


(® Introduction

MGISEQ-2000 adopts an innovative “Flow Cell” system which can support various sequencing modes, and an optimized
optical and biochemical system which enables the whole sequencing process to complete within a short period of time, offering
the user a simplified and streamlined sequencing experience.
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MGISEQ-2000 Core Technologies
1) “DNB”—DNA Nanoball 3) Optimized Combinatorial Probe—Anchor
® Increasing the quantity of “DNA fragments (to be Synthesis (cPAS) System
processed)” through replication increases the ® Biochemistry team has studied a large quantity of
intensity of fluorescent signals, which enhances reaction conditions and screened tens of thousands of
seyuehiolgactley, enzymes to successfully sequence biochemical reactions
® Unlike PCR amplification, amplification errors in within just 60 seconds;
arising from Rolling Circle Amplification do not ® Speed increases are further complemented by advanced
accumulate exponentially; Real-time Image Processing software and Sub-pixel
Registration and Multi-thread Parallel Compression
2) Patterned Array Algorithms. This results in more accurate imaging and
® DNBs and arrayed spots are engineered to basecaling, processed in real-time at an industry-leading
enhance attachment of a single DNB to a spot thus data-processing speed;
preventing cross-talk of signal between DNBs; @ [nnovation with a Multi-pixel Dynamic Bias Correction
® The Patterned Array of spots on Flow Cells is Algorithm corrects the core fluorescent signal intensity
designed to maximize resolution of the optical through the brightness of surrounding pixels. This
imaging system and the surface area of the Flow significantly enhances the identification of DNBs and
Cell; therefore throughput and accuracy in basecalling.
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(® MGISEQ-2000 Complete Solution

ZLIMS

Zebra LIMS ( Laboratory Information Management System ) records data from the complete workflow
and monitors operational status in real-time. The data can be downloaded, stored and managed, to form
an integrated data analysis platform offering a complete solution from sample input to final data report.

1) Sample Preparation

% Supporting a picogram—level starting amount % Zero error accumulation during DNB production
¥ Compatible with the Automatic Sample Preparation System* % Stable Performance

Basic Scientific Research:

e \Whole Genome Sequencing e Whole Exome Sequencing e Pathogenic Microorganism Sequencing
e Targeted Region Sequencing e Non-coding RNA Sequencing e Monogenic Disorder Detection ePGS/PGD
e Single Cell Sequencing ® Transcriptome Sequencing o Chromosome CNV Detection eNIPT
® Epigenetic Sequencing & RNA-Seq e Targeted Tumor Sequencing
(MeDIP-Seg, ChIP-Seq, WGBS, TRM) e Complex Disease Detection

2) Gene Sequencing

Graphical user interface guide, easy to operate
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@ User login @ Click sequence QScan sample lD @ Scan reagent kit ID JX@ Scan Flow Cell ID
3) Data Analysis

e Built-in basic analytical software completes the imaging analysis and basecalling automatically and produces
standard Fastq data files including sequences and base quality metrics

o WGS Analysis System e Cancer Hotspot Mutation Analysis System

e \WES Analysis System e Pathogen Fast Identification System

e PGS Analysis System

IE

I@

*MGISP-100

Automatic Sample Preparation System
(WGS illustration)

e Features: Fully-Automated, Standardized Production, Reproducibility, Accuracy
e Applications: NIPT. PGS. WGS. Rapid Pathogen Identification, and more
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Manual process: 1.5 working days
MGISP-100: manual operation <1 hour and machine automation 6 hours







