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Figure 4

Step 1: Cellular targating

» Celis are mixad with the fixation and permeabifization buffer
and introduced into the inlsl with antibody-DNA conjugates.,

+ The serpentine channgl enhances mixing fo facilitate coflular
targaling.

Step 2: Cell capture
« Cells are caplured o the porous membrane.

§§\\\§ + Unbound antibodies are removed via the waste outlet.

N
3

<

« STAMP reagents {i.e., DNA tetrahedron probes, localization
labiels and ligases} are introduced 1o generate 30 barcodes
in st on cell-bound antibodiss.

» Formed barcodes are liberated upon heat inactivation of
ligase.

«

code amplification
« STAMP barcodes are introduced to the amplfication
X chamber via pusitive pressure. The barcodes can be pra-
X
g\§ . amplified with appropriate primers for sequencing analysis
e A\ or an-chip gPCR {(see below).

S

.

+ On-chip gFCR
« STAMP barcodes are transierred to individual gPCR
chambers, sach prelonded with specific lyophilized primers
for on-chip real-time gRCR fluorascance measuremants.
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Figure 9
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