IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c3_16280V3

Gene Model: Pp3c3_16280V3.1.p
Description: PPEXPA-01
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
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Query seq,
Superfanilies PLN0OOS50

+ Name Accession Desecription Interval  E-value
[+ PLNO0050 super family 31535 expansin A; Provisional 7-254 1.40e-66
SEQUENCES

Peptide

>PpEXPA-01

MGSICSMKFPILMVAFLALGLPSVLGAPYGWKDAHITYYGSPNGGGTQGGACGYQN
TYALGYGSFTAALSAPLFQGGAACGGCYQLKCAPVRETRTVHNWCWSYSRSIVVTA
TNLCPPGSHGGWCAWRPHFDLPMPAFTSLAKQVGGVAPVFYRRVRCAKRGGVRFTI
GGNPYFLMVLIHNVGGAGDIRSVRIKGQYSGWVTMFRNWGSLWTCRTKLSGPLSFM
ITTSDGRTLVSNRAVGSWWKFGQTWEGSQFR*

CDS (coding sequence)
>PpEXPA-01

ATGGGTTCCATATGCAGCATGAAGTTTCCCATTCTCATGGTCGCCTTTTTAGCGCT
GGGCTTACCTTCGGTGCTTGGAGCACCTTATGGATGGAAGGATGCGCACATTACC
TACTACGGATCTCCCAACGGCGGAGGGACGCAGGGAGGTGCTTGCGGATATCAG
AATACTTATGCCCTCGGATACGGATCTTTCACTGCGGCATTGAGTGCCCCGTTGTT
TCAAGGAGGAGCCGCTTGCGGGGGATGCTACCAGCTTAAGTGTGCACCAGTGAG
AGAAACCAGAACCGTGCATAACTGGTGCTGGAGTTACTCTCGCTCTATCGTTGTC
ACCGCTACGAACCTGTGCCCGCCAGGATCTCACGGAGGGTGGTGCGCATGGCGCC
CCCACTTCGACTTACCAATGCCTGCTTTCACCTCTCTCGCAAAGCAAGTAGGAGG
TGTTGCTCCTGTCTTCTACAGAAGGGTAAGATGCGCTAAGCGCGGTGGAGTTCGC
TTCACGATCGGAGGAAATCCATACTTCTTGATGGTTCTGATCCACAACGTCGGGG
GAGCAGGCGACATCAGGTCTGTGAGGATCAAAGGGCAATACTCAGGATGGGTGA
CCATGTTCCGTAACTGGGGTTCACTGTGGACTTGCCGGACTAAGTTGAGTGGACC
CCTGTCCTTCATGATTACCACCAGCGACGGACGCACTCTAGTGTCCAACAGAGCC
GTGGGATCGTGGTGGAAATTCGGACAAACCTGGGAGGGTAGCCAGTTCAGATAG

Nucleotide
>PpEXPA-01

CACGACTATGTTTAGTTATAGCTAAGAGCTGTCCCCTTCTTTCCTCCGATCGATTC
GGGTGGCGGTTGCCTGGGAGATGGAGAGGGAAAGTAGTAGAGTATAAGCTGTTT
GTGGCTCCGGAAAGGTGTCATCCTGCAGTGTTGAACGTTGTTTGAGGGCTCTCTCT
ATCAATATAGGTGAGCGAGTATCAGCGGCAAGAGTGCTTCCTCATGAGCGCGACT
TAGGAAGCCAGTTTGTAGACTACATCGTCATCCAGCCGGCGTATTGTGTCTGGTT
CCACGTTGTAAGTGATCGACTAGTGAGTGGAATTATGTCGCCATTTCATGGGAGC



AGGTGTTGATAGACTGAAAGGGCTCTGGGTTATGTGGGGAGGGATATTTTATGCA
TGATTTTAGATTCATGTTTCTTATCATCAAAGAGCTGTTCATATGCTTCATTTATCT
TCGTCGAATGTCACAGCAGAGTGGCATGGATATTCCATGACGATGGAAAACTTGA
TCTTAGATCTGAGACTGCCAAGGCCTGTTGCATGTTCCGGAGCAGCTAAATGTGC
ATTATGTGCTCATGAGAATGTGCTTCTAAAATAGTGTGATATAATTGCAGGAACA
GGTCACAAATATGGGTTCCATATGCAGCATGAAGTTTCCCATTCTCATGGTCGCCT
TTTTAGCGCTGGGCTTACCTTCGGTGCTTGGAGCACCTTATGGATGGAAGGATGC
GCACATTACCTACTACGGATCTCCCAACGGCGGAGGGACGCAGGGAGGTGCTTG
CGGATATCAGAATACTTATGCCCTCGGATACGGATCTTTCACTGCGGCATTGAGT
GCCCCGTTGTTTCAAGGAGGAGCCGCTTGCGGGGGATGCTACCAGCTTAAGTGTG
CACCAGTGAGAGAAACCAGAACCGTGCATAACTGGTGCTGGAGTTACTCTCGCTC
TATCGTTGTCACCGCTACGAACCTGTGCCCGCCAGGATCTCACGGAGGGTGGTGC
GCATGGCGCCCCCACTTCGACTTACCAATGCCTGCTTTCACCTCTCTCGCAAAGCA
AGTAGGAGGTGTTGCTCCTGTCTTCTACAGAAGGTGTGTGACCTGGTGTATATGG
TCCTTATTATTTATTCAAATCCGCTTCAAATGTCACTGCTGTTTGGGTTGAATACT
AATCTTGTTGAGAAATGTTTGATATCCAGGGTAAGATGCGCTAAGCGCGGTGGAG
TTCGCTTCACGATCGGAGGAAATCCATACTTCTTGATGGTTCTGATCCACAACGTC
GGGGGAGCAGGCGACATCAGGTCTGTGAGGATCAAAGGGCAATACTCAGGATGG
GTGACCATGTTCCGTAACTGGGGTTCACTGTGGACTTGCCGGACTAAGTTGAGTG
GACCCCTGTCCTTCATGATTACCACCAGCGACGGACGCACTCTAGTGTCCAACAG
AGCCGTGGGATCGTGGTGGAAATTCGGACAAACCTGGGAGGGTAGCCAGTTCAG
ATAGATCCCTACAGGGTCTGTCCCAAACCAAAAACGCTCGGTCGCAAGGGTCGCT
TCGATCGAAACACTACAATGCTCCTCGGTCCGTGATGTGCCTTCAGGAATGGCTC
CATCCGTCCGTGCGAAGCCGATCGCAATTCTGAGACGTCCACATCATCGGAAATT
TTCCGGTGCTACTTTGCCAGTTCCGTAGTTCAGTGTTCGTATCACAACATATAACC
TGAAAAACTAGATTTCCTGGATCCAGCGAAACCTGCTGGATAATTGTAATCTGAT
TACATGTAGTACTTAGTCGTCGTGAAATCTCCTATTCGTAATAAAACGCTCTAGAC
TCTCTTTGTGACAATCTCTGAGCGTTTGGGTGATGCTCTCCATCAAGGCTTTCTTC
TGTTTTCTTTGTCGTTGTCCGTGTCTTCTAGATTGGAGCCTGTATTAGTTCATTCTT
GTACTGCGATTAGCGTCGCTGAGTGGCGACAAATGACATTGTGGTTGCCGCTATG
TGACGATGCCCGACATCTTAACAATCGCCGAAGTGGCATACTCAATGAATTCACT
AGCTGCAAGGAAAGTATCCTTTCTATGTTGTCCTTGTGCGCATATTTTATAATGGA
TCTGTAGCAAATGGTGATTGCTATGGAGAGCTTGTTTGCAAAGACGGTATACGTA
AGATGGAATCCAGGATTTTTCCGGCGTTGATAAGAACGTGTGGAACCTTCATCTC
TGTTTGTAAGTAAATGTTAAAACGACCTCTTCGACTTTCAATTATCCCAATAGACT
TTGACAAAGATGTGAATTTTACTAATGTTTTGAAGAGAAATGCCAATATCAAACA
CCCATCCATATGTAAATGTTTTC



