IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c3_37280V3

Gene Model: Pp3c3 37280V3.1.p
Description: PPEXPA-02
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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Query seq.
Superfanilies PLN0O0OS0

-+ Name Accession Deseription Interval  E-.value
[+] PLNO0O050 super family 31535 expansin A; Provisional 35-258 6.71e-97
SEQUENCES

Peptide

>PpEXPA-02

MALRARQSSVLEVVVLVIMFGCVRMEGVEAWSGPNGWNDAHATYYGGADASGTQ
GGACGFGNLYSTGYGTSTAALSQALFNSGLTCGACFELACDPSGSKYCYKGSSIVVT

ATNFCPSGSEGGWCDSPKQHFDLSQPVFNKIAQQAGGVIPVKYRRVPCRKSGGMRFT
INGNPYFILVLVTNVGGAGDVQQLSLKGSSTGWYTMSRNWGQQWEFRGNSALVGQ

ALSFRVVTSDGAEAVSYDAASENWSFSQTFEGINF*

CDS (coding sequence)
>PpEXPA-02

ATGGCTCTCCGAGCTCGTCAGAGCAGTGTGTTGGAGGTGGTGGTGTTGGTCATCA
TGTTCGGGTGTGTGCGGATGGAGGGCGTGGAGGCATGGTCTGGGCCAAATGGCT
GGAATGACGCCCATGCAACCTACTACGGCGGCGCGGATGCTTCCGGCACTCAAG
GTGGAGCTTGCGGATTTGGCAATCTTTATAGCACAGGCTACGGCACCAGCACGGC
GGCTCTTAGCCAGGCGCTTTTTAATTCGGGCCTCACGTGTGGAGCCTGCTTCGAGC
TCGCATGCGATCCTAGCGGTTCCAAGTATTGTTATAAAGGTTCTTCTATTGTCGTC
ACTGCCACCAACTTCTGTCCTTCGGGTTCCGAAGGAGGATGGTGCGATTCCCCGA
AGCAACACTTCGACCTCTCACAGCCCGTCTTTAACAAAATCGCTCAACAAGCTGG
CGGTGTCATCCCTGTGAAATATAGAAGAGTGCCATGCCGGAAGTCCGGAGGCAT
GCGTTTTACCATCAATGGAAATCCCTACTTCATTTTGGTGCTCGTCACGAACGTCG
GCGGAGCTGGCGACGTTCAGCAGCTTTCTCTCAAGGGCTCAAGCACTGGCTGGTA
TACCATGTCGCGCAACTGGGGACAGCAATGGGAGTTCCGCGGGAATAGCGCGCT
CGTTGGACAGGCACTCTCCTTCAGGGTTGTCACCAGCGATGGCGCAGAAGCAGTC
TCCTACGATGCGGCTTCAGAGAACTGGAGTTTCTCGCAGACGTTCGAAGGAATCA
ATTTCTAA

Nucleotide
>PpEXPA-02

TGCACAATCAGACCCTTGCTGCATTCAAGCTTCCGCTTCCCTTCCTATCGCAGACA
CACATTCATTTTCCCAAACTCAAGCTCAGACTCCCTCTCACTTTTGCATGCAGGCA
GGAGCCTTCCTCTCGCCATAGGTACTGGTGGTTCACTGGTGTGAAGGTAGAGTCG

CGGGTACAGGGAATTCGGACTATGGCTCTCCGAGCTCGTCAGAGCAGTGTGTTGG
AGGTGGTGGTGTTGGTCATCATGTTCGGGTGTGTGCGGATGGAGGGCGTGGAGGC



ATGGTCTGGGCCAAATGGCTGGAATGACGCCCATGCAACCTACTACGGCGGLCGC
GGATGCTTCCGGCACTCAAGGTTGGTGCAGAGATGTTGAAAGTTGTGATCGGAGG
GAGGATTGCAATGTGATCTCGTAGAATCCGCCTCGCTCAGACTGTAGGTGTGGTT
ACGGTTTCCGGGAGTGTTGGTCTGTGTTCCGGCGTCGAAGGGGTGAGGTTAGGCG
TTGTGGTTCATTGTGTGGAATGCCGGATGTACCTGTGTGTACGCATTCCAGTGTAT
GAATTTTTCGTCAGGAGGGAGCCGCATCAGTGCACAGCGAAAGATGATTTGAAA
ATCAAACGTTTTAAAGGAATTCATTCGGCTGCGCGCTTGACATTGACAATTCATG
TCGAGCACGACATTTTTCCTGGCGATTGGAGTTCTCAGCGATATTCTCTCCATGGA
TTTTTTTGAGTTGCAGTGTAGTTTTCGTGTTGGCAATGATAAGTGCAGCAGCTGCG
CTCACGTAAATTGATCGGAACAGCAAATTGAGTCTTCTAATCCGTGAGGTGATTG
CTTGCGCTCATCGATCGATTTTCTCGTGCAATTTTTCGTGCAGGTGGAGCTTGCGG
ATTTGGCAATCTTTATAGCACAGGCTACGGCACCAGCACGGCGGCTCTTAGCCAG
GCGCTTTTTAATTCGGGCCTCACGTGTGGAGCCTGCTTCGAGCTCGCATGCGATCC
TAGCGGTTCCAAGTATTGTTATAAAGGTTCTTCTATTGTCGTCACTGCCACCAACT
TCTGTCCTTCGGGTTCCGAAGGAGGATGGTGCGATTCCCCGAAGCAACACTTCGA
CCTCTCACAGCCCGTCTTTAACAAAATCGCTCAACAAGCTGGCGGTGTCATCCCT
GTGAAATATAGAAGGTAGATTGCTTCCCTCCATTCTTGTGACCATTCCCTCTTTGG
AACTCCTCTACACGAAACAATCGTCTGTTTCATAATTTATGACTAAAGGCTGACA
GTTTCATGGATTCGTCCACAGAGTGCCATGCCGGAAGTCCGGAGGCATGCGTTTT
ACCATCAATGGAAATCCCTACTTCATTTTGGTGCTCGTCACGAACGTCGGCGGAG
CTGGCGACGTTCAGCAGCTTTCTCTCAAGGGCTCAAGCACTGGCTGGTATACCAT
GTCGCGCAACTGGGGACAGCAATGGGAGTTCCGCGGGAATAGCGCGCTCGTTGG
ACAGGCACTCTCCTTCAGGGTTGTCACCAGCGATGGCGCAGAAGCAGTCTCCTAC
GATGCGGCTTCAGAGAACTGGAGTTTCTCGCAGACGTTCGAAGGAATCAATTTCT
AACAACGAACCTCCTTAAAAATAAAATCAAGTAATTTCTAGAGCGATGCTCCAGA
AGCTCCAAAACACATGCAGAGCCCTTTGGTGATTATCTTTGAATGTCACCAAGTC
GTGCAGGGGAGTGGGAAAAGGTTGCCGGGGTGTGTCGATCGTCAGTACATTTCGC
CCGCTCCTTGATTGAATTTTAGACTCAATATCGTCAGAGTTGTGAAAAGTGAGGA
CTGTTGGTTTTCTTCTCGTTGTGAAATGCAATTGTTCATATGGTGATGAGGTGGAT
TGTGGACTTCATTGATTGGCCAGGCACCCGCGCTGTGACCACTCCTTATTGAATA
AAATTACGTGAGCAGTGCACAAGCGTGCTGTGATTTTGCTTCTTGCG



