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Order Information

Client Name META사업부

Client Organization (주)마크로젠

Order Number HN00sample

Application Metagenome Amplicon Sequencing

Type of Read Paired-end

Read Length 301

Library Kit Herculase II Fusion DNA Polymerase Nextera XT Index V2 Kit

Library Protocol 16S Metagenomic Sequencing Library Preparation Part # 15044223 Rev. B

Type of Sequencer Illumina platform
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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.

Research use only 4



Raw Data Statistics
The total number of bases, reads, GC (%), Q20 (%), and Q30 (%) are calculated for the 15 samples.
For example, in A1 sample, 118,288 reads are produced, and total read bases are 35.6 Mbp.
The GC content (%) is 53.3% and Q30 is 84.1%.

* Raw Data

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

A1 35,604,688 118,288 53.3 46.7 91.9 84.1

A2 31,772,356 105,556 51.6 48.4 92.2 85.0

A3 37,246,342 123,742 50.4 49.6 94.0 87.3

A4 30,835,042 102,442 51.1 48.9 93.9 87.0

A5 35,012,922 116,322 50.7 49.3 93.2 86.1

B1 36,147,090 120,090 54.5 45.5 92.4 84.8

B2 28,007,448 93,048 53.5 46.5 92.3 84.7

B3 32,836,090 109,090 51.4 48.6 93.7 86.7

B4 34,438,614 114,414 52.2 47.8 93.6 86.6

B5 34,738,410 115,410 51.9 48.1 93.3 86.3

C1 33,187,658 110,258 53.8 46.2 91.9 84.2

C2 36,027,894 119,694 52.7 47.3 93.4 86.4

C3 37,268,014 123,814 50.6 49.4 93.6 86.8

C4 33,471,802 111,202 52.1 47.9 92.7 85.2

C5 33,809,524 112,324 51.2 48.8 92.6 85.0

• 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 : 15

* Raw Data
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GC/AT Content Total number of samples : 15

* Raw Data
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Q20/Q30 (%) Total number of samples : 15

* Raw Data
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Download List
• The data can be downloaded from the links below. The download links are active for 2 weeks only, so please download your

data within this period.

• Once you receive/download the data, please make sure to check the integrity of the files.
Please note that the sequencing files will be deleted from our server 3 months after the analysis report is released;
please contact us within 3 months if you encounter a problem with the data.

* Raw Data Download

File Name File Size(byte) md5sum

HN00sample.zip 259,728,480 b73c0df1d0734f9024b8628375285533

File Name File Size(byte) md5sum

A1_1.fastq.gz 8,581,042 bb0a6a84c4868271f5f979ccae3b18eb

A1_2.fastq.gz 11,515,498 ec9497144b6ab5480b26da3359adc315

A2_1.fastq.gz 6,965,763 76b2fc22eae8351dbc9beddc8b45bf6c

A2_2.fastq.gz 9,183,979 34542dc75a577b0e237abd5577770b0a

A3_1.fastq.gz 7,644,734 eaafc4cfb93e7949ac8fc26150d2b9b3

A3_2.fastq.gz 9,828,889 5e8558e5f87a2afa6ba486bc83e62f23

A4_1.fastq.gz 6,396,795 2f230933df1197a32f692b43aaa9b15e

A4_2.fastq.gz 8,152,317 d93c9bea03299aa8432b4d368c5238ec

A5_1.fastq.gz 7,183,289 a90d3504e58f0aac8a95fd6d10b1e074

A5_2.fastq.gz 9,843,660 a2db06efcbaa418f75ce0f8fb9ad04b7

B1_1.fastq.gz 8,864,176 3ed8bde65e9fd4cd0c4d0597b802e240

B1_2.fastq.gz 11,366,756 d186916d34b3bb07784bd27f9505f28c

B2_1.fastq.gz 6,581,470 4904bb20297c753448d9430ade2436d0

B2_2.fastq.gz 8,645,841 f2bb19ca289041c379fd9d23995d0f36

B3_1.fastq.gz 7,303,108 12425b744570394a534e9fa8d8ae32c2

B3_2.fastq.gz 8,872,323 01e9c4dadd276abe9f3c6a517351fc6b

B4_1.fastq.gz 6,973,303 b034f8785cfd1118bc18eeaf494b76bf

B4_2.fastq.gz 9,850,986 c3054362499d1e349b13473f9cfe8111

B5_1.fastq.gz 7,072,595 c9fdbb623320ec14161d6fb24ddb134c

B5_2.fastq.gz 9,847,072 2864703d87d0f8ffa5dec6d7ba837638

C1_1.fastq.gz 8,166,696 060b7099e231a9965dbc07f3318e54de

C1_2.fastq.gz 10,495,013 8491361d892e8f1afb6ab797d749a7d3

C2_1.fastq.gz 8,061,474 569288666ab1c5328dc698a90d997fbe

C2_2.fastq.gz 10,531,840 a8ccb8a1e3324789d631101421c5016c

C3_1.fastq.gz 7,552,100 4ea32d54615e4f3bf6162b786c0a97fb

C3_2.fastq.gz 10,148,316 0557745c2cd749df4e60a64bdb6c8872

C4_1.fastq.gz 7,307,994 f7310f59e1ec807ad387594cd9a83e49

C4_2.fastq.gz 9,731,464 38e262878c61e7e75c85df9d0999a0b6
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https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/HN00sample.zip
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/A1_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/A1_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/A2_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/A2_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/A3_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/A3_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/A4_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/A4_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/A5_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/A5_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/B1_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/B1_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/B2_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/B2_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/B3_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/B3_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/B4_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/B4_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/B5_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/B5_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/C1_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/C1_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/C2_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/C2_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/C3_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/C3_2.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/C4_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/C4_2.fastq.gz


File Name File Size(byte) md5sum

C5_1.fastq.gz 7,150,139 a854a2f3815260086c2d63c18980a739

C5_2.fastq.gz 9,906,766 e1e87ec7157b2a7cde8c9c71c575f9be
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https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/C5_1.fastq.gz
https://data.macrogen.com/~macro3/HiSeq02/20240126/HN00sample/C5_2.fastq.gz


FAQ
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FAQ
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FAQ

Research use only 13

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


Result File Description

Research use only 14




