCCGCAG
CCTCGATGAATTTCAGCATTTATTAGAGAACCGTCCCTCAAGCGGCCCGAACAAG
ATTTATATGCAGGATCAAGAGGAAAATTGTCGATCAATCCTTTTAGTTCATCTGAT
GTGATTAGTGTGTTTCCCGGCAACTAGCTTTATAGTTGTGCAGTGACCGTGATGTT
GACTCGCACGATGATGTTGTCCGAGCAGGTGGAGCATGTGGATACGGGAACATG
TACTCAAGAGGCTATGGATTGAAGACAGCCGCTTTAAGTTCAACCCTTTTTAACA
ACGGCTTGAGCTGTGGAGCCTGCTTCGAGCTCAAGTGCAAAGTGGCAGAATCGA
GGTGGTGCTATGCCAACGCTGGCTCCATCACTGTCACTGCAACCAATCTTTGTCCC
GCAAACCCAGCGAGACCCACCAACAACGGAGGATGGTGCAACCCGCCCAGGACA
CATTTCGATTTGGCTTACGCCATGTTCATTATCATGGCCAAACCAGTCGGCGGCAT
CATCCCCGTCCAATACAGGAGGTAATAATTGCTACCGATCATTGTCAGCAAGTTC
TTTTCATCTACGCACTTGTGGGCCTTCCAGCTCGTTCGAGCTAGTTCATGAATGCT
TCTTCCAGCTCTATCAAAGTATGCAGGTCCATAAGAGTTCACATGTTGCTGTTCAC
GATGCAATTCTTCCTGAATTGGTTAGTCTCCATCGAGACTGTTGTGCATGAGAGCT
GATGAATCGATTGTCTGTGGCAATGTCAGGGTGTCCTGCGTGAAAACAGGAGGA
GTGCGATTCACATTGAACGGGAACCCGTGGTTCAACCTCGTCTTGGTGTACAATG
TCGCGGGAGACGGAAACGTCGTGACCATCAAGATGAAGGGCTCGAAGTCCAACA
CGTGGTACCCAATGAAGCACAACTGGGGACAGAATTGGGAGCTGAAGCAGAAGC
TGGCAGGTCAAGCCCTTTCATTCCAATTAACGACCGGATACGGGAAGACCATGAC
CTTCACGAACTGCGCCGCTGCCAATTGGCAGTTCGGTCAGACGTACGAGGCCGAC
GGCAACTTCGGGGGGTTGTAGTTCCCTGACACGGCGGATTTTGGGCGAGGCTGCA
GGATTCCGAGGGACCTCAGTCCATGCATGGATGGTCGACGTCTCGACCACAATGT
GTAAGTTTATGTAACATATGACCCGACGGTGAATGAACTCGACGGGAATCAGCCG
AGGTGTTTTTCCAACATGACGCCCGCTGACAAAAAGATTTTTGTTGAAACCAATT
CAAGTGTTCGACATCGATGGTTGCGGTGATGTGAGTCAGCCACCCAACATCATAA
CTCGACACGGATCGATCGATCGGTCGGAAGGTCGGAAGCCACGGCTCCCCTCTCA
CGATCGATCTTCGTCGGCAGTGTCCTTAGATTGTGCTCCCAGCTCAGAAGGTGAA
GAGGTTCGAGCTACGACGCCACCCTCACCATTGCATTGTGCAATACTACAACTCA
CGGATTCATCAATCCACCAGAGGCGCAAAGGAAAGTCCTGTGGCTCGTCGGAGC
CCGGATTCAGGTACCACACGTCGCCTCATATACTACAGGCAGTAGAATGTACTCA
ATTATACGGAGCAGACCTGGTTTCTGTATATACATATAATAACCTGCATTCATAC
GGAATGCACAGCTACGTAGGACTCCTGCGTGAGATAACGTAGAGTAAGTAGCCG
CATTAAGTAGAAACATAAACTCGATCAGGAACATGTATCAGTGATCGCTGCATGT
GCATGCGA





