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https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/illumina-dna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/ampliseq-custom-dna-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/ampliseq-custom-dna-panel.html
https://www.illumina.com/products/by-type/clinical-research-products/trusight-cancer-hereditary.html
https://www.illumina.com/products/by-type/clinical-research-products/trusight-cancer-hereditary.html
https://www.pillarbiosci.com/products/
https://www.pillarbiosci.com/products/
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/deeplex-myctb-combo-kit.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/deeplex-myctb-combo-kit.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/illumina-dna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/illumina-dna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/stranded-total-rna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/stranded-total-rna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/stranded-total-rna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/dna-pcr-free-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/stranded-mrna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/ampliseq-custom-rna-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/ampliseq-custom-rna-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/viral-surveillance-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/viral-surveillance-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/respiratory-pathogen-id-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/respiratory-pathogen-id-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/respiratory-pathogen-id-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep-influenza-a-and-b.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep-influenza-a-and-b.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep-influenza-a-and-b.html
https://www.illumina.com/products/by-type/clinical-research-products/covidseq-assay.html
https://www.illumina.com/products/by-type/clinical-research-products/covidseq-assay.html
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128 EZE3} 7|2 (International Organization for Standardization, ISO)2l £% 7|
HIH(life cycle assessment, LCA)0 CHEH 1ISO 14040(2006a) X 1SO 14044(2006b)
HZE3} Greenhouse Gas (GHG) Protocol Product Life Cycle Accounting and
Report Standard(WRI/WBCSD, 2011)2| 2HH2H @71 Atg 9 7to|=atelof what
WEXOo 2 ZkASHE LCA P E S8 R B (genetic code) 1 GbY MiSeq Reagent
Kit2t MiSeq i100 Reagent Kit2| X| 7 2+3} X|=~(global warming potential, GWP)E
E™ofl tjwdt ZutES LIEHY, 0] A= ZHASHEl LCA BT0|2 2 HM3XE &lAF S 47|
BEZO| HAZO] Q= 2E BT QF AISIE SF8HK|E= 42
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https://ghgprotocol.org/product-standard
https://ghgprotocol.org/product-standard
https://www.illumina.com/systems/sequencing-platforms/miseq-i100.html
https://www.illumina.com/products/by-type/informatics-products/dragen-secondary-analysis.html
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lllumina. DRAGEN secondary analysis data sheet.
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illumina.com/content/dam/illumina/gcs/assembled-assets/ oj2fo|E A
marketingliterature/dragen-bio-it-data-sheet-m-gl-00680/ AlAE] F0f B £A 2|3 ZHD
dragen-bioit-data-sheet-m-gl-00680.pdf. Published 2018. 717 A E{X|A 32l DL|E ZH| x| 2 24X
Updated 2022. Accessed January 1, 2024. HIOJE] &7 U 2M AT E0f
2. Mehio R, Ruehle M, Catreux S, et al. DRAGEN Wins at
PrecisionFDA Truth Challenge V2 Showcase Accuracy Gains 22:15~30°C, Mzt 2°C njztel
from Alt-aware Mapping and Graph Reference Genomes. 2= Hg
) ) . e . oo = &k HI8% M 5= 20~80%
illumina.com/science/genomics-research/articles/ 2d oA - alot
dragenwins-precisionfda-challenge-accuracy-gains.html. ;2_}7|'. 'i(/)AOOm I
Accessed February 12, 2024. :'LH.FIQ-
= o
3. Data calculations on file, lllumina, Inc. 2024.
AS FIb4 13.56 MHz,
RFID 2 200 MW
LED OH2tM | ED: 455~465 nm
HE =22 XEM ED: 520~530 nm
A|AH FIEIRE O HS L4H| x 20| x #0|: 40.2 cm x 44.8 cm
- x 47.3 cm
MiSeq i100 Sequencing System 20115694 A 2171 1 S2(dry weight): 36.0 kg
{7 |X] S2: 49 kg
MiSeq i100 Plus Sequencing System 20115695
- AC 100~240 V 50/60 Hz, 300 W,
A Ao} 7|E e as a7 A B4 08 Mgl
MiSeq i100 Series 5M Reagent Kit 20126565 717|2t H|O|Ef Bt2| A|AE! ZF RJ-452
(300 cycles) HESZ AZ 0|8¢l 2 = HIEHIE Sdlf 2|TH
2.5GBE ¥&
MiSeq i100 Series 5M Reagent Kit 20126566
(600 cycles) L2 HEQa HZE:
) ) ) ) 2171¢ 50 Mbps
MiSeq 1100 Series 25M Reagent Kit 20126567 HES3 AZ BaseSpace Sequence Hub H2E:
(100 cycles) CH = 71715 50 Mbps
! . . ) 7|17| 2 HIO|H H=EE:
I(\glsg?:;‘(l:tl)é)s)Serles 25M Reagent Kit 20126568 7171% 5 Mbps
olx -
MiSeq i100 Series 25M Reagent Kit 20115696 HE ™ A AH EE?;:' §|EIEC 610101
A -
(600 cycles) =T Fcc/ic &9l

a. SM Y 25M Z22 42 WX FE 7hs. 50M XL 100M 222 2 2025
sty EA] o "
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https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/dragen-bio-it-data-sheet-m-gl-00680/dragen-bio-it-data-sheet-m-gl-00680.pdf
https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/dragen-bio-it-data-sheet-m-gl-00680/dragen-bio-it-data-sheet-m-gl-00680.pdf
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