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Proteomic analysis
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Introduction to proteomics \
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Ubiquitination

PTM (post translational modlflcatlon) A‘| A-I |:|| A K\A{on D,' et'al., Comparative Proteomic Profiling of Marine and Freshwater Syne'chocys-tis Strains
Using Liquid Chromatography-Tandem Mass Spectrometry. Journal of Marine Science and

Glycosylation, Phosphorylation, Ubiquitination Engineering. 2020; 8(10):790.




Metabolomic analysis
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Biological samp.les Metabolites - Data search and validation
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Lipidomic

analysis
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Agilent 1260 & 1290 system  Agilent 6490 Triple Quad LC/MS * Base peak chromatogram of identified N-glycans.
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* Identification of N-glycan from MS/MS spectra
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Lc-ms A M0 A chromatography columnO| 25| = A2 HX[SH, 1c O|s&0| =& I AME = U&= 7|EF 422 MAHSHH 22X0|10 FHetol Z1HE
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Sample preparation services
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. . . Lysate Preparanon In-Solution Digestion
In solution digestion Lysis ~Reduction
-Fractionation -Alkylation
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(filter aided sample preparation)
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