
Exome Sequencing

Report
2026.03



Table of Contents

Research use only 2

Order Information 3

01 Workflow 02 Raw Data
Result

Experimental Workflow 4 Raw Data Statistics 5
Total Bases 6
GC/AT Content 7
Q20/Q30 (%) 8

03 Deliverables 04 Appendix

Download List 9 FAQ 10
Result File Description 13



Order Information

Client Name María Josune Aguirrezabalaga

Client Organization Atrys Health S.A

Order Number HN00268129

Application Exome Sequencing

Type of Read Paired-end

Read Length 151

Library Kit Twist Human Core Exome (+RefSeq)

Type of Sequencer illumina system
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Experimental Workflow
The samples are prepared according to NGS library preparation workflow, and sequenced using Illumina platform.
The workflow illustrated below shows the common ligation based method of library preparation. The process may differ based
on the library preparation protocol followed.
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Raw Data Statistics
The total number of bases, reads, GC (%), Q20 (%), and Q30 (%) are calculated for the 1 sample(s).
For example, in I2604029 sample, 101,721,612 reads are produced, and total read bases are 15.4 Gbp.
The GC content (%) is 49.0% and Q30 is 95.6%.

* Raw Data

Sample ID Total bases (bp) Total reads GC (%) AT (%) Q20 (%) Q30 (%)

I2604029 15,359,963,412 101,721,612 49.0 51.0 98.8 95.6

• Sample ID : Sample name.

• Total Bases (bp) : Total number of bases sequenced.

• Total Reads : Total number of reads. For illumina paired-end sequencing, this value refers to the sum of read1 and read2.

• GC (%) : Ratio of GC content.

• AT (%) : Ratio of AT content.

• Q20 (%) : Ratio of bases that have phred quality score of over 20.

• Q30 (%) : Ratio of bases that have phred quality score of over 30.
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Total Bases Total number of samples : 1

* Raw Data
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GC/AT Content Total number of samples : 1

* Raw Data
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Q20/Q30 (%) Total number of samples : 1

* Raw Data
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Download List
• The following links provide access to your data files. Please download all files within 2 weeks,

as the links will expire thereafter.

• Once the download is complete, kindly check the file integrity (e.g., file size and checksum)
before proceeding with analysis. If you encounter any issues with the download,
please contact us for assistance.

* Raw Data Download

File Name File Size(byte) md5sum

I2604029_1.fastq.gz 3,161,139,929 f98ecbed1338b25f169393b56c3ea6a0

I2604029_2.fastq.gz 3,183,509,976 12d56f31d2a44afb91ab8e9984c759a2
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https://datadownload.macrogen.com/download?file=SE4wMDI2ODEyOSYyMDI2MDMwOV9ITjAwMjY4MTI5X0VYTy9SYXdEYXRhL0kyNjA0MDI5XzEuZmFzdHEuZ3o=
https://datadownload.macrogen.com/download?file=SE4wMDI2ODEyOSYyMDI2MDMwOV9ITjAwMjY4MTI5X0VYTy9SYXdEYXRhL0kyNjA0MDI5XzIuZmFzdHEuZ3o=


FAQ
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FAQ
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FAQ
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https://support-docs.illumina.com/SHARE/AdapterSequences/Content/AdapterSeq.htm


Result File Description
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