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>Product introduction
The SISPROT PAC kit is engineered for Ultra-micro sample processing, delivering stable performance at the
nanogram-level. It is the ideal solution for single-cell resolution spatial proteomics and tissue microenviron-
ment analysis. The system supports a wide range of inputs, specifically optimized for:
·<0.1 mm2&500-100,000 cells: Compatible with LCM tissue samples and ultra-micro cell counts, enabling
single-cell resolution spatial proteomics.
·Nanogram-level Sensitivity: Specifically engineered for stable handling of nanogram-level samples in tissue
microenvironment and exosome analysis.
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>Product Features
Bay Omics

Ultra-micro samples
1ng Input:Capable of process-
ing ultra-micro samples with as
low as 1ng of protein.

SISPR○T
MS-based Proteomic Sample Preparation Kit
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High sensitivity & → room temperature,
do not refrigerate
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high coverage
Approximately 3500 proteins
can be stably detected from a
1ng protein sample
Easy operation
6 Hours/24 Samples: Integrates
extraction, digestion, and de-
salting; pre-processing of 24
samples is completed within 6
hours.

HIGH reproducibility
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>Performance Evaluation
20ng protein loading, DDA mode,n=3 batch.
High Sensitivity

Average identification
across three sample sets
exceeds 3500 Protein Groups
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Figure 1. Statistics of 20ng peptide and protein identification
High Stability

Good reproducibility
across three sample
sets, with CV values
all less than 10%
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High Repeatability Pearson Coefficient for All Group

Repeatability across
three sets is greater
than 0.93
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Figure 2.CVvalue box plot Figure 3.Repeatability heatmap

>Actual Data Showcase
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Figure 5

Figure 4.Peptide and protein identification statistics
for 1~20ng protein samples(timsTOF Ultra)

Figure 5.Peptide and protein identification statistics
for 10~1000 cell samples(timsTOF pro)
Figure 6.Peptide and protein identification statistics
for 20~200 μm tissue sections(timsTOF pro)
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