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Service Information

Service Name

Bioinformatic Analysis

Genome Sequencing

Whole Genome Sequencing
Whole Genome de novo Sequencing
Whole Exome Sequencing

Targeted Sequencing

Variant calling (SNP, InDel, CNV, SV)
De novo assembly, gene prediction & annotation
Variant calling (SNP, InDel), somatic mutation

Variant calling (SNP, InDel)

Epigenome Sequencing

Whole Genome Bisulfite Sequencing
Targeted Methylation Sequencing

ChIP Sequencing

Methylation calling (CpG, CHG, CHH), differential methylated region (DMR)
Methylation calling (CpG), differentially methylated region (DMR)

Peak calling, motif prediction

Transcriptome Sequencing

Total RNA/mRNA Sequencing

1 cell RNA Sequencing

ISO Sequencing

Small RNA Sequencing

Gene expression profiling, clustering (PCA, heatmap), differentially expressed
gene (DEG), functional annotation (GO, GSEA), alternative splicing, fusion gene

Gene expression profiling, clustering (PCA, heatmap), differentially expressed
gene (DEG), functional annotation (GO, GSEA)

Alternative splicing, fusion gene, differentially expressed isoform (DEI), open
reading frame (ORF) prediction

Small RNA expression profiling, differential expressed gene (DEG), target
prediction

Single Cell Sequencing

Gene Expression Sequencing

Immune Profiling (TCR/BCR)

ATAC Sequencing

Multiome (ATAC+Gene Expression)

Multiplexing

Gene expression profiling, differentially expressed gene (DEG), functional
annotation, clustering, cell type annotation, RNA velocity, trajectory analysis

Gene expression profiling, immune repertoire (TCR/BCR), differentially
expressed gene (DEG), functional annotation, clustering, cell type
annotation, RNA velocity, trajectory analysis

Chromatin accessibility, peak calling, clustering

Chromatin accessibility, peak calling, gene expression profiling, clustering,
feature linkages

More than one sample is available to combine and process in one experiment

Metagenome Sequencing

Amplicon Sequencing (16S V3-V4/18S/ITS) ASV (Genus level), taxonomy profiling, alpha/beta diversity

16S Full Length Sequencing

Whole Genome Shotgun Sequencing

ASV (Species level), taxonomy profiling, alpha/beta diversity

ASV, taxonomy profiling, alpha/beta diversity, functional annotation

% Sequencing Platform: lllumina NovaSeq, MiSeq / PacBio Revio, Sequel
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