IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c7_25260V3

Gene Model: Pp3c7_25260V3.1.p
Description: PPEXPA-07
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

PPEXPA-07 —
.
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Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

P R P R
Query seq. AHITYVGSPHGGGTER GACGYNTYSLGYEFHTAAL SSSLFIIGESS COACYDTRCEP TRYTRTYNICUSYSRT T TVTATNLCFPRSSEGOCNFFLCHFTLFHPAF L SUARREYRSENRGGIRFTMGCALIFL TTLT HVGGACIVRSHR TKSPHSGL T SHYRAGS LITVRYFSGALFFHI TTSHIRVL T TRNAY GSGURFIITUEG P
Superfanilies

+ Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 1-210 2.07e-52
SEQUENCES

Peptide

>PpEXPA-07

AHITYYGSPNGGGTEGGACGYQNTYSLGYGFMTAALSSSLFQGGSSCGACYQIRCEPI
RVTRTVKNWCWSYSRTITVTAINLCPPRSSGGCCNPPLQHFDLPMPAFLSLARREVRS
EKRGGIRFTMGGNLWFLTILIHNVGGAGDVRSVRIKSPHSGLISMYRNWGSLWTVRA
RMSGALFFMITTSHGRVLITRNAVGSGWRFGQTWEGNFP*

CDS (coding sequence)
>PpEXPA-07

GCTCACATAACTTACTATGGCTCTCCCAATGGCGGTGGAACGGAAGGAGGTGCTT
GCGGGTACCAAAACACTTACTCGCTGGGGTATGGCTTCATGACAGCGGCGTTGAG
CTCGTCTTTGTTTCAAGGTGGAAGCTCGTGCGGTGCGTGTTACCAGATCAGGTGC
GAACCCATTAGGGTTACACGCACCGTGAAGAACTGGTGCTGGAGCTACTCTCGAA
CCATCACAGTCACCGCCATAAACCTCTGCCCACCGCGATCCAGTGGCGGATGTTG
CAATCCCCCTCTCCAACACTTCGACTTGCCAATGCCTGCCTTCCTGAGTCTGGCAA
GGCGAGAAGTGCGCAGTGAGAAACGAGGTGGGATTCGGTTCACCATGGGAGGTA
ACCTCTGGTTCCTGACGATACTCATTCACAACGTTGGCGGCGCGGGTGACGTGAG
ATCCGTCAGGATAAAATCACCACACTCGGGGTTAATCTCCATGTATCGTAACTGG
GGCTCGCTGTGGACGGTCCGAGCGAGGATGTCCGGAGCACTGTTTTTCATGATCA
CCACTAGCCATGGTCGCGTTCTCATCACTCGGAACGCAGTGGGAAGCGGTTGGAG
GTTTGGCCAGACCTGGGAGGGAAATTTCCCTTAA

Nucleotide
>PpEXPA-07

CCCAATCTCTGGGCCAGTTCGAGAAGATTCTCGACTGCGTGGACCTGCCACTTAA
AGCTAATCTTTCAATCGATCTAGTGAACATGTTGAGAGTAAGACATCGGTTTCTG
AAAACATGGCTGCGCATCATTGACCGCATCAAAATTTCTTAGTACACGAATGGCC
TTGTGGGTCTTCGACGTAGCTGAATTGAAGGTGAGTTAATTGTTCGTGAGAGATC
GTCTCTTGCTACCCTTGTTCGGTGCATCGATGTGACGTCCTCTGCTGGTATTGTGC
CTCCTACTCCGCCAACTTGTGCGTGTGCATTGAATATTGTATGATGCGACAGACAT
ACATGGAGTGGAGAGTCACTCGACAGTAAGAATACACATTTGCGTTTCTGAGACA
ATTTGTGATTTGCGAAACACCATCACGACGATGGGCTCGACATCCAGTGTGATTC
TGCTCGCGGTTGTGCTTTTTGTAGCGCATATGGGACTGCCGGAGGTGCTCGGGGC



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



