B ARGET BUILDING BLOCKS OF LIFE

» Which building blocks of life have been formed in

the Space? Under which conditions?
 Did they reach structural complexity/organization?

 To what have these extraterrestrial molecules been

Implied in a prebiotic chemistry on the early Earth
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USUAL TECHNICS™

SMART GC-MS
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— "~ USUAL TECHNICS™

SMART GC-MS

2.5+

2.0+

ity (x10%

4 Good recoveries of volatile organics but : )
- Degradation, oxidation, rearrangement reactions
- Speculative identification

1.5

1.0 —

Base Peak Intens

- Lack both sensitivity and versatility 0 ”“{L
\ / 0.0 i T A\. T T T T T T T T T T T T 7 T
Benneretal., 2000; Glavin etal., 2001; Navarro-Gonzalezet al., 2006 U N ¥ reenionTmemin -

Complex chromatograms



SUILDING BLOCKS DETECTED®
WITH GC-MS IN ANALOGUES
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MOLECULAR SCREENING'
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FROM NON TARGETED TO®
TARGETED ANALYSIS
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'NUCLEOBASES HRM3%

SIM ANALYSIS

Astrophysical ice analogue
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SIM ANALYSIS
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""" NUCLEOBASES HRM3N

SIM ANALYSIS

Astrophysical ice analogue

Targeted analysis with UPLC-HRMS (SIM mode)
Cytosine: Thymine
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TARGETED ANALYSIS ™
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""" NUCLEOBASES HRM3N

SIM ANALYSIS

Astrophysical ice analogue

Targeted analysis with UPLC-HRMS (SIM mode)
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NUCLEOBASES MRM ANALYSIS™

Astrophysical ice analogue
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AMINO ACIDS MRM ANALYSIS
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AMINO ACIDS MRM ANALYSIS
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