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Whole Exome Sequencing: Pon epyaciog

Sequencing Base Calling Quality Control Genome Alignment
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Whole Exome Sequencing: Mapadotea
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RNA Sequencing (QuantSeq & TruSeq): Pon epyaciog
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RNA Sequencing (QuantSeq & TruSeq): Mapadotea

1. Quality Control
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EmutA£ov mapeEXOUEVEC UTINPECLEC

e Toviblakn ekppaon oe enimedo povadlaiwv kuttapwyv (Single Cell RNAseq)

e Ex véou cUotaon ko yovidtwpatoc (De novo assembly of SARS-CoV2 genome)

Yo avamntuén
e Avaluon dtadopiknc peBuiiwong (Differential DNA Methylation Analysis)

e AvaAuon avoocokatakpnuviopevneg xpwuotivne (ChipSeq Analysis)
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