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Why ROSALIND?

ROSALIND is a cloud-based muliti-omics discovery and collaboration platform that
enhances the data analysis experience. We offer standardized pipelines for
RNA-seq, scRNA-seq, ChIP-seq, ATAC-seq, smallRNA-seq, and nCounter data.
Simply upload your files and receive same-day results including: quality control,
differential expression, pathways, and much more.

Scientists of every skill level can utilize ROSALIND since no programming or
bioinformatics expertise is required. ROSALIND instantly provides powerful
downstream analysis and truly insightful visualizations on gene expression datasets.
Our interactive analysis is designed to be easy to use and save valuable time.
ROSALIND even offers the ability to share experiments and collaborate in real-time.

Why use NanoString nCounter for Gene Expression Analysis?

The study of gene expression provides valuable insights into the nature of diseases
and the effect of treatments by quantifying the activity of RNA in a biological sample.
Scientists working in Oncology, Immunology, Infectious Diseases (more recently,
COVID-19), Regenerative Medicine, Drug Discovery and other areas of research
often conduct experiments between healthy and disease states to identify
differentially expressed genes and biological pathways to discover therapeutic
targets. Comparisons between these differential patterns reveal unique gene
signatures that are valuable for drug and diagnostic development.

NanoString’s nCounter Analysis System utilizes a proprietary molecular barcoding
technology to count RNA molecules directly without reverse transcription or
amplification. This enables development of highly multiplexed gene expression
assays that are simple to run and highly reproducible. Because it doesn’t rely on
enzymology, nCounter is highly tolerant of Formalin Fixed Paraffin Embedded (FFPE)
tissue and other sample types where RNA degradation and/or effects of fixation are
a concern. nCounter is often utilized in translational research studies and clinical trials
as well as basic research.

NanoString offers a catalogue of pre-designed Panels spanning a wide range of
biology with specific emphasis on Oncology/lmmunoOncology, Immunology, and
Neuroscience. The panels consist of hundreds of highly curated and annotated genes
covering a particular area of biology. These panels can be customized by adding
genes specified by the end-user. NanoString also offers fully customizable designs to
fit virtually any research need.
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Analyze More
Setup your experiment in minutes.

o
ALL PROJ‘E(V?'IA'S

All Project:

Project & Spaces

E - The tabs below allow you to navigate your folders used for organization. Projects are personal containers for Experiments. Spaces are collaborative areas
where you can share existing Experiments with other researchers.

[©] . Demonstration Project

This project contains demo experiments for you to explore. Feel free to test out Rosalind by
creating unlimited new comparisons and adding fiters to see how quickly these genomic datasets
come tollife.

5D

B2 Al Meta-Analyses

All Meta-Analyses available to you are stored in this project. Meta-Analyses can also be found
within their related Experiments and Comparisons.

Beginning your experiment design is as easy as clicking
from anywhere across the platform.

ONEXPERIMENT

Choose your Experiment Design Experience

ROSALIND enables you to analyze experiments with your own data, or import public data experiments by entering a BioProject
Accession Number. You will have the opportunity to specify the experiment type, select species, and assign attributes. When
importing a public data experiment, enter an NCBI BioProject Accession number, and ROSALIND will automate processing and
data entry by interpreting the parameters from the existing experiment descriptions.

@  Partner Recommended Analysis Discovery and analysis experiences curated by our Partners
These partners have selected ROSALIND as their analysis platform

O Design a New Experiment Setup an experiment with data that will be uploaded
Aguided experience for RNA-seq, Single-Cell, ATAC-seq and more

O ImportaPublic Experiment Quickly import experiments with an NCBI BioProject Accession #
Public Data Importis included with a ROSALIND subscription

Using samples from a prior experiment?
Please email support@onramp.bio

Begin your NanoString experiment by selecting the radio button:
“Partner Recommended Analysis” and clicking [[EEaN -
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Analyze More
Setup your experiment in minutes.

ONEXPERIMENT
n a n o S 't r' i n q Run a NanoString Sponsored Experiment

NanoString has selected ROSALIND s the premier platform for nCounter® data analysis and collaboration. nCounter®
provides a simple and cost-effective solution for multiplex analysis of up to 800 RNA, DNA, or protein targets, Learn more about
nCounter® solutions here

H N C o <

@  Gene Expression nCounter® RCC Optimized analysis for nCounter Experiments
Analyze RCC files directly from the nCounter® platform
(O  Gene Expression nSolver® Import previously processed Experiments from nSolver®
Normalized Counts Visualize and extend capabilties using the RCC Export function
O miRNAnCounter® RCC Optimized analysis for nCounter Experiments.

Analyze RCC files directly from the nCounter® platform

O miRNA nSolver® Import previously processed Experiments from nSolver®
Normalized Counts Visualize and extend capabilities using the RCC Export function
O Plexset” Gene Expression Optimized analysis for nCounter Experiments

Analyze RCC files directly from the nCounter® platform

Choose one of the various nCounter® experiment types from the list provided.

©

ONEXPERIMENT
n a n o S t r i n q Run a NanoString Recommended Analysis

Upload NanoString nCounter files using the drag & drop area below; or simply click on the box to open a dialog window to select
Experiment files. nSolver® raw RCC files and normalized counts fles are supported, depending upon the option selected in the
previous step. Please remain on this page until uploading completes. ROSALIND verifies each file after upload and runs an
additional consistency check after all files have been received

oS Totalnumberof Lots  ~ 1

c H N o G

Upload NanoString nCounter® files using the drag and drop box, or click on the
box to open a dialog window to add the RCC files for your experiment.
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Analyze More
Setup your experiment in minutes.

@

ONEXPERIMENT
n a n O S t r i n q Confirm NanoString Panel and Species

The following panels and species have been detected from the files submitted for your experiment. This information is applied
during analysis processing. If a custom panel has been used, species may not be able to be auto-detected, and a list of species
will be displayed to choose from

o Detected Panel Immunology V2

Detected Species Homo sapiens

NanoString panels and species are usually autodetected. If not, you can also
use the dropdown menu to select the desired species.

ONEXPERIMENT
n a n O S t r i n q Please select samples attributes for analysis and NCBI submission

The NCBI BioSample data model has been implemented to simplify the data submission process, as well as improve
experiment sample annotation, analysis and comparisons. Begin typing each attribute that describes your experiment and
select from the query results or enter any custom attributes. An Excel attribute file il be automatically generated based on the
samples by clicking "GENERATE ATTRIBUTE FILE". Use the UPLOAD button once this attribute file has been pre-populated to
streamline the sample annotation data entry.

4

Enter Attributes disease|
) disease state

} artridgeBarcode €@
Host Disease Outcome

Softwareversion © J [
<>
& Host Disease Stage
& Study Disease

ROSALIND uses the NCBI BioProject and BioSample data model for annotating
samples and to simplify GEO/SRA submissions. Click | carsresmmeurerie | for g custom
file to edit annotation values in Excel and upload this file by clicking| veomammsurerie |,
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Analyze More
Setup your experiment in minutes.

ONEXPERIMENT
n a n O S t r i n q Upload a Sample Attributes File

Sample Attribute files are similar to sample sheets and include metadata to describe the biological features of each sample.
Attribute files are optional and may be provided as comma delimited files (CSV) or tab delimited files (TXT). Use the drag &
drop area, or click on the box below to open a file browser. In the next step, you will have the option to automtically generate a
sample attribute template based on the design of this experiment

0 Sample Attributes File (optional)

CANCEL DOWNLOAD EXAMPLE

Uploading the pre-populated file can reduce the time it takes to define the
metadata associated with your experiment. Additional guidance is offered by
Se|eCting I DOWNLOAD EXAMPLE ‘

€ ONSAMPLE

w ‘ Review your sample data to ensure accuracy
ﬁ @ Reviewing Import ~ ~ Attributes

Name CartridgelD Date Genoype  Treatment Time Course
’ , [©) KO_Oh_rep2 nano2 carl v2 20140603 > KOMydss ol oh
’ Q v \ KO_Oh_rep3 nano2 carl vz 20140603 WT Myd88 fx o oh
§ - KO_2h_rep1 Nano2car3 20140708 SPC cre Myd88 fx FLA 2h
KO_2h_rep2 Nanozcar3 20140708 CD11c cre Mydss fx FLA 2
KO_2h._rep3 Nanozcar3 20140708 KO Mydss OVA-FLA 2
KO_Gh_repl nano2 carz 20140603 KO Mydss OVA-FLA 6h
KO_6h_rep2 nano2 carz 20140603 KO Mydss OVA-FLA 6h
KO_6h_rep3 nano2 carz 20140603 KO Mydss OVA-FLA 6h
WT fx_0h_rep1 nano2 carl v2 20140603 WT Mydss fx control oh

ROSALIND provides a sample sheet for easy review of your experiment design
before you upload your data. Use this table to remove samples, change sample
names and adjust sample parameters.
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Analyze More

Setup your experiment in minutes.

ONANALYSIS

Please describe the sample comparison you would like to create

To populate your comparison groups, select <113/ or Attr 51te, choose an item class, and then drag one or more items
10 a group box. Note that every item added will further constrain your elligible samples within the group. You may then refine
your sample selection by clicking Edit at the lower right corner of each group box. Click < when you are ready to finalize
this comparison.

New Comparison
KO MydB8 vs WT Myd88 fx
Select Category —» Select & Drop ltems ——» KO Mydss.
Attributes CartridgelD CD11c cre Myds8 fx Genotype - KO Myds8 5¢
Samples. Genotype KO Myds8 ))
Time Course SPC cre Myd88 fx
Tissue WT Myd88 f
Treatment WT Myds8 fx
Date Genotype - WT Myd88 fx X

| v

Comparisons can be set up now or after the experiment has been processed.
Differential expression requires pairwise comparisons, eg treatment vs control.
Drag attribute values or sample names to the condition and control boxes.

Select a Covariate

Covariates will adjust and p-Values of your to correct for
confounding, undesirable or "extra” variables. ROSALIND will provide an uncorrrected
comparison in order for you to assess the effect of covariate correction. Begin by

selecting the attribute to use for covariate correction.

Select Covariate ~ None

Time Course
[

Treatment

For an advanced analysis with covariate correction, click and

choose any one of the valid covariate variables. Once all comparisons are
defined, click | and then| | to launch the experiment for analysis.

NANOSTRING QUICK START GUIDE
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Analyze More
Setup your experiment in minutes.

ONLAUNCH

Your experiment is launched!

You have reached the end of Experiment Design for Gene Expression nCounter® RCC. ROSALIND is now readying your
experiment for processing. In a few short minutes the progress bar below will complete and the NEXT button will become
available for you to select. You will then be transported to a dashboard that will chart your Experiment completion. Be sure to
stay close! ROSALIND is remarkably fast and will signal you on-sceen and by email when you may begin exploring your data
to unlock new insights,

Your experiment has been aunched and is now processing.

Once complete, you will receive an email to notify you that your experiment is
ready for exploration.

EXPERIMENT

Nanostring of whole lung RNA from cel

Nanostring of whole lung RNA from cell-specific MyD88 KO at Oh 2h and 6h after in vivo sensitization

o with OVA-standard flagellin
3 8 /O Standard Queue Allergic asthma is a chronic disease of the airways by d MYD8S, the adaptor molecule for TLR and IL-

1 family member signaling, is required for allergic sensitization through the airway in animal models of allergic asthma. We generated conditionally mutant

mice separately lacking Myd88 in airway epithelial cells (ECs) or dendritic cells (DCs) and alveolar macrophages (AMs) to define the contribution of Myd8g

Workflow Start Apr 27,2020 07:15 AM expression in each of these cell types. To examine crosstalk between ECs and CD11c-expressing cels in vivo, we examined transcriptional profiles from

whole lung RNA at baseline, or following 2h or 6h in vivo lung allergic sensitization through the airways from WT MyD88 fx/fx, SPC cre+ MyD88 fi/fx (EC-

MYD88 KO, CD11¢ cre+ MyD88 fi/fx (DC-MYDBB KO), and full MyDB8 KO mice. We observed immune-specific transcriptional changes in whole lung RNA

that were altered based on EC- or CD11¢-specific deletion of MYDS8, We also observed transcriptional (linked data set) and epigenetic changes in chromatin

conformation in cDCs by ATAC-seq (linked data set) as well as changes in immune-specific sorted EC RNA, sorted AM RNA, and sorted cDC RNA by
Nanostring nCounter Immunology Codeset Analysis (additional linked files).

Total Samples 35

Method (Technology) ~ nanoString Number of Samples 35

Experiment Type Gene Expression nCounter® RCC Attributes CartridgelD, Date, Genotype, Treatment,
Time Course, Tissue

Species Mus musculus Replicates

Genome Build mm10

Panel Immunology

Rosalind™ Nanostring Gene Expression Methods

Data was analyzed by Rosalind (https://rosalind.onramp.bio/), with a HyperScale architecture developed by OnRamp Biolnformatics, Inc. (San Diego, CA). Read Distribution
percentages, violin plots, identity heatmaps, and sample MDS plots were generated as part of the QC step. Normalization is done by dividing counts within a lane by the geometric
mean of the normalizer probes from the same lane. The NormgPCR R library' was used to select normalizer probes using the geNorm algorithm. Fold changes and p-values were
calculated using criteria provided by Nanostring. Clustering of genes for the final heatmap of differentially expressed genes was done sing the PAM (Partitioning Around Medoids)
method using the fpc R library” that takes into consideration the direction and type of all signals on a pathway, the position, role and type of every gene, etc. Hypergeometric
distribution was used 10 analyze the enrichment of pathways, gene ontology, domain structure, and other ontologies. The topGO R library* was used to determine local similarities
and dependencies between GO terms in order to perform Elim pruning correction. Several database sources were referenced for enrichment analysis, including Interpro®, NCBI
KEGG®'#, MSigDB™ ", REACTOME' ', WikiPathways'%. Enrichment was calculated relative to a set of background genes relevant for the experiment.

1. Perkins, JR. et al. ReadqPCR and NormaPCR: R packages for the reading, quality checking and normalisation of RT-GPCR quantification cycle (Cq) data. 8MC Genomics 13,
286+ (2012).
Hennig, C. Cran-pack
Alexa A Rahnenfunrer

Mitchell, A et . InterPro in 2019: improving coverage, classification ar

index htm
package version 1.38.1 (2019).
d access 1o protein sequence annotations. Nucleic Acids Research 47, D351-D360 (2019).

ROSALIND offers a way to monitor the experiment progress and important
parameters while the analysis is underway.
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Instant Quality Control
Optimized QC for NanoString experiments.

EXPERIMENT
N

ing of whole lung RNA from

Nanostring of whole lung RNA from cell-specific MyD88 KO at Oh 2h and 6h after in vivo sensitization
with OVA-standard flagellin

Allergic asthma is a chronic disease of the airways by d MYD8S, the adaptor molecule for TLR and IL
1 family member signaling, s required for allergic sensitization through the airway in animal models of allergic asthma. We generated conditionally mutant
mice separately lacking Myd88 in airway epithelial cells (ECs) or dendritic cells (DCs) and alveolar macrophages (AMs) to define the contribution of Myd88
expression in each of these cell types. To examine crosstalk between ECs and CD11c-expressing cells in vivo, we examined transcriptional profiles from
whole lung RNA at baseline, or following 2h or 6h in vivo lung allergic sensitization through the airways from WT MyD88 fi/fx, SPC cre+ MyD8B fi/fx (EC
MYDB88 KO), CD11¢ cre+ MyD88 fi/fx (DC-MYD88 KO), and full MyDB8 KO mice. We observed immune-specific transcriptional changes in whole lung RNA
that were altered based on EC- or CD11c-specific deletion of MYD88. We also observed transcriptional (linked data set) and epigenetic changes in chromatin
conformation in ¢DCs by ATAC-seq (inked data set) as well as changes in immune-specific sorted EC RNA, sorted AM RNA, and sorted cDC RNA by
Nnostring nCounter Immunology Codeset Analysis (additional linked files).

imaging Binding Limit of Control
Sample Name Quality Density Detection Uinearity Assessment
KO_Oh_rep2 1 091 3.70682 0.992664
KO_Oh_rep3 0996429 079 368146 0.987193
KO_2h_repl 0992857 079 486554 0.992898
KO_2h_rep2 0996429 067 294837 0979212
KO_2h_rep3 1 05 4.80795 0.981372
KO_6h._rep1 1 104 5.23591 0.994329
KO_6h_rep2 0996429 094 5.2695 0.993775
KO_6h_rep3 1 115 3.68835 0.992382
' & insig : ! WT fx_Oh_rep1 0.996429 0.49 29822 0.995926
WT fx_Oh_rep2 1 05 0.981577 Poor Limit of Detection
WT fx_Oh_rep3 0996429 056 276539 0.994098

ROSALIND Quality Control has been optimized for NanoString Experiments to
provide detailed plots for verification and validation of samples before diving into
your results.

BB 4 &6 Q ©

EXPERIMENT

Sample Correlation Heatmap Notes

A sample correlation heatmap provides a graphical representation
of data, in which the individual values contained in a matrix are
represented as colors. In this case, the data matrix contains
correlation values between samples, with the darkest. blue
representing the strongest correlation.

The dendrogram annotation on the top axis provides valuable
information regarding the clustering of samples. You should expect
to see samples that are closely related (ic. those in the same
replicate group) to be strongly correlated together in the plot, and to
be closest branches of the dendogram.

co CSV-file (21.83 KB)

PNG-file (125.44 KB)

SVG-file (82317 KB)

For additional information about

WT fx_Oh_rep3 0.996429 0.56 2.76539 0.994098

The Sample Correlation Heatmap provides a quick snapshot of each sample and
their correlation. All figures are publication ready and made available to download
in CSV, SVG, and PNG file formats.

NANOSTRING QUICK START GUIDE
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Instant Quality Control
Optimized QC for NanoString experiments.

Variance of Mean Notes

Variance of Mean

mean of the log2 expression of all ) )
Experiment: Nanostring of whole lung RNA from cell-specific MyD88 KO ...

“This plot maps the
ts

ce
targets a the panel. Housekeeping probes are colored

The Variance Plot shows the expression variance of all targets and highlights
which ones were used for housekeeping normalization.

NanoString Controls Notes

NanoString Controls: ERCC
Experiment: Nanostring of whole lung RNA from cell-specific MyD88 KO ...

Review expression levels of NanoString controls and click the thumbnail on
the lower left to view levels for the housekeeping genes.

These plots show the expression fevel of spike-ins, negative
controls and housekeeping genes. The square root of the
i the lower i :

104
Each column sums t0 100% +
Examples of positive controls (in decereasing order of expected
abundance):

»
« POSA
- pose
« posc >
Examples of negative controls: 3
© NEGA <
+ NEGB M
* MmAb-IgG-1 (protein) g
Examples of housekeeping genes: )
« acTB
« GAPDH

o

Percent of counts (sqrt)

Additional Images & Videos

NANOSTRING QUICK START GUIDE
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Instant Quality Control
Optimized QC for NanoString experiments.

BB 4 & @ ©

EXPERIMENT

. & +  DOWNLOAD CLOSE 3
cick the © insights button in the upper

WT fx_Oh_rep3 0.996429 056 276539 0.994098

NanoString Cell Type Profiling analysis provides insights into the abundance of
individual cell types by quantifying the expression of marker genes. Click
to access the complete Cell Type Profiling analysis.

EXPERIMENT

MDS plot colored by: Genotype
Experiment: Nanostring of whole lung RNA from cell-specific MyD88 KO .

¢

Additional Images & Videos

3| - ocowomo cLose F

WT fx_Oh_rep3 0996429 056 276539 0.994098

Verify the separation and grouping of samples with multidimensional scaling
plots. ROSALIND provides an MDS plot for every attribute in the experiment.

NANOSTRING QUICK START GUIDE
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Interpret More
Interactive experiences allow deeper exploration.

EXPERIMENT
Nanostring of wh

whole lung RNA from cell,

Interactive Analyses

You will find below all the analyses resulting from the comparisons you setup in the experiment design phase. Please select a specific analysis to start
exploring your data.

¢ Genotype

Differential
Expression
OVA-FLA vs control

Differential
Expression
OVA-FLA vs control -
Genotype

Normalized
Expression
Al Samples

Differential
Expression

KO Myd88 vs WT My
88 fx

Differential
Expression
KO Myd88 vs WT My
88 fx - Time Course

Explore differential expression results in each comparison, add new comparisons,
meta-analyses, or investigate all gene expression levels within normalized
expression.

©
DIFFERENTIAL EXPRESSION
Casel normal
-~ e —— ~ NANOSTRING ANNOTATIONS
C CTNNB1 TRAF6 GP1BB i
Gene Set Analysis Q
KIRAGTIVATL.. 17682 P70
Signific ore
_ oo 287816 oLy 4
26 AUNKI oot i
= a2
oaM MAPK1A sk i
wrBen LtRae SLAVFT 50753
49412
GFI CX3CR1 LAG3 4.909:
s HLA-A SERPING1 STAT3 48397
4.7892
KLRC1 TBX21 HRAS 46252
ceacamt aRAP Fn
J CDKNTA BCL6 TLR2
IRFs o1 KR!
CDs8 S100A8 STATY
FCGR3A/B S0Cs3 BST2
GBP1 CLECTA IRF7.
TLRS TNFSF4 GZMB
s10080 RN oazs
Fite iFi3s KiAc2 — ="l [
= =
socs1 o163 FCGRINE = = =
BSTI TLR4 ITGAX. - 5 m— — s
T W o014
BCL3. CD36 CEACAMS6
FKBPS CLEC4E
1
NFo usTs
SELECTED LIST SELECTED GENE STATISTICS DESCRIPTION ALIASES /0
z 15 glycoprotein Ib (platelet), beta BDPLT1, BS, CD42C, GPIBB
<-1.5  0.05000 A - e~ polypeptide
Genes FoldChange  p-Adj Fold Change p-Adj X

An interactive discovery experience provides dynamic charts of differentially
expressed genes with deep interpretation from over 50 knowledge bases,
including NanoString panel annotations, pathways, oncology, diseases, and more.
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Interpret More
Interactive experiences allow deeper exploration.

DIFFERENTIAL EXPRESSION
KO Myd8g vs WT Myd88 fx - Time Course
COVARIATE VENN
R ~ PATHWAYS
~ Time Course
£ WikiPathways Q
Selected Comparison — o-ad]
Corrected IL-1 Signaling Pathway 021588
T EDASignalling in Harr Folicle Development 043222
Adipogenesis genes 043222
Lung fibosis 043222
Iron Homeostasis 0.43222
~ IL-1 Signaling Pathway
KEGG Q
1 naiched | .
Term p-Adj
11 Ganes v 0o TNF signaling pathway 12008
Legionellosis 000086
MYD88 1Rz s saimonella infection 000366
1RAK3 IRAKZ RELA IL-17 signaling pathway 000584
African trypanosomiasis 001672
NFKBIA NFKB1 ILIRT
ILIRN WA
4 REACTOME Q
> Term p-Adj
Neutrophil degranulation 000330
Interleukin-1 processing 022363
RIP-mediated NFKB activation via Z8P1 022363
Purinergic signaling i leishmaniasis 022363
fection
4 DEx/H-box helicases activate type | IFN and 022363
iflammatory cylokines production
BIOCYC Q
Term p-Adj
biosynthesis of prostaglandins 010000
INFO LisTs
SELECTEDLIST SELECTED GENE STATISTICS DESCRIPTION ALIASES 0
11 tas Tir9 1.81944 0.00017 " '
s-1.5  0.05000 r - . -
Genes FoldChange  p-Adj Fold Change p-Adj X

Select top pathways, gene lists or signatures for a focused experience showing
only the results that are relevant to the area of interest.

EET)

DIFFERENTIAL EXPRESSION

FILTERS

(0]

KO Myd88 vs WT Myd88 fx - Time Course @

The normalized expression levels for samples in your comparison are displayed below. To run a new analysis, adjust the fold change and p-Value thresholds
tovour nreferred thresholds

2 Fold Cut Off Filter E I E I l I I

Comparison Fold Change

®

. [ ] croose eter [ wion Fld Change peValue pAd)
Upregulated By Value
jinding cassette,
D I jmiys 115206 001317 003228
Downregulated By Value TR ember i
v pAd) Value ATPebinding cassette,
Abcbla ey B 111416 010427 019632

(MDR/TAP), member
1A

ATP-binding cassette,
Abefl sub-family F (GCN20), 1.03065 054125 072998
mber 1

c-abl oncogene 1

Abl non-receptor tyrosine -1.10043 0.04889 010352
adenosine

Adal IS, ke 1.24561 3.37e5 000039
aryl-hydrocarbon

Ahr sl 1.14089 009611 018510
activation-induced

Aicda Sl deambasd 10 1.00000 1.00000
autoimmune regulator

Aire (autoimmune 10 100000 1.00000
polyendocrinopathy ...
amyloid beta (A4)

App. e araor ot 1.01685 0569719 0.88906
Rho, GDP dissociation

Arhgdib (GO beta -1.06477 023633 037366
autophagy related 16- B

Agisn e T arevios 1.04781 035158 051258
ataxia telangiectasia

Am ey 1.09381 0.25302 039366

B2m beta-2 microglobulin 114434 002228 005239

Adjust cut-offs by clicking the (+) button in the Filter Control to create a new
filter and update the interactive graphs and pathway interpretation.
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Interpret More
Interactive experiences allow deeper exploration.

m ©

DIFFERENTIAL EXPRESSION
KO M yd88 fx - Time Course

WikiPathways » Cylokines and Inlammatory Response
LISTTYPE = —
wr= & Cytokines and Inflammatory Response ()
SORTBY. COLORS
Abs. Fold Char Rosalind Red/Blue Term Name - g L L w o

#0f G Target

0" 8"‘ IL-1 Signaling Pathway Q 0.21588 37 n 0 n
f—  Cytokines and Inflammatory Response Q 043222 27 8 0 s
47 Gene Fold Change -
Toll Like Re ling Q 043222 33 ] 1 a
| ] Cxell 631415
[ ] nb 328434 Hife effect on hepcidin production Q 0.43222 7 1 0 1
[ Cxel3 297018 5
[ vt i SIDS Susceptibilty Pathways 043222 o 3 0 3
| L 25911 IL-2 Signaling Pathway Q 043222 7 ] 1 7
ma 207478
Tnf 181634 TNF-alpha NF-kB Signaling Pathway Q 0.43222 189 13 1 2
08917
oafl L8mTes 1L-3 Signaling Pathway Q 043222 100 7 1 6
Prostaglandin Synthesis and Regulation Q 043222 3 0 1
‘SmallLigand GPCRs Q 043222 18 1 0 1
Oxidative Stress Q 043222 28 1 0 1
Eicosanoid Synthesis Q 043222 18 1 o 1
Macrophage markers Q 043222 10 2 o 2
<« PAGET > playing f

Seamlessly explore more than 50 knowledge bases and discover the
relationships between differentially expressed genes and each associated
pathway, gene ontology, protein interaction and more.

o ©

DIFFERENTIAL EXPRESSION
KO M NT Myd8 fx - Time Course

. . -
A e Cytokines and Inflammatory Response o]
SORTBY COLORS See BioCarta version: X asp p-Value # of Genes in Term
~ Abs. Fold Change & ~ Rosalind Red/ 0.21224 24

o' 8%
lonal expansion of T cells
Je—7 FoldChange  p-value
exelt R o5 asseor
b T BRI
Cxel3 I 297018 0.005460
- 2757 0 [ymphocyte Activated
ostz [ T Wilr Cels (LAK)
s
na -207478 0000655 =00l e T T NS, XS
o 863 0006145
csf1 -0.891763  0.000446

(ndantnicats

Fully interactive pathway diagrams and heatmaps enable rapid observation of

gene expression and gene regulation effects.
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Interpret More
Interactive experiences allow deeper exploration.

©
NORMALIZED EXPRESSION
Nanostring of whole lung RNA from cell.
~ ALLGENES Q
of genes Gene Expression Data @
The normalized expression levels for all samples in your Experiment are displayed below. You may search for gene(s) by entering either one gene symbol, or a
list of gene symbols separated by commas.

ATTRIBUTE
~ Genotype oATADISPLAY (78]

SERPING1 Cl0A ciae

C10BP cz CiTA g

s casp c6

o caspl casp2

CASP3 cAsPE cTNNB

RUNX1T RUNX3 CCR6 g 5

D14 CTLA4 cD19 2

€D1D1 coz MS4Al £ )

cp22 CD24A cp28 _

D34 CD36 ENTPD1 N

03 cose co2ar .

coa coa4 coas

o5 cos3 o6 1

D69 co7 CD79A

CD8o cos1 cosz

D83 CD86 CD8A

cD8s1 co9 CDH5 H

CDKNTA CEBPB CFH g

cFi CHUK cisH

INFO usts ! ey
SELECTED LIST SELECTED GENE DESCRIPTION ALIASES 0
547 cd 1 9 CD19 antigen AW495831
Genes X

Select Normalized Expression to discover trends and patterns in expression
levels across all samples and genes.

? ® @
NORMALIZED EXPRESSION
COVID-19 Transcriptional respanse of h
~ Nanostring Immunology v2 Q
en : Gene Expression Data @
The normalized expression levels for all samples in your Experiment are displayed below. You may search for gene(s) by entering either one gene symbol,or a
list of gene symbols separated by commas
ATTRIBUTE
~ timeafter veatment
A8cF1 AsL1 A0A
) AGER AHR As
ALOX12 ALOXS ALox1s
AIRE BIRC2 APOE =
APP FAS FASLG =
ARG1 ARG2 ARHGDIB
ATM Fxvo2 oo S
BAD BAX BCL2 —— — —
8oL soLs 8cLs
TNFRSFI7 o8 ceAcaM! |
s oM g =
oxcRs BsTI 8sT2 IS
BTk clasp SERPING1 | &
o cias cn 8 =
s c2 c3 5
C3AR1 CaA c4B
caspA cs csar1
c6 o con
8B C8G c9
INFO usts 1 CASP2
SELECTED LIST SELECTED GENE DESCRIPTION ALASES jo)
vemyc avian myelocylomatosi  MRTL, MYCG, BHLHe3S, c-My
793 MYC o —
Genes X

Custom heatmaps, box plots and bar plots show values across attributes and
samples.
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Collaborate Effortlessly

Share experiments without transferring or downloading data.

o ©
SPACES

Collaborative Training Space

Baiiclpants & 8 Collaborative Training Space

This Space is a collection of representative experiments to highlight key aspects of the ROSALIND Platform.
Experiments D 10

ACTIVITY DISPLAY.

e Company/instiution Title Team Emai Phone
Remix PlexSet Verification "
@ -« urak veof i = b
i 3 jeremy@onramp.bio
nCounter ANA
Q . Chief Exec Team Jean@onramp.bio (619) 269-4900
Human (hg19), 96 Samples
@ vessomn Onvamp Bioinformatis, inc ceo Exec Team tim@rosalind.bio (8597051356
Q New Experiment added
@ vesseiman omrampeorp.com Director Discovery Science  ROSALIND tim@onrampcorp.com
e New Experiment added
esp @ oty vesseiman (ianc) ROSALIND ceo Executive tim@geneexpression.bio (8597051356
@ 1o @ o SR e EE— P—
[ I Onramp & sttt arizona@gencexpression.bio (760) 208-7005
@ New Filter added
e Sam Ki OnRamp Biolnformatics & onramp sam@ontamp.bio (310)592-7036

e New Filter added

e New User has joined
. New Meta-Analysis added

@ NewExperiment added

ADD PARTICIPANTS

Easily create a space and invite colleagues or collaborators to work along-
side you on your experiments.

] ©

SPACES

Collaborative Training Space

Il 5 o
Bk clbant & 8 Collaborative Training Space
This Space is a collection of representative experiments to highlight key aspects of the ROSALIND Platform
Experiments DY 10
Meta-A i
ACTIVITY DISPLAY

New Filter added 10360 Multi-Lot NanoString nCounter Data Analysis

Trended analysis of clinical trial patients with the 10360 Panel.

244 2@P 1% Sep32020

New Filter

590 gene

Using PlexSet for comprehensive drug screening
assays

@
Q N
@
@

Abroad analysis of responses to drug and

@ New Filter added

e New Filter added A Dynamic Immune Response Shapes COVID-19
Progression

on potential targets.

%4 2@P 18 Sep3 2020

Through daily transcriptomic profiling of whole blood from SARS-CoV-2 patients, Ong

Q New User has joined
et al. reveal that the early immune response is highly dynamic in COVID-19 patients
Aside from IL-1, peak cytokine expression occurs after the lowest point in respiratory
. W et Ay iy ) function, These findings underscore the need for systematic sampling of COVID-19
patients.
& NewSxperiment added 3BQ 3€P 1N 10 Sep3 2020

Collaborate, explore and analyze the same data simultaneously without having
to download, transfer or install anything.
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About ROSALIND

Based in the Genomics Capital of San Diego, OnRamp.Bio provides
ROSALIND®, the first-ever genomics analysis platform specifically
designed for life science researchers to analyze and interpret
datasets, without any prior bioinformatics skills.

Named in honor of pioneering researcher Rosalind Franklin, who
made a major contribution to the discovery of the double-helix
structure of DNA with her famous photograph 51, the ROSALIND®
platform aims to simplify the practice of genomic data interpretation,
so biologists, researchers and drug developers can harness the
potential of genomic information from DNA sequencing to
microarrays and mass spec, while reducing costs and increasing
productivity.

ROSALIND® puts the researcher in the driver’s seat of data analysis,
and helps to free up valuable time for Bioinformatics Cores to offload
standard analyses and focus precious resources on more complex
challenges. ROSALIND® brings bioinformatics analyses to the bench
by broadly expanding access to genomic and proteomic technologies
for cancer research and precision medicine.

Learn More: www.onramp.bio
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Register for Free: www.onramp.bio/nanostring
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OnRamp.Bio
San Diego, CA
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