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Home > Welcome to QCheck+

We lco me Pe te r H uan g (peter.huang@ailabs.tw)

h k+ QCheck Plus (QCheck+) is a one-stop genomic medicine assistant system.
QC ec Combining the concept of precision medicine and electronic health record, the QCheck+ platform allows

clinicians and researchers analyzing the genomics data for different proposal, including prenatal testing,

QCheck+v1.0.0 inherited diseases, cancer risk and drug response, at one place and all result can be seamlessly used. All
powered by TAIGenomics Co., Ltd. information delivered on QCheck+ comes from reliable databases worldwide and we also apply Al
© 2014 - 2023 TAIGenomics, Co., Ltd. All rights technology to our platform to improve the accuracy of the analysis.
reserved.
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@ acheck A O @ acheck A O
) ) # NIST7035_TAAGGCG  NIST7035_TAAGGCG 12/12
Next Generation Sequencing Data QC Report Em  A_L001R2 001.fast  A_LOOLR2 001trim oy pesur
q-0z med.fastq.gz
Read 1 File Nome Read 2 File Name
| sample Information | Assay Information
CRITERIA ESTING SAMPLE
1D 0726 WES 2 Service Provider illumina
overail oc [ Testing Item ETTTTT] Total Reads® 2 3,000,000 20,203,002 )
Version 8 % of Duplicate Reads® 550% 33.20% °
Created Date 26 Jul. 2023 Filtered Reads* (Condition: 100% 2 400,000 14,136,373 L]
of the filtered reads that the
quality score > Q20)
Quality Median 2 Q30 in each base See Appendix [
| Overview Distribution Lower 2Q20ineachbase  See Appendix
Quartile
HWI-D00119 SAMTOOLS Sum of GC Content Deviations’ = 65% 33% o
_ Sequences in Same Length NO See Appendix o
Platform ?'_?.—E Alignment Tool = Sequences Length® Z 15 bp in all sequence See Appendix
Version: 1.10-13-ga2916aa
Reference:
CRITERIA ESTING SAMPLE
UNKNOWN Total Reads? 3,000,000 19,865,573 )
ar.-@‘r % of Duplicate Reads® =50% 31.79% o
ol e N Filtered Reads* (Condition: 100% = 400,000 14,636,743 ]

of the filtered reads that the

Version: unknown

Reference: hg19 quality score > Q20)
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