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l. Lignes de commandes pour Unicycler et Trycycler :

A Unicycler :
unicycler -1 short_reads_1.fastq.gz -2 short_reads_2.fastq.gz -| long_reads.fastq.gz -o output_dir

B. Trycycler :
trycycler subsample --reads reads.fastq --out_dir read_subsets

threads=16 # change as appropriate for your system - 28

mkdir assemblies

flye --nano-hq read_subsets/sample_01.fastq --threads "Sthreads" --out-dir assembly_01 && cp
assembly_01/assembly.fasta assemblies/assembly 01.fasta && rm -r assembly_01
miniasm_and_minipolish.sh read_subsets/sample_02.fastq "Sthreads" > assembly_02.gfa &&
any2fasta assembly_02.gfa > assemblies/assembly 02.fasta && rm assembly_02.gfa

raven --threads "Sthreads" read_subsets/sample_03.fastq > assemblies/assembly_03.fasta && rm
raven.cereal

flye --nano-hq read_subsets/sample_04.fastq --threads "Sthreads" --out-dir assembly 04 && cp
assembly_04/assembly.fasta assemblies/assembly 04.fasta && rm -r assembly 04
miniasm_and_minipolish.sh read_subsets/sample_05.fastq "Sthreads" > assembly_05.gfa &&
any2fasta assembly_05.gfa > assemblies/assembly_05.fasta && rm assembly_05.gfa

raven --threads "Sthreads" read_subsets/sample_06.fastq > assemblies/assembly_06.fasta && rm
raven.cereal

flye --nano-hq read_subsets/sample_07.fastq --threads "Sthreads" --out-dir assembly 07 && cp
assembly_07/assembly.fasta assemblies/assembly 07.fasta && rm -r assembly_07
miniasm_and_minipolish.sh read_subsets/sample_08.fastq "Sthreads" > assembly_08.gfa &&
any2fasta assembly _08.gfa > assemblies/assembly 08.fasta && rm assembly_08.gfa

raven --threads "Sthreads" read_subsets/sample_09.fastq > assemblies/assembly_09.fasta && rm
raven.cereal

flye --nano-raw read_subsets/sample_10.fastq --threads "Sthreads" --out-dir assembly_10 && cp
assembly_10/assembly.fasta assemblies/assembly_10.fasta && rm -r assembly_10
miniasm_and_minipolish.sh read_subsets/sample_11.fastq "Sthreads" > assembly_11.gfa &&
any2fasta assembly_11.gfa > assemblies/assembly_11.fasta && rm assembly_11.gfa

raven --threads "Sthreads" read_subsets/sample_12.fastq > assemblies/assembly_12.fasta && rm
raven.cereal

trycycler cluster --assemblies assemblies/* .fasta --reads reads.fastq --out_dir trycycler

trycycler msa --cluster_dir trycycler/cluster_001

trycycler msa --cluster_dir trycycler/cluster_002



trycycler msa --cluster_dir trycycler/cluster_003

trycycler consensus --cluster_dir trycycler/cluster_001
trycycler consensus --cluster_dir trycycler/cluster_002
trycycler consensus --cluster_dir trycycler/cluster_003

cat trycycler/cluster_*/7_final_consensus.fasta > trycycler/consensus.fasta

C. Lignes de code pour FeatureCounts :
Subread-buildindex -o trycycler_index fichier_annotation _gb.fasta

Subjunc -T 28 -i trycycler_index -r read_1 -R read_2 -o subjunc_results.bam

featureCounts -t transcript -T 28 -a fichier.gtf -o counts.ncbi.txt subjunc_results.bam

D. Ligne de code pour Deseq2:
Data.table <- read.delim("comptage_12h_230307.txt",row.names = 1)

Data.env <- read.delim("metadata_12H_230307.txt",row.names = 1)

Data.dds <-DESeqDataSetFromMatrix(countData = Data.table, colData=Data.env, design= ~group)
Data.dds<-DESeq(Data.dds)

resultsNames(Data.dds)

Data.res<-results(Data.dds, contrast=c("group”, "FO3_12H", "WOF_12H"), alpha=0.05)

Data.reOrd<-Data.res[order(Data.resSpvalue),]

E. Ligne de code pour FeedMaurice:
Perl FeedMaurice.pl --gff3 SO756_trycycler Ref100000000 194893.current.gb.gff --kg

koala_ghost_genome_ko.txt --Dq_output Deseq2.noemie.analyse3.WOF _12H-WOF_24H.tsv --

kegg_class Kegg.genome.module.txt



