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DHITE R raw read fastq files and
reference genome
DITRAE:
1. Data preprocessing and quality
control

2. Alignment and mapping (bwa)

Genome size Genome size

WGS/WES-based

SNV/indel 731

~10Mb: 5,000/8£ 72
~100Mb: 6,000/4% 7%
>1Gb: 10,000/3& 2

~10Mb: 10,000/ 72
~100Mb: 12,000/ 7%
>1Gb: 20,000/1% 7

3. Duplicate marking and sort
(GATK4)

4. Variant calling and filtering
(GATK4)

5. Variant effect prediction (SnpEff)

DHTEESR: SNV/indel report
(including VCF & html files)

AEHABSEMRAER indel,
BHEBRFBE KB EH RO TR

WGS-based forward

genetic screening

7,000/t 2

14,000/4 7K

PHTE R raw read fastq files and
reference genome

DHTRAE:

1. Data preprocessing and quality
control

2. Alignment and mapping (snap)

3. Variant calling and filtering
(bceftools)

4. Bulked segregant analysis
(MiModD)

5. Variant effect prediction (SnpEff)

DHT4E R Phenotype-causing SNV
/indel report (including VCF &
html files)

KIEB PR C. elegans 1 A. thaliana ,
MEABRKETHES R Doitsidou er
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RNA-Seq 7317
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DHTERL: raw read fastq files and
reference genome

PAR iD=

1. Data preprocessing and quality
control

2. Alignment and mapping
(HISAT2)

3. Read counting (featureCounts)

4. Differential expression analysis
(DESeq2)

5. GO/KEGG analysis

D HT4E R lists of DEGs and the
enriched GO/KEGG terms
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miRNA-Seq 737

5,000/4H

10,000/28

PHTE R raw read fastq files,
known miRNA data, and
reference genome

DHTRIE:

1. Data preprocessing and quality

control

2. Alignment and mapping

(NovoAlign)
3. miRNA analysis (mirPRo)
4. Novel miRNA prediction
(randfold, RNAfold)

DHTHER: lists of DE miRNAs and
novel miRNAs
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R #EE miRNA-3’UTR interac-
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ChIP-Seq 7%

5,000/1% 2~

10,000/4 7K

“DHTERL: raw read fastq files and
reference genome

PAKIDILES

1. Data preprocessing and quality
control

2. Alignment and mapping (bwa)

3. Peak calling (MACS2)

4. Peak annotation (ChIPseeker)

DHTAESR: lists of called peaks
(including BED and bedGraph
files), peak annotations

R EE motif analysis (known

motif search and de novo motif
discovery) + #/A R 2 HTART%
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