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Figure 7: A) A “z-axis profile” (from Fiji-Imagel) ) for a specific 4x4 area centered on a bright spot. B) The
average pixel values for the same spot generated by the JR code (MATLAB). C) The total intensity of a

|
N o N E [¢)] o]
I I I I
t t t t

LWMM DMJHM

Normalized pixel intensity (Multiples of the background
b=
o
i
ph

List Data » More » Live

Applications in protein sequencing

.............
200 400 600
Slice

Figure 1: This is a representation of how DNA PAINT
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Streptavidin tei tid Figure 4: A) A frame from the sample data provided by GATTA-quant. (100 ms frame interval, 100 ms exposure, shutter off). B) A z- f
com pared to Sample data to o . protein or peptide. projection over the course of the sample video shows the maximum pixel values. C) The activity graph from one of the points in the =
determine if successful . Biotinylated albumin sample data. D). A frame from data gcqgired from the GATTA-PAINT Nanorqler kit. (300 ms frame intervgl, 100 ms exposure., §hutter ; )
. . Cover slide off, 100% laser intensity). E) A z-projection over the course of the sample video shows the maximum pixel value. F) The activity graph
experi ments could be repllcated from one of the points in the GATTA-PAINT Nanoruler data acquired by us.

Acquiring point data

. * MATLAB was used to analyze specific points, account for drift, and to find the
D ata C O U.e Ctl on traces of the activity over time using the gaussian curves fitted to the pixel values.

Slide comparison
* The GATTA-PAINT Nanoruler kit
from GATTA-quant was compared
to sample data from GATTA-quant
* The sample uses the ATTO-655
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Camera and microscope B) The Nanoruler is * Several different versions of the MATLAB code were used and compared to the
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was used to take videos of the Determining laser intensity settings Comparable binding times for many activity sites show promising similarities
activity * Due to normalized data and differing laser intensities between our data acquisition between the sample data and GATTA-PAINT Nanoruler data. However, more
_ and that of GATTA-quant, finding an adequate laser intensity was necessary research is necessary to validate the data collection methods used to measure
Important settings In order to most accurately compare  As laserintensity increased, the average pixel value of the activity became the binding rates of these oligonucleotides. In particular, more reliable imaging
* Framerate (/0 ms - 3s) the slide to the sample data, videos increasingly nonlinear techniques are necessary to ensure even time intervals between frames, along
* Exposuretime (20ms-1s) were run with settings as close as _ — Figure 6: The mean of with faster frame rates with adequate exposure to see the binding activity.
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