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Abstract Sectioned slides can be stored at RT or at 4°C for at least 15 weeks Morphology markers still useable 21 days after staining

Spatially resolved whole transcriptomes offer promising new insights into the study of human disease
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and process patient samples from large cross-sectional or longitudinal cohort studies. Here we test
batch slide processing and storage of whole transcriptome stained slides to maximize the run rate
through one GeoMx® Digital Spatial Profiler (DSP) instrument. We processed 28 slides using the
standard automated slide preparation protocol for in situ hybridization of 18,000+ probes to the whole
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transcriptome. For biosamples, we use standard reference control samples for the testing, comprised
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This concordance was similar to the observed slide-to-slide variation between replicates within each
day. We also find throughout the storage time course a similar number of genes detected in tissues
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Bulk sample preparation increases throughput and reduces hands-on time

These data show that FFPE blocks up to 11 years old may be sectioned in bulk and

Flexibility with long-term tissue section and stained slide storage are important aspects to consider stored for up to 15 weeks at either 4°C or RT without seeing a reduction in gene _
when planning a large study that seeks to minimize sample processing batch effects. We investigated counts. Conclusions
the impact of storing both sectioned tissues and RNA-stained slides for multiple weeks on the

reproducibility and quality of DSP RNA count data, and identified two stopping points in the sample
preparation process that did not negatively affect gene expression data.

Bulk slide preparation increases efficiency without decreasing data quality * Sectioned slides may be stored for up to 15 weeks without seeing a

reduction in gene counts
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Figure 1 : We have identified two areas

i AT e within the GeoMx Sample Prep workflow . -~ _ _ + Block ages up to 11 years old did not influence number of genes detected
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bredst « Slides may be bulk prepared with probes and morphology markers and
stored for up to 21 days in 2xSSC without seeing a decrease in gene
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« Nuclel counting algorithms and segmentation algorithms remained

DAYS Sy . .
o . y functional 21 days after staining.
An 11-cell pellet array and 10-organ
tissue micro array were used to » Taken together with an efficient end-to-end workflow (see AGBT 2023
E cover a variety of FFPE tissue types. poster 127), increased throughput of 100+ slides per month is possible

with bulk preparation of tissue sectioning and slide preparation.

« Fourteen cell pellet array slides and 14 tissue micro array slides were prepared using the Leica

semi-automated protocol and hybridized with huWTA.
« The following day, all 28 slides were stained with morphology markers. . Y
* Four of these slides were then run on GeoMx DSP, while the remaining 24 slides were stored in Scan here tO E" "'@
2x SSC in light-sealed containers at 4°C. download or =
 Prepared slides were stored for 2, 3, 4, 7, 14, and 21 days and run on GeoMx DSP without any —l-# ]
additional slide preparation. Iearn more E . 3
« Bulk preparation of slides can reduce hands-on time and batch effects related to slide prep. )
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