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- Amplicon (165/18S rRNA, ITS. Customized) Metagenome Sequencing
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- Taxonomic profiling
- Comparison analysis of microbial community - Amount 2 200+
- Diversity statistics (alpha-, beta- diversity) - Valume 2 20 4 Prediction genomic region
- OTU (Operational Taxonomic Unit) S2AHE, 24 - Concentration 2 10 ra/ul
- ASV (Amplified Sequence Variant) 241 - ODsearo ratio 18 - 20

- Shotgun Metagenome Sequencing
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- Remove host sequences
- Metagenome assembled genomes - Amount 22 44

- Prediction genomic region - Velurne 2 20 # Prediction genomic region
- Gene annotation & ARG, MGE, resistome - Concentration 2 100/
- Taxonomy assign - ODsarauo ratio 1.8~ 20

Workflow

Sample Preparation EE23 QC & Library Construct 28 DNA Sequencing

Bioinformatics Analysis (—I

< Example. Analysis Data >

Alpha Diversity

Sequence Table Phylogenetic Tree Taxonomy analysis

NGS Instrument - PacBio, Oxford Nanopore Technologies (ONT), lllumina
Other NGS Bioinformatics Service

- Whole genome sequencing - DTC Service - Epigenome
- Whole exome sequencing (Human, Animal) - RNA sequencing - SNP/SSR/INDEL
- Korean Chipv2 - Small RNA sequencing (miRNA)




