PRE

Unlocking the proteomic potential of FFPE tissues with BeatBox® and iST: A xylene-free, high-throughput workflow for in-depth proteome analysis
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MATERIALS & METHODS

Proteins identified

Input: . oy .
e Formalin-fixed, paraffin-embedded (FFPE) COP FFFC DP FFFC DP FF © o m o R o o {Eﬁ?ﬁ%l, tselzcted proteins within a tissue
mouse tissue: 10-uym sections prepared erdaemusde Ko e cardize muscle idney ver sy ype.
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deparaffinized and fresh frozen  tissue: between fresh-frozen and FFPE tissue was performed by applying statistical g [m] Prermerinezepreomicscom
wit% ontimized washing for EEPE full curls ' 0 . . . . 04 . . . . 04 ——— analysis and fitering for proteins significantly regulated for each tissue type. .

4 0 1,500 3,000 4,500 6 : - - - : : : +
LC-MS anaF:ysis&Data progessing b B’OFSENK‘LSOO o b 3’°:£NK S ANK This resulted in 1259 proteins in FF and 1140 proteins in FC, showing a Conflict of Interest Disclosure
= . : : ' - T N B. Nunez is employed by PreOmics Inc.
e EASY-nLC™ 1200 - TimsTOE HT e VR R differentially expression between tissue types, but similar protein abundance e oy e

Hartinger, and N.A. Kulak are
employed by PreOmics GmbH

J. R. Krieger is employed by Bruker
Canada Ltd, Milton, ON, Canada

level within a tissue specimen. A selection of proteins described for the
Deep proteome coverage. Protein quantification demonstrated a comparable dynamic development or regulation (based on GO-terms) of heart, kidney or liver are
range with approx. 4 orders of magnitude and a similar proteomic depth for full curl shown in the heat map, demonstrating that biological information is preserved
FFPE tissue and fresh frozen tissue (three valid values in four replicates). between FFPE and fresh-frozen tissue.
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