IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c7_25260V3

Gene Model: Pp3c7_25260V3.2.p
Description: PPEXPA-08
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Ppatens_v3_3
KEGG: https://www.genome.jp/entry/gn:T01041

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Ppatens_v3_3
https://www.genome.jp/entry/gn:T01041

GENE STRUCTURE
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.
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Query seq.
Superfanilies PLNOQOOS0O

+ Name Accession Description Interval E-value
[+] PLN00D50 super family 535 expansin A; Provisiona 10-225 1.86e-54
SEQUENCES

Peptide

>PpEXPA-08

PNLWASSRRFSTAWTYAHITYYGSPNGGGTEGGACGYQNTYSLGYGFMTAALSSSL
FQGGSSCGACYQIRCEPIRVTRTVKNWCWSYSRTITVTAINLCPPRSSGGCCNPPLQHF
DLPMPAFLSLARREVRSEKRGGIRFTMGGNLWFLTILIHNVGGAGDVRSVRIKSPHSG
LISMYRNWGSLWTVRARMSGALFFMITTSHGRVLITRNAVGSGWRFGQTWEGNFP*

CDS (coding sequence)
>PpEXPA-08

CCCAATCTCTGGGCCAGTTCGAGAAGATTCTCGACTGCGTGGACCTATGCTCACA
TAACTTACTATGGCTCTCCCAATGGCGGTGGAACGGAAGGAGGTGCTTGCGGGTA
CCAAAACACTTACTCGCTGGGGTATGGCTTCATGACAGCGGCGTTGAGCTCGTCT
TTGTTTCAAGGTGGAAGCTCGTGCGGTGCGTGTTACCAGATCAGGTGCGAACCCA
TTAGGGTTACACGCACCGTGAAGAACTGGTGCTGGAGCTACTCTCGAACCATCAC
AGTCACCGCCATAAACCTCTGCCCACCGCGATCCAGTGGCGGATGTTGCAATCCC
CCTCTCCAACACTTCGACTTGCCAATGCCTGCCTTCCTGAGTCTGGCAAGGCGAG
AAGTGCGCAGTGAGAAACGAGGTGGGATTCGGTTCACCATGGGAGGTAACCTCT
GGTTCCTGACGATACTCATTCACAACGTTGGCGGCGCGGGTGACGTGAGATCCGT
CAGGATAAAATCACCACACTCGGGGTTAATCTCCATGTATCGTAACTGGGGCTCG
CTGTGGACGGTCCGAGCGAGGATGTCCGGAGCACTGTTTTTCATGATCACCACTA
GCCATGGTCGCGTTCTCATCACTCGGAACGCAGTGGGAAGCGGTTGGAGGTTTGG
CCAGACCTGGGAGGGAAATTTCCCTTAA

Nucleotide
>PpEXPA-08

CCCAATCTCTGGGCCAGTTCGAGAAGATTCTCGACTGCGTGGACCTGCCACTTAA
AGCTAATCTTTCAATCGATCTAGTGAACATGTTGAGAGTAAGACATCGGTTTCTG
AAAACATGGCTGCGCATCATTGACCGCATCAAAATTTCTTAGTACACGAATGGCC
TTGTGGGTCTTCGACGTAGCTGAATTGAAGGTGAGTTAATTGTTCGTGAGAGATC
GTCTCTTGCTACCCTTGTTCGGTGCATCGATGTGACGTCCTCTGCTGGTATTGTGC
CTCCTACTCCGCCAACTTGTGCGTGTGCATTGAATATTGTATGATGCGACAGACAT
ACATGGAGTGGAGAGTCACTCGACAGTAAGAATACACATTTGCGTTTCTGAGACA
ATTTGTGATTTGCGAAACACCATCACGACGATGGGCTCGACATCCAGTGTGATTC



TGCTCGCGGTTGTGCTTTTTGTAGCGCATATGGGACTGCCGGAGGTGCTCGGGGC
CCCGTATGGATAGAGAGATGCTCACATAACTTACTATGGCTCTCCCAATGGCGGT
GGAACGGAAGGAGGTGCTTGCGGGTACCAAAACACTTACTCGCTGGGGTATGGC
TTCATGACAGCGGCGTTGAGCTCGTCTTTGTTTCAAGGTGGAAGCTCGTGCGGTG
CGTGTTACCAGATCAGGTGCGAACCCATTAGGGTTACACGCACCGTGAAGAACTG
GTGCTGGAGCTACTCTCGAACCATCACAGTCACCGCCATAAACCTCTGCCCACCG
CGATCCAGTGGCGGATGTTGCAATCCCCCTCTCCAACACTTCGACTTGCCAATGC
CTGCCTTCCTGAGTCTGGCAAGGCGAGAAGGTGGCGTCGCCCCCGTTTAGTACAC
CAAAGTGCGCAGTGAGAAACGAGGTGGGATTCGGTTCACCATGGGAGGTAACCT
CTGGTTCCTGACGATACTCATTCACAACGTTGGCGGCGCGGGTGACGTGAGATCC
GTCAGGATAAAATCACCACACTCGGGGTTAATCTCCATGTATCGTAACTGGGGCT
CGCTGTGGACGGTCCGAGCGAGGATGTCCGGAGCACTGTTTTTCATGATCACCAC
TAGCCATGGTCGCGTTCTCATCACTCGGAACGCAGTGGGAAGCGGTTGGAGGTTT
GGCCAGACCTGGGAGGGAAATTTCCCTTAA



