IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3cl1l_12000V3

Gene Model: Pp3cl11 _12000V3.1.p
Description: PPEXPA-18

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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+ Name Accession Description Interval E-value
[+ PLN00050 super family 31535 expansin A; Provisional 33-261 1.00e-66
SEQUENCES

Peptide

>PpEXPA-18

MKMDARSGMKLAVVLLVHLALCASPVFGAPPGGWINGRITYYGSPNGGGTQGGAC
GYONTVSLGYGFMTAALSTTLFKGGAACGACYQLQCAPVSETPSGLLKRNWCWQV
GRSILVTATNLCPPGSSGGWCNPPQHHFDLPMPAFLALARREGGVVPVYYRKVNCA
RKGGIRFTVGGNPWFLMILIHNVGGAGDVVAVKVKCPTSGWYDMYRNWGALWTV
QKKMNGPLSFAITTSDGRTVTTYNAVGNGWKFGQTWEGAQYR*

CDS (coding sequence)
>PpEXPA-18

ATGAAGATGGACGCTCGATCCGGTATGAAGCTCGCGGTGGTTCTGCTCGTTCACC
TGGCGCTCTGCGCGTCTCCTGTGTTCGGTGCCCCGCCTGGAGGATGGATAAATGG
GCGCATCACGTACTATGGTTCGCCAAATGGCGGAGGGACGCAGGGCGGTGCTTG
CGGGTATCAGAACACTGTATCGTTGGGATATGGCTTTATGACAGCAGCACTGAGT
ACCACTCTGTTTAAAGGTGGAGCGGCCTGTGGTGCGTGCTACCAGCTGCAGTGTG
CCCCAGTCAGCGAAACCCCGAGTGGGTTACTCAAGAGGAACTGGTGCTGGCAGG
TGGGTAGAAGCATTCTCGTCACCGCTACCAACCTCTGTCCTCCAGGCTCTTCAGG
AGGATGGTGTAACCCTCCGCAGCACCATTTCGACTTGCCAATGCCTGCCTTCTTGG
CCCTCGCTAGGCGTGAAGGGGGTGTTGTTCCAGTCTACTACCGGAAGGTGAATTG
TGCGAGGAAGGGTGGAATTCGATTCACTGTGGGAGGCAATCCTTGGTTCTTGATG
ATCCTTATTCACAACGTTGGCGGGGCAGGTGATGTGGTAGCTGTCAAGGTTAAGT
GCCCCACCTCCGGATGGTATGACATGTACCGGAACTGGGGTGCATTATGGACTGT
GCAGAAGAAGATGAATGGGCCACTTTCCTTCGCGATCACAACGAGCGACGGGCG
CACGGTGACCACCTACAATGCGGTGGGCAACGGTTGGAAGTTCGGGCAGACCTG
GGAGGGCGCCCAATACAGGTGA

Nucleotide
>PpEXPA-18

GGGCTGCAGCGTTGGGTTTGGATATAAGCCAGTTGGGGGGACGTCTTCAACGCAT
CAATGCAGCAGCGCCATCTTGTCAACTGGGGGAGAGAGTTTGCATCGGGGTCCGG
ATTCATGTCATGAGGGTGGTATCTTGAGGGGTTGTGTTGAGTATTGGCCCTGGCC

AGATCTTCAGTCGCTCACTTGGCTCTTGTAAGTTGTCTGGACTGATCCACAGGTGC
AGTTTTGTGTCTTGGGAATCAAACTGGGTTGTGTTGGTTTCCACGATGAATTCATT



CGCTTCTAGAGTATACAATATTCAAAGCATTGGGGTACTAAGTAGAAGTATCCAA
GTTTGTCCTTGATAAAAGAGATTCTAGTTGCGGTGACAAGATTACAGAGAATTTT
GAAACGGCAATTTGAACCACTGCTACTTTTGAAGAACTGTCGAGTGTTTGAAGAA
TATCAACCAGTATGAAAAGGATGTTAATTTCGTGAAAAGCCATGGTGTGTGGTCG
ACCGAGCGAAACGTGTGTAGATCAAACAGATGGTTCGGCATGAATCTGGATTATT
TGTTTCTGATTTGTTAATCAACGGTACTGAATTGCAGCCTTGACATCATGAAGATG
GACGCTCGATCCGGTATGAAGCTCGCGGTGGTTCTGCTCGTTCACCTGGCGCTCT
GCGCGTCTCCTGTGTTCGGTGCCCCGCCTGGAGGATGGATAAATGGGCGCATCAC
GTACTATGGTTCGCCAAATGGCGGAGGGACGCAGGGCGGTGCTTGCGGGTATCA
GAACACTGTATCGTTGGGATATGGCTTTATGACAGCAGCACTGAGTACCACTCTG
TTTAAAGGTGGAGCGGCCTGTGGTGCGTGCTACCAGCTGCAGTGTGCCCCAGTCA
GCGAAACCCCGAGTGGGTTACTCAAGAGGAACTGGTGCTGGCAGGTGGGTAGAA
GCATTCTCGTCACCGCTACCAACCTCTGTCCTCCAGGCTCTTCAGGAGGATGGTGT
AACCCTCCGCAGCACCATTTCGACTTGCCAATGCCTGCCTTCTTGGCCCTCGCTAG
GCGTGAAGGGGGTGTTGTTCCAGTCTACTACCGGAAGGTGAATTGTGCGAGGAA
GGGTGGAATTCGATTCACTGTGGGAGGCAATCCTTGGTTCTTGATGATCCTTATTC
ACAACGTTGGCGGGGCAGGTGATGTGGTAGCTGTCAAGGTTAAGTGCCCCACCTC
CGGATGGTATGACATGTACCGGAACTGGGGTGCATTATGGACTGTGCAGAAGAA
GATGAATGGGCCACTTTCCTTCGCGATCACAACGAGCGACGGGCGCACGGTGACC
ACCTACAATGCGGTGGGCAACGGTTGGAAGTTCGGGCAGACCTGGGAGGGCGCC
CAATACAGGTGATCGACGCGTACTTCCAGGTCGCAGAGAGAATTCGACGGACGG
ATGATCCCCTACACGATTTTTTTAGAATTATTTATCTGCTTATTTTTGTTTACGAGC
CGAAGTCTAGGCGGAGCAGGTGGTACACGCAGTGCGTAGGACTTTCTGGAATCA
ACCTAGATCTTCAGATCGGTAATAGTTCGTGTTTTCTCCTCCCAGTGATGATCCGC
GCTGAGCTTGCATCAGTCGGTAGGCCGCGCTAGAGATCGAAAGGCACGGAACGT
CGAATATTATCCTCTCGGCACAGAGTCGAGGGTCTCTTCTTGCCAGTCTTTCGGAG
CTGGTCATGGAATTAGTTTGTCCTTGTAGCCTGAAAGGAGTCCATGTTCTGCAGA
CGCTATTTTTACTTAGCAAGGGGAGTAATTGTGTGTATGGTACCTACCTGCATGTG
GCTTGAGCAGTGCTGATTGATGTCTGCCGCCTTGATCTAGTGTCTAGTTTTATGTT
CTTTAGCTGGCTAGTTTTTGTGCTGTATCGCACAGTTTTCAACACCCTATAATATA
TTACGAAACTCCCATTCTTACGTGCATTGTCGACTTGTTGGTTGTTTAATACTTAG
AGACTCTGCTTCTTCCACCTGTTTTGT




