IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0131s0018

Gene Model: Mapoly0131s0018.1.p
Description: MpoEXPA-33
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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GENE STRUCTURE

MpoEXPA-33
.
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b Sidibp 1 (bsp 150d0bp 20N 250 KT

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLN#0133

+ Name Accession Description Interval E-value
[+ PLN00193 super family 42 expansin-A; Provisional 32-257 1.39e-97
SEQUENCES

Peptide

>MpoEXPA-33

MARMCTSKEWAIILCTLSMCVVGSLAGVPGVPSGWKAAHATFYGGSNAQGTMGGA
CGYGNLYNTGYGLETAALSSTLFNNGKTCGACYEMFCNYRQQSRWCYKAQPHIKV
TATNLCPANWNRPTNRGGWCNPPRVHFDLPQPMFIKMARYVGGIVPVAYRRVPCVK
KGGVKFTMNGNPWENLILISNVAGPGDIKAVAVKGSKQKSWTSARQNWGQKWEVK
QKLQGQALSFRLTSGSGKVLVLYNAVPRTWRFGSTYMARSNWKGL*

CDS (coding sequence)
>MpoEXPA-33

ATGGCCAGGATGTGCACCTCGAAAGAATGGGCCATTATACTATGCACGTTATCTA
TGTGCGTCGTTGGCTCCCTGGCTGGTGTTCCGGGAGTTCCAAGTGGATGGAAAGC
GGCCCATGCTACATTCTACGGAGGATCTAATGCCCAAGGGACTATGGGTGGAGCT
TGTGGATACGGAAACCTTTACAACACCGGGTATGGGTTGGAAACTGCTGCTCTCA
GTTCAACATTATTCAACAACGGCAAGACCTGCGGAGCTTGCTACGAAATGTTCTG
CAATTATCGTCAGCAATCTCGATGGTGTTATAAAGCACAACCCCACATCAAAGTC
ACTGCCACCAACTTGTGTCCAGCTAACTGGAACCGACCCACGAACAGAGGAGGA
TGGTGCAACCCTCCGAGGGTCCACTTCGATTTACCTCAGCCTATGTTCATCAAGAT
GGCTAGATATGTCGGAGGAATCGTCCCGGTTGCATACAGAAGAGTTCCCTGCGTA
AAGAAGGGTGGAGTCAAGTTCACAATGAACGGTAATCCATGGTTCAACCTGATTC
TCATCAGCAATGTTGCGGGGCCCGGAGACATCAAGGCAGTCGCGGTGAAGGGCT
CGAAGCAAAAGTCCTGGACATCAGCCAGACAGAACTGGGGTCAGAAGTGGGAAG
TGAAGCAAAAGCTTCAAGGTCAAGCGCTTTCCTTCCGACTCACTTCAGGAAGCGG
CAAAGTACTGGTCCTCTACAACGCTGTACCGAGAACCTGGAGATTTGGCAGCACT
TACATGGCCAGATCTAACTGGAAGGGCTTGTAG

Nucleotide
>MpoEXPA-33

AGCACAGCCCTCTACAGCGTCGATCGATCGTGCAAAGCGGGGAGAGAGATTTCG
TGGGTTGGGTGGGACGTGAGCTCCGGCGGCGCTTCTGACAGTTCAAGTTCCCCCG
GCAAAGCCCAAGGTGGGGACGTGCGAGTGCATGCGAATTTCGGTAGTCAACTGT
GTTCTAGGCGCGCTCTGGATTTTCCTTCTCAGAGGGAGCGAGACATATATCTGAG
CAATTCCTCTTCCACCCTCCACAAGGTTACACTCGACGATCTCTGAAACACTGGCT
TACAACTCGCACCAGTTTTTCCTGGAATCCTCTTCCCGTAGCTGGACTTCGATTGA
AGTTGCTCGGGTATGCATGTCGATTCCATCCCTCTGCATCCATCCTCTCCTGCTGT



GGGATCGTTCTAGATCTCATAATGGCTTGGCAGTTAGACCTGCATTGTACTCTCAG
CTACATCAGTTGTTGCCTGCATAGCTTGTAGTTCAGGTCAACGTGCAAAATGGCA
CTCACTGAATGGTTACAGCAGTATCTGGTTCAGAGTTCAAACAGTTTGTGATTTCC
AGTTTCAAAACTCGATTCTTTAGCTGATTACACGTTCTGAACCAAGTTTCGGCTTT
CGTTCTGCAGAAGGATGGCCAGGATGTGCACCTCGAAAGAATGGGCCATTATACT
ATGCACGTTATCTATGTGCGTCGTTGGCTCCCTGGCTGGTGTTCCGGGAGTTCCAA
GTGGATGGAAAGCGGCCCATGCTACATTCTACGGAGGATCTAATGCCCAAGGGA
CTATGGGTAAGTGGACAGGCAAACATTGACCAAAATGTGTGTAATTCGATCTTTT
TTCTTGGAACACGCAATTTAGACAGTTAAGCACCCATTTATTTACAAATTAATTGA
AGAATTGTATCTTCTTTTCACAATGTCGTCCATATCTTCAGTACACATGTTGAGTC
CTATACACATAACTTCCACTTTTGTCACCTTGTATATGCATATACGAGAGAACGCC
AACTGCTGCTTGTTGCGCAAATCAAGAGTTTTTGTTGCTTTGATTTGGTTTCGATC
TACGATATATTCAACATCACTCGGATGTTTGTCTATAGGTGGAGCTTGTGGATAC
GGAAACCTTTACAACACCGGGTATGGGTTGGAAACTGCTGCTCTCAGTTCAACAT
TATTCAACAACGGCAAGACCTGCGGAGCTTGCTACGAAATGTTCTGCAATTATCG
TCAGCAATCTCGATGGTGTTATAAAGCACAACCCCACATCAAAGTCACTGCCACC
AACTTGTGTCCAGCTAACTGGAACCGACCCACGAACAGAGGAGGATGGTGCAAC
CCTCCGAGGGTCCACTTCGATTTACCTCAGCCTATGTTCATCAAGATGGCTAGATA
TGTCGGAGGAATCGTCCCGGTTGCATACAGAAGGTGCTCTTCACATTACACGTTT
CAAACGATCGCCCACCTATCAAGCGCTTGTAGCTTCTTGTACTCCAATTGCTTTGA
CAATGTAGACCTTTCTCCGTGTCGATTTTCATGAGTCGGCTTCGAAGCTGCTCATG
CCAGCCGTATTACTCGTATAATTACAGTATTTGAACCAGTCATCGCTCGACTGAA
GCATAAAAGATGTACATGTGGAGTGTTGTAACCAGTTCATCCAAATGTAATAACA
TTGTTTGTCATGGTTCACAGATCCGTGAGATTTTGTCAAAGGTACTAACAATACTA
ATCGGGTAATTGCAGAGTTCCCTGCGTAAAGAAGGGTGGAGTCAAGTTCACAATG
AACGGTAATCCATGGTTCAACCTGATTCTCATCAGCAATGTTGCGGGGCCCGGAG
ACATCAAGGCAGTCGCGGTGAAGGGCTCGAAGCAAAAGTCCTGGACATCAGCCA
GACAGAACTGGGGTCAGAAGTGGGAAGTGAAGCAAAAGCTTCAAGGTCAAGCGC
TTTCCTTCCGACTCACTTCAGGAAGCGGCAAAGTACTGGTCCTCTACAACGCTGT
ACCGAGAACCTGGAGATTTGGCAGCACTTACATGGCCAGATCTAACTGGAAGGG
CTTGTAGATCTGGTCCAAACATTTTATTTGTTTTAATTTACGTTCACACATGCAGG
AACATCAGCTAGATCTGAGGGATATCTATCGTAGAATCTAGCTAGCCCGTAAACC
CAGCTTCTCGGAAAGCTTCATTAAGCTTCGTTCTGATCTGAGGATTTAGCGCTCGT
TGTCTAATCTTTTATGTCTGACGGCCAAGGCCCTTGTAGATAGACAGCCGGCGTT
GAAAGGGGGTTCATCGTTTGATTGAATGATTGATTGAGGGAGAGAAAGGGAGGT
AGAGTGAGTGAGGAGTAAGGGAGGGAAAGGAGAGAGAGAAAGAGGAGCATTCA
TCAGCAACGATTTGGGAGGATCTTGGGCAAGATTCTTACATTCTACAAGCTGATC
TACCTGCCGACAGTACAGTACTGCCGACATACTTGAGTGACGACATTTAGTTGCT
TCATGCATGTAGAAGTCGAAGTCTATCACAACTGTCACGCTTAACCTCAGATCTG
TAATATGTACGTGATATGAAGTACTCTGATTCAAGGCTCTAGCTGCAGTTACAGC
TAACCTTAATCAAGAGCCTCAAGCACTATCTTTAGCCAGAAGGAAGGTGCTTAGC
TTCTAGTTGTACGATCTTCAGTATACGAGTTGGAGTGTAATATTTCACTCGGTCTA
CATTTAGTGCTCTACTGTCCTGGCGTCGAGGTGAGCCAGCGGAGCCGCCCACTCC
AGATGCGAGCTTCAATAGGTCCTCTATGGGATGAGCGAGCGATCTTCTACAACTG
TGTCACGCCTCTACGTGTTTGAGTTGAGTACTGCTTCTGCATCTGATTCATGCACC
AAAAGCCTCTTTTTGGCTCAATCGTTTCGCAGCTCCAGGAACCTGGTCTTCTAATG
AATCTTCAGTCGGGATATAGAGGATGCGGCGAGGAGAATCGATCTTCTTGCGAAA
TTTCTATACTCTAATCGCGGAGGTGCAGGAGAAGAAAGGGTTGCTGAAGCGACA
AATTGTTCTTGAAGCTTCAGACGAAGGGATGTGTACTTTTGTTCAATGATATATTT




GTATAAATTCGAGGATCACCACCACTTAAACACAGCATTATTTAGCTGGTGGAAA
TAAATTTCAGAACTTCTCAATTGTA





