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Chapter 4 in: Aik T. Ooi (ed.), Single-Cell Protein Analysis:
Methods and Protocols, Methods in Molecular Biology, vol. 2386,
https://doi.org/10.1007 /978-1-0716-1771-7_4

The chapter was inadvertently published with incorrect figure legends, reference citations,
and order of references.

These errors have been corrected by updating the correct figure legends, reference
citations, and the order of references as seen below:

Figure 2 Legend was: Example of population selection for unmixing on single stain and
unstained reference controls. Spectral plot (right) shows specific signature of each fluoro-
chrome and cellular autofluorescence

Figure 2 Legend has been corrected as: Anti-IgG antibody cross-reacts with anti-TCR
Vd2 (A) and anti-IgA (B). Left plots, protocol with simultaneous staining; right plots,
modified protocol with sequential staining

Figure 3 Legend was: Manual Gating Strategy, part 1

Figure 3 Legend has been corrected as: CD19 SparNIR685 signal pre- and post-
fixation step. Post-fixation staining shows better resolution of CD19+ cells

Figure 4 Legend was: Manual Gating Strategy, part 2

Figure 4 Legend has been corrected as: Example of population selection for unmixing
on single stain and unstained reference controls. Spectral plot (right) shows specific signa-
ture of each fluorochrome and cellular autofluorescence

Figure 5 Legend was: Manual Gating Strategy, part 3

Figure 5 Legend has been corrected as: Manual Gating Strategy, part 1

The updated online version of the chapter can be found at
https://doi.org,/10.1007 /978-1-0716-1771-7_4
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Figure 6 Legend was: Visualization of high-dimensional data using t-SNE and UMAP
algorithms on PBMC -excluding monocytes- from three concatenated samples. A. Biaxial
plot with t-SNE (upper) and UMAP (lower) maps. B. Overlayed color-coded expression of
several markers (CD3, CD4, CDS8, TIGIT, CD57, CD19, IgM, IgD, CXCR5, CCR®,
CD56, CD16 CD161, CD123 and CD27) on dimensional reduction t-SNE map. Data
generated with the OMIQ Platform (bttps:/omiq.ni)

Figure 6 Legend has been corrected as: Manual Gating Strategy, part 2

Figure 7 Legend was: Anti-IgG antibody cross-reacts with anti-TCR Vd2 (A) and anti-
IgA (B). Left plots, standard protocol with simultaneous staining; right plots, alternative
staining with sequential staining

Figure 7 Legend has been corrected as: Manual Gating Strategy, part 3

Figure 8 Legend was: CD19 SparNIR685 signal pre- and post-fixation step. Post-
fixation staining shows better resolution of CD19+ cells

Figure 8 Legend has been corrected as: Visualization of high-dimensional data using
t-SNE and UMAP algorithms on PBMC—excluding monocytes—from three concatenated
samples. (A) Biaxial plot with t-SNE (upper) and UMAP (lower) maps. (B) Overlayed color-
coded expression of several markers (CD3, CD4, CD8, TIGIT, CD57, CD19, IgM, IgD,
CXCR5, CCR6, CD56, CD16, CD161, CD123, and CD27) on dimensional reduction
t-SNE map. Data generated with the OMIQ Platform (https: //omiq.ai)

The following citations have been revised:
Section 3 : Methods

[8] has been updated as (se¢ Notes 9 and 10)
[9] has been updated as [8]

[10] has been updated as [9]

[8, 11] has been updated as [10, 11]

Section 4 Notes

3. [14] has been updated as [13]

5. [15] has been updated as [14]

7.19,16] has been update as [8, 15]

9. [17] has been updated as [16]

10. [17] has been updated as [16]

11.[15, 18,19] has been updated as [17-19]

References have been sorted in the following order in the updated version of the
chapter.
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