IDENTIFICATION

Species: Marchantia polymorpha
Locus: Mapoly0178s0007

Gene Model: Mapoly0178s0007.1.p
Description: MpoEXPA-37
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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Legend:
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DOMAIN ARCHITECTURE

Query seq,
Superfanilies PLNOOOS0O

+ Name Accession Description Interval  E-value
[+] PLNO0OS0 super family 5 expansin A; Provisional 37-252 3.23e-98
SEQUENCES

Peptide

>MpoEXPA-37

MDSVRLMMVRHLLNFKVLVLLIFASKAVSAGPVYANTKWTDSHATFYGGNNAQGT
MGGACGYGNMYSRGYGLETTALSSTLFNKGLTCGACFEIKCKLADSRWCFPKAGSI
KVTATNLCPANPARPTNNGGWCNPPRTHFDLSYPMFTRLAKAVGGIIPVQFRRVPCV
KVGGIRFVMNGNPWFNLVLVYNVAGAGNVVNMQMKGSKTNWFTMRQNWGQNW
ELKQKLKGQSISFRVTLGNGKVIIANNVAPAN*

CDS (coding sequence)
>MpoEXPA-37

ATGGACAGTGTCAGACTTATGATGGTTCGTCATCTGCTTAACTTCAAGGTTCTGGT
GCTCCTCATATTTGCATCCAAGGCCGTCAGTGCCGGACCTGTATACGCAAACACC
AAATGGACGGACTCCCATGCGACGTTCTACGGTGGAAATAACGCTCAAGGAACG
ATGGGAGGCGCATGCGGATATGGAAATATGTACTCCAGAGGCTATGGTCTGGAG
ACCACGGCCTTGAGCTCGACTCTCTTCAACAAAGGGCTTACTTGTGGCGCCTGCTT
CGAAATCAAGTGCAAGTTGGCAGACTCCAGATGGTGCTTTCCCAAGGCTGGTTCC
ATCAAGGTCACTGCGACGAACCTCTGCCCTGCAAATCCTGCGAGGCCCACCAACA
ATGGCGGATGGTGCAACCCGCCCAGGACTCATTTCGATCTGTCGTATCCGATGTT
TACTCGCCTGGCCAAAGCAGTGGGAGGCATCATCCCCGTGCAGTTTCGGAGAGTA
CCATGTGTGAAGGTTGGAGGCATACGTTTTGTCATGAACGGCAATCCATGGTTCA
ACCTCGTGCTCGTTTACAATGTGGCTGGAGCTGGAAATGTGGTGAACATGCAGAT
GAAAGGTTCCAAGACCAACTGGTTCACAATGAGGCAGAATTGGGGACAGAACTG
GGAACTCAAGCAGAAGCTGAAGGGACAATCTATATCATTCCGGGTGACGCTTGG
CAATGGAAAGGTGATCATTGCCAATAACGTGGCCCCAGCAAACTAG

Nucleotide
>MpoEXPA-37

CCGGTTCATTTCTGAGTACTCTCCTCATACTATTGTGGTTCAGTTTTTCTACGTAAG
TTCGCTCAACGATAGCTTTGACATGAAAGTGAGCTTGGAAAAGCTTTTAACTTTA
TGATCATTTACAATTAGAGTCCCTCCCTCGCTGACAAGACCTTTTGCTCTTGAATT
TTTCAGAAAATGGACAGTGTCAGACTTATGATGGTTCGTCATCTGCTTAACTTCAA
GGTTCTGGTGCTCCTCATATTTGCATCCAAGGCCGTCAGTGCCGGACCTGTATACG
CAAACACCAAATGGACGGACTCCCATGCGACGTTCTACGGTGGAAATAACGCTC
AAGGAACGATGGGTGAGTTCTAGATTTCTCAAATTAGCAGCATTAGCATTAGCAT
GTAACCTGAGCTCTGCAATGCTGAATTGAAGCTATTTGAACTCCTAGAAGTGTGC




ATGTCATCATCATTCTGCTCAACAAAGTCAACGTGTTGCGAGATAATTCGTCGGG
AATTCCTCTCGCCAAAAACGTGGGGACTTATTTTGGGTAGTCATAGTAAGCGTTC
ATTCTTGAAGGTTGAAGTTTGAGACTTTGCATTTCTTCTCTCCAGGAGGCGCATGC
GGATATGGAAATATGTACTCCAGAGGCTATGGTCTGGAGACCACGGCCTTGAGCT
CGACTCTCTTCAACAAAGGGCTTACTTGTGGCGCCTGCTTCGAAATCAAGTGCAA
GTTGGCAGACTCCAGATGGTGCTTTCCCAAGGCTGGTTCCATCAAGGTCACTGCG
ACGAACCTCTGCCCTGCAAATCCTGCGAGGCCCACCAACAATGGCGGATGGTGCA
ACCCGCCCAGGACTCATTTCGATCTGTCGTATCCGATGTTTACTCGCCTGGCCAAA
GCAGTGGGAGGCATCATCCCCGTGCAGTTTCGGAGGTGATCATCTTCTCACTAAA
TTTGCATTGCATCGACTTGAAATCTTACATCGATCCTGCTCTTTCCGATTATGTTTT
TGTCTTCTTTCCACGGTGACATCGAACTTGCTCTAACGTAGTACTCATGAGGTGGA
ACCTGATTGCACAAATGCATGCATGGCCATTTCGGAAATTGCAACATCTGTTATG
GATCGTGAGTAACACACATCAATAGCAAATTCCAAACTTCTGACGGGTTCTTTGT
TAGTGCAGAGTACCATGTGTGAAGGTTGGAGGCATACGTTTTGTCATGAACGGCA
ATCCATGGTTCAACCTCGTGCTCGTTTACAATGTGGCTGGAGCTGGAAATGTGGT
GAACATGCAGATGAAAGGTTCCAAGACCAACTGGTTCACAATGAGGCAGAATTG
GGGACAGAACTGGGAACTCAAGCAGAAGCTGAAGGGACAATCTATATCATTCCG
GGTGACGCTTGGCAATGGAAAGGTGATCATTGCCAATAACGTGGCCCCAGCAAA
CTAGAACTTCCAACAGACATTTGAATCCGATAGCAATTTTTAGGCTTCCTCGAAA
ACTGCGGCTAGCTGAATGTCTGTCATAATTCACAGACCAGGCGCATTCCTTGAGA
GAGCACCATATTACAGCGGACAAAAAACGGCCGCTTGTAGCTCGCGAATCAAAA
TGCAGGTGATGACGATCTAGGCAATCTTGCATGGTGACTGATAATAAACGGGGG
AGGCGTGTAGATACGAAGTGCGCCCACCGTTGTGCGAGCAAACGTGATTGGATG
GCTGGACTCCGAGAGGTGTCTCGATACACAGAGAAAAATACTTCACCCGTAGGTT
CATGTGGCGTGTATATCTGGATTCCAGGTCCTTGTACCGCAAGAATCAAGCACAA
TTTGTGCTTTGTAAAATACTTCAGCTGAAAACAGACAGTTGGAGGTAAACGTGGA
GGAGGTGAGATCATCAAAACCACCCGCCACGACAATGTGAGTTGTTAAGTTTCAC
GATCGAAAGAAGCAAGAAGTTTTATCCGGTGGTCGCGACCCTGCAGCTGGAGTGT
CGTTCTGATGCTGTGGAGAGCTGAAAATGTGGCGCATGTTCTCCTGAAGCAGTCC
ACCGCAATGTAAACCATATATCTCATGTACATAAGGCTGATAGCTTGAGGTGTAG
GCAAATGAAGCCCACCCGCTTGACGTTGTAAGTTTGGTGTTCGATTAAGCTACTG
ACCAGACTGTGAACTTGCAAGCCGAGATGGAGGCGAACTGATGCCCATCCGCTA
GATTAAATTTCACAGTAAGATATAGTGACAGACAGTCCTATAGTTGCTGAGTTTT
GAGCCAATTTGCCAACCAGCTCTATAATTAGTCTGGTACAGAATAATGGACGTGG
ACGTTTTTCGTTCATGGAAGAAGTGTCTTCGTTTCCTCCTCGTGATGCTTTGACTG
GAAAGAGTCATGTCTATCCTTCAAAGCCATGATGAAGAACACGTTGGAGGATTTA
GAAGAGGA





