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https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/ilmn-dna-pcr-free-prep-novaseq-x-tech-note-m-gl-02388/ilmn-dna-pcr-free-prep-novaseq-x-tech-note-m-gl-02388.pdf
https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/ilmn-dna-pcr-free-prep-novaseq-x-tech-note-m-gl-02388/ilmn-dna-pcr-free-prep-novaseq-x-tech-note-m-gl-02388.pdf
https://knowledge.illumina.com/library-preparation/general/library-preparation-general-reference_material-list/000003750
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https://knowledge.illumina.com/instrumentation/general/instrumentation-general-troubleshooting-list/000002308?_gl=1*1gknkc4*_ga*NDIyMzkyMTM1LjE3MDMwOTI1MTQ.*_ga_VVVPY8BDYL*MTcxMDQyNDYwOS43OS4xLjE3MTA0MjY1NzYuNjAuMC4w
https://support-docs.illumina.com/ko-KR/IN/NovaSeqX/Content/IN/NovaSeqX/DenatureDilute_Intro.htm
https://support-docs.illumina.com/ko-KR/IN/NovaSeqX/Content/IN/NovaSeqX/DenatureDilute_Intro.htm
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https://knowledge.illumina.com/instrumentation/general/instrumentation-general-reference_material-list/000001543?_gl=1*1oitsa7*_ga*NDIyMzkyMTM1LjE3MDMwOTI1MTQ.*_ga_VVVPY8BDYL*MTcxMDQyNDYwOS43OS4xLjE3MTA0MjY3MTkuNjAuMC4w
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https://support.illumina.com/downloads/index-adapters-pooling-guide-1000000041074.html
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