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The error rate along reads for all replicates is
lowest at the beginning of the read and higher
at the end, as expected. Replicate A is shown
as a representative.

Across all replicates, 99.41% of reads were
clean, while the majority of the remainder
were discarded due to containing adapters.

250

bp

Predicted Rpf2 product: 580 bp
Yeast lysate cleanup input:

- N /B | g sample 1- 20 ug Conclusions
S < >- Prot.ems are released by addition Sample 2- 100 g B Clean reads (12164142, 99.8%) [ Clean reads (9113012, 99.77%) . ) .
m _‘ @— of elution buffer to reverse CDM Input yeast lysate (ug) DNA yield (ng) Bl Containing N (2002, 0.02%) B Containing N (66, 0.00%) The ProMTag Multiprep workflow allows for cleanup of DNA and protein or peptide. The cleaned-up
Y \@ reaction 20 45.6 I;c;w qua“tT (122, Oz.gtl);Ag o H ;?jw qualityll (o,do.gtl);A)4 093 DNA and peptides are suitable for MS and WGS, allowing multiomics analysis of a single starting sample.
,’ * - 100 256 apter related | , 0-18%) apter related (21234, 0.23%) We are currently working to expand the Multiprep workflow to allow purification of RNA as well as DNA
, o A preliminary study was done to assess Yeast DNA was purified by the Multiprep workflow or and protein or peptides.
1 ._QST 6- (Optional) MT-Trypsin is added to . . e . e e L
dicest broteins i des. MT the quality of DNA recovered via the the Promega Wizard® Genomic DNA Purification kit K led
|ges. p.ro eins into peptides. M- Multiprep workflow. Nucleic acids were and sent to Novogene for whole genome sequencing. Acknowle gements
- ” -® 7/ Trypsin is captured on the TCO | dup f | : h Iti IF] duced hich i , . :
{ ) =N beads during digestion Cleaned up from yeast lysates starting The Multiprep worktlow produced high quality This work was supported by NSF SBIR Phase Il Award 2036199. This work was also supported in part by
¥ e A with 20 pg or 100 pg of protein. This DNA results that matched or surpassed the Promega Kkit. NIH P30 CA124435 utilizing the Stanford Cancer Institute Proteomics/Mass Spectrometry Shared
0)( ' . < s was used fo.r PCR (Rpf2 PCR sh.own asad Resource at the Vincent Coates Foundation Mass Spectrometry Laboratory, Stanford University Mass
” * @ 7 representatlve) and amplification of the Spectrometry (RRID:SCR_017801). We thank Ryan Leib and the Stanford University Mass Spectrometry
v A desired gene was successful. Facility for their help with mass spectrometry analysis, data analysis, and statistical analysis.




