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Xpwpatoypadlo

H xpwpatoypadia vPnAic mieong
QVAKEL  OTIC  XPWHATOYPAPLKEC
TEXVIKEG, Apa O Slaxwplopog eival
amoTEAECOHA TNG  OUVOUOOTLKAG
dpAong  ULOG  OTATIKAG KOl ULOG
Kwntng ¢dong. 2tnv HPLC, to deiypa
gloayetal otn kKopudn tng oTNANG
Kal pE TN Ponbsla NG KWwNTAC
daongc, Ta OUOTOTIKA ToU
HETOKIVOUVTAL ME TN Hopdny {wvwv
Kol TEALKA eKAoUovTal TO €va PETA TO
aAo. OL  avaAUuOUEVEC  0UOiEg
KOTAVEUOVTAL UETAEU TNC OTOTLKAG
KAl TNG  Kwntig  ¢aong, He
QIOTEAECUA VO HETOKIVOUVTOL E
SLaPOPETIKEC TAXUTNTEG KATA UAKOC
NG oTAANG
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First mass
spectrometry
diagnostic
approved in US

The US Food and Drug Administration in August
approved its first mass spectrometry (MS) diagnostic
for clinical microbiology use. The VITEK MS,
manufactured by the French multinational bioMérieux,
based in Marcy-I'Etoile, uses matrix-assisted laser
desorption/ionization time-of-flight MS to analyze the
proteins of microorganisms and compare them to its
vast database of signature profiles. In conventional
microbial identification, microbes isolated from patients
are subjected to more expensive and slower
biochemical and molecular assays before clinicians
can act on the information. Given a pure culture of a
bacterium or fungus, the VITEK MS can pinpoint its
identity at the species level in minutes, with the
ability to perform nearly 200 tests at once. The platform
iIs already approved for use in Europe and other
countries, but was finally cleared in the US
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Figure 1: Sequencing Cost and Data Output Since 2000—The dramatic rise of data output and concurrent falling cost of sequencing since

2000. The Y-axes on both sides of the graph are logarithmic.
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Cost to sequence a human genome (USD)
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A. Library Preparation

Genomic DNA | e
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B. Cluster Amplification
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C. Sequencing

Sequencing Cycles ( )

Digital Image

Data is exported to an output file l

Cluster 1 > Read 1: GAGT...
Cluster 2 > Read 2: TTGA...
Cluster 3 > Read 3: CTAG...
Cluster 4 > Read 4: ATAC... Text File



H kaBe amoiwkia pwtilel avaloya LLE TO
VOoUKAgoTLOLO TTOU TIpooTiOEeTOL

Sequencing Signal scanning

MéEpoc tou chip
OTav AELToupyEtL



2Tolylon Twv aAAnAouxLwv
D. Alignment & Data Anaylsis

ATGGCATTGCAATTTGACAT
TGGCATTGCAATTTG
AGATGGTATTG
Reads GATGGCATTGCAA
GCATTGCAATTTGAC
ATGGCATTGCAATT
AGATGGCATTGCAATTTG

Reference  AGATGGTATTGCAATTTGACAT

Genome
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