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An Interactive Experience for
Analyzing and Collaborating with
your Genomic Datasets

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, ChlP-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
biclogy with specific emphasis on Oncology/ImmunoOncology, 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.



Analyze More
Setup your experiment in minutes.

ALL PROJECTS

Project & Spaces

E The tabs below allow you 1o navigate your fokders used for Projects are | e Spaces ae areas
where you can share existing Experiments with other researc hers
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within their related Experiments and Comparnsons.
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Beginning your experiment design is as easy as clicking

or [JEIEEEEN fom anywhere across the platform.

ONEXPERIMENT

Choose your Experiment Design Experience

AOSALIND enabies you 10 Snalyze experiments with your own data, of imaon puble daa expeviments by entenng a BoProget
Accession Number You wil have the opporturty to specify the expenment type, select species, and assign afinbues. When

porting d , el an NI BacProject b, and ROSALING will sutomate processing and
data entry by inferpoeting the parameters from the exsting expenment descriptions.

@  Pariner Recommended Analysis Discovery and analysis experiences curated by our Pastners
These partners have selected ROSALIND as ther analysis plstform

) Desi perime Lot with data that wil

A quided experience bor ANA-seq, Single-Cell, ATAC-seq and mare
(D Import & Pubhe Experiment Quickdy import experiments with an NCBI BioProject Actession §

Pubhc Data Impon 5 inchuded with 8 ROSALIND subscnption

Using samples from a prior experiment?
Please emai supportontamp bio

I

Begin your NanoString experiment by selecting the radio button:
“Partner Recommended Analysis” and clicking [ EEMN-




Analyze More
Setup your experiment in minutes.

ONEXPERIMENT
nano S t ¥ i n q Run a NanoString Sponsored Experiment

MaroString has selected ROSALIND as the premier plationm for nCounter® data analys:s and collaboration. nCounter®
prevades & smple snd cost-efieetive solution for muftiplex analysss of up 1o B00 RAA, DNA, of protes targets. Leamn more aboul
nCourier® solutons here.

® pr Optimized nCourter Experi
@ Analyze RCC fles dwectly from the nCounter® platform
(O Gene Expression nSolver® ey
Neoemalized Counts Visualize and extend capabilites using the RCC Export function
(O miRNA nCounter® RCC Optimized analysis for nCourder Experiments

Analyze RCE fies directly from the nCounter® platform

) mRNA nSobver® Impart prev iments from nSalver®
Nesmalized Counts Visualize and extend capabidies using the RCC Expon function
() PlexSet™ Gene Expression Optimized is for nCourter

Analyze RCC fles deectly 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

il Upload NaneString rCounter fles useg the drag & el o simply b a thalog windw 1o seiect
Exprviment files. nSohver® raw RCC fies and normalized counts (ks are soponed, dependng upen the opton selected in the
previous step. Please remain on this page unti uploading completes. ROSALIND verifies each file after upload and runs an

‘additional consistency check after all files have been received

o Totalumber of Lots = 1

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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Setup your experiment in minutes.
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ONEXPERIMENT

n a n O S t r | n q Confirm NanoString Panel and Species
e W The foliowing parels and species have been detectad from the files submitted f u;o;o pesiment. This informanion 3.:3:\‘0
s bien used, species My no1 be sble 1o be suto-detected, and a st of spece
p Detected Panel Imemunology V2
a Dutected Species Homo sapers

NanoString panels and species are usually autodetected. If not, you can also
use the dropdown menu to select the desired species.
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ONEXPERIMENT
n a n O S t r | n q Please select samples attributes for analysis and NCBI submission

——e—v

Thee NCBI BuSample data model has been implemented 10 simpify the data submission process, a8 well as improve

sl't\wlw re.aw‘oea alanon data entry

4

Enter Altributes disease]

f; dueasestate
2o D CRED CEEID
B

= Host Disease Dutcome

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

ONEXPERIMENT
n a n O S t r H n q Upload a Sample Attributes File
m—— ‘__“—‘j'-_“""" 3 Sample Atwnbute files ane similar 10 sample sheets and include metadata bo describe the biclogical features of each sample.

files ( CSV) or tab delenied files ). Uise the drag &
s1ep, you will have the option 1o sutomatically generate a

O Sample Attributes File joptional)

CANCEL

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

Q 2 - ONSAMPLE

« . Review your sample data to ensure accuracy
| ﬁ 9 Reveewng lmport. = Alfributes

Kame Canrdgey Gt Gmatype Treatment  Tee Course
. O KO0 rep2 nanol carl vi 20140603 = KO Mydss ol oh
P Q v \ KO8 repd nane carl v 20740603 WT Myd8g fx ol oh
% - KO_Ih repl Mano2card 20140708 SPC cre MydsS fx FLa h
KO_Ih rep? Mamo2card 20140708 CONe cre MydS8 fx FLA h
KOt repd Mara2car) 20140708 KD Mydss OWA-FLA h
KO_E8_rep) nanc? cal 20140603 KO Myd&s OVA-FLA &h
KO_Ghrepl nanol carl 20140603 KD Mydss OWA-FLA Gh
KO_EN_rep3 nansd el 207140603 KO MydES OVA-FLA 6h
WT te_Oh_repl nanol carl vi 20140603 WT MydBE 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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Setup your experiment in minutes.

ONANALYSIS
Please describe the sample comparison you would like to create
To populate your COMPANSon groups. sehect o A choase class, and then drag one or mare item s
group oo Note that every frther your elligible samples within the group, You may then refine
your sampke selection by chicking Edit at the kower right camer of each group ben: Cick i y to finalize
this comparison
Mew Comparison
O Myd88 va WT MydS fx
Select Category Select & Drop Bems KO Mydes
Aftributes CanricgeD GO e cre MydEs fx Genotype - KO Mydss o
Sampies Genarype KO Mydss ))
Tsue WT Mydss fx ETTTT
Treatment WT MydS fc
Date Genatype - WT Mydss fx ®
T

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 adpust nd - Viak. o

confounding undesrabile o "exira’ variables. ROSALIND wil provide an uncorrrected
comparison in order for you 10 assess the effect of covariate corection. Begin by

Select Covariate

For an advanced analysis with covariate correction, click -« owc | and

choose any one of the valid covariate variables. Once all comparisons are
defined, click and then[" " to launch the experiment for analysis.
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Setup your experiment in minutes.

ONLAUNCH

Your experiment is launched!

ou have reached the end of Expenment Cesign for RCC. ROSALI hyng your
Expeniment for peocessng, In & few short minutes the progress bar bekow will compiete and the NEXT button will became

be waill chart your Experiment completion. Be sure to
stay chose! FAOSALIND is remarkably fast ¥ sceen and b 1 wihven yos may begin exploring your data
o unlock new nssghts.

Your expersnent has been launched 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 cell-specific MyD88 KO at Oh 2h and 6h after in vivo sensitization

o) with OVA-standard flagellin
38 /0 Standrd Gueus Allergic asthma s { the I arnmation. MYDES, the adaptor mokcuie for TLR and IL-

1 family member sgnakng, i requined for aliergie sensitizateon thicugh the srwary n animal modets of alerge asthma. We generated conditicnally mutant
e separately lacking MydB8 in airway epthelal cells (ECs) or dendritic cells (DCs) and alveolar macrophages (AMs) to define the contribution of Myd88

Workflow Start Apr 27, 2020 0T:15 AM expression in each of these cell types. To examine crosstalc between ECs and CO11c-expressing cells in vivo, we examned transeripbonal peofiles from
Total Samples 3 whole lung RNA at baseline, or following 2h or 6h in vivo lung allergic sensitization through the ainways from WT MyDES8 fuifx, SPC cres MyDES fufx (EC-
WYDES KO). COV e crev MyDES fiufe (DC-MYDES KO). and full MyDS8 KO mice. We observed immune-specific transcriptional changes in whoie lung ANA
that were EC- or CD11e-specific dek  MYDEE. We ak {lrked data set) and epigenetic changes in chromating

conformation in cDCs by ATAC-seq (rked data set) as well a5 changes in immune-specific sorted EC ANA, soned AM RNA, and sorted cDC AMA by
Manostring nCounter Immunalogy Codeset Analysss (additional hnked files).

Method (Technology)  nanoString Mumber of Samgles 35

Expenment Type Gene Expression nCounter® RCC Mtributes CartridgelD, Date, Genatype, Trestment,
Time Cowrse, Tissue

Species Mus musculus. Replicaies

Genome Buld mmi0

Panel Inmunclogy

Rosalind™ Manostring Gene Expression Methods

Daca was analyzed by Rosabnd (hites/Mrosalingd ooramp 400, with & HyperScale anchaecture developed by OnRamp Bainformancs, inc. (San Dwego, CA) Aead Dustributon
PeFCEnLIORS, VG Blots, entity NedATA0S, 53 Eample MOS DSt wefe Generated a8 DA of Ihe OF 05, NGRmUkzation i done By drading Counts withn & Line b the geometric
mean of e normakier probes from the same lane. The NOMGPCR R ibrary” was used 10 select NoNMaler probes usng the g&Norm aigonthm. Fold changes and p-valuss wene
caktutaled using criena provided by Hanostring Custerng of genes for the final heatmap of déterentally expressed genes was done using the PAM (Partioning Anound Medods)
method using The foc R Mrany” That takes into consideration the deection and type of all signals on 3 patfwa. e posiion, mie and Trpe of every gene, i, Hypergeometne
dstribution was used 10 analyTe the ennchment of pathwirys, gene onoiogy, doman structure, and other onologes. The 10pGO R Wbrary” was used %o detérmine local samidantes
and Sependencees between G0 barms in ceder 1 periorm Elen pruning comecton. Several database sources were sefesenced for ennchment analysis, inchading inserpro’, KCBI
KEGG™ " MSGDE" ™, REACTOME "', WikiPath s ", Ennichiment wiss calculitid /et 10 5 581 0f BRckground Qenes Mkevant &r the exerrmnen

ROSALIND offers a way to monitor the experiment progress and important
parameters while the analysis is underway.



Instant Quality Control
Optimized QC for NanoString experiments.

EXPERIMENT

)

Nanostring of whole lung RNA from cell-specific MyD88 KO at Oh 2h and 6h after in vivo sensitization
with OVA-standard flagellin
Mlenge asthma h o f the arways A MYDES, the adaptor molecule for TLR and IL-
1 family member signaling. is requined fuale'uc sengitzation Ilvow'\ the a-may in aNMaI models of alergic asthma. We generated conditionally metant
mice separately lacking MydSS in ainway epitheial colis (ECS) or is (DC2) and ahveclar {AME) b define th of hiydS
expresson in each of these cell types. To examine crosstalk between ECs and CD1 1c-expressing celis in vivo, we examined ranscrptional profiles from
whole king RENA at basele, or following 2h or 6h = vivo lung allerge seraitization through the ainways from WT MyD8S fu/fx, SPC cres MyCB8 fuix (EC-
MYDEE KDJ. CO1 e cre+ MyDES fufx (DC-MYDES KD). and full MyDES KO mice \wmm nm specmc nansc p:mal changes in whole lung RNA
that were EC-or CD11 f MYDER. We also ob: &
conformaton ncDDsny.\\Tlcmtlr*ecdm set) as well a3 changes n mmmune- soecn:med EC ANA, sonmed AM Fan. ancwnedc!)c RNA by
Codeset & files).
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ROSALIND Quality Control has been optimized for NanoString Experiments to
provide detailed plots for verification and validation of samples before diving into

your results.

‘Sample Corslation Heatmap Notes

m-upm.-an ruﬂ(um

& samele comtason
of duta, in which the indvidusl value:
represented a5 colors nmmnmmmmm

The dendrogram snnatation 4n e fop axis pavides vahisble

W bee samples that ane closely related (Le. those in the same
- frrey

e clasest branches of fhe dendogram.

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.




Instant Quality Control
Optimized QC for NanoString experiments.

i¥wiece ot M) bcaes

Thin phot mas e vasssce masn of e kgl expenioo of s Vanance of Mean

11w s Mt P, Hemspepin puobes e kv Expesmment: Nanosiring of whole lung ANA from cell specibc My(is Ko

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

ManoStritg Controfs: ERCT
Expesinvent; Nanastring of whole hing RKA from cell-apeciic MyD8E kO

I HI

Review expression levels of NanoString controls and click the thumbnail on
the lower left to view levels for the housekeeping genes.
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Instant Quality Control
Optimized QC for NanoString experiments.
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sy EEETE
-y — | .

WT tx_Oh_repd. 0596429 056 276539 0594098

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

Verify the separation and grouping of samples with multidimensional scaling
plots. ROSALIND provides an MDS plot for every attribute in the experiment.
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Interpret More
Interactive experiences allow deeper exploration.

_ ) ae
EXPERIMENT

Interactive Analyses
ou will find below all the analyses resulting from the comparisons you setup in the experiment design phase. Please select a speafic analysss to stant
expioning your data

© Genotype
= — | = m— |
. o oL —— —_—

......... = : - % . - %
Normalized 20 2 2 @ Differential . Differential ]
Expression pr— - - Expression Expression
All Samgles [T e OVA-FLA va control ONA-FLA vs control

s = E Genatype
EEeEEEw= ==m=—mpaw T ==m—mmaw | T
" Time Course
I - -
Differential : Differential
Expression Expression
K0 Myd8s vs WT My 10 Myd8= ws WT My

488 fx - Time Course | 482 fx.

E=m=mme. T s=m=mm=m

| Bttphpnogaeten.crvame bucirteractivs -snatain 105974

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

DIFFERENTIAL EXPRESSION

e -
CTNNET TRAFE GPIES

q

Sagnicance Score

>>>>>>

o
SELECTED LIST SELECTED GENE STATISTICS LIASES jol
13 S5 oosooo GP1BB 5.67158 3.53e-9 A

Gerwes FoldChange  peAd) Fold Change ] 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
COVARIATE VENN ) ) i
Selecred Comparison . '
Coreeted ' '
T .. b i
L 1 S -
* 11 Signaling Pathway
L .
e — o T
MDER ILIRZ e —
RAKE IRAKZ RELA . e
NFKBIA 1B wim .
LIAN WA . I II || |
. i o
———— c s
I B T I B L O o a
Term ]
Bvomyminesis of prostaglandins 10000
o TS
SILECTIO UST SEULCTED GINE STATISTICS DESCREFTION ALIASES el
z 15 l toll-like recepaze 9
11 <5 o0s000 Tir9 1.81944 0.00017 o
Gane: FoldChange  pag Fokd Change o) X

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

©
DIFFERENTIAL EXPRESSION

FRTERS KO Myd88 vs WT Myd88 fx - Time Course N—

=y o
[ <] v The normakzed expredsion levels for samples in your companson are displiyed below. To nun a new analysis, sdust the fold change and p-Value thresholds —|
A0 v ewpteered thresheirts

2 Fold Cut Off Fiter o IIIIII

[ ] crossa o [l 2 Fokd Change B by

NG CALITIE,
wmily B

E= M e 11206 oo ot
RiFBinding catsetie.
‘sub-famity B
Abchla (MORTAR, b LRIEML] o.a0az7 019632
s

ATP-Binging cassetie,
RESET Abef) sub-family F (GCM20). 10065 LAk 07988
ezt |

-

AbIY FON-TRCEPLON EORing 110043 Oo4BEy 090352

Adad A 124561 18705 050033
[roTew—

Ane e 114088 08611 niss10
activaton-rduced

nieta it 10 100000 100000
sunimmunt segulatse

Aire fr— 10 100000 100000

App A e gt 101685 neaTIs 083906

Aibgdt ot iy T 023630 037364

Ampren [ ryhiedis 104781 sasise stz
atama

Am ity 10338 28902 39308

B2m [onRp— RN oo oeszm

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.
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DIFFERENTIAL EXPRESSION
WhaPaays - Cylshmes 0l e Rireraliey Sipiase
R ki d Infl
- P WY ik L}
Cytokines and Inflammatory Response o
SORT BY COLORS. 1
- v iR P ———— - i PolGme 0ol G ™ oy
Ll ¥ - Tem nTage
# of Genes in Targe
8 U" sl‘ IL-1 Segating Pathwary a LIS a n L]
Cytokunes and nflemematery Reapense Q L3 m B L L]
Change
— o . Tol Like Receponr sgraing 4, Lo ] ]
[ | ns e pffect o Bapcidin production Q oAz
Cxcld
= ——— . N
| LJ T Saing Patirovay oaany B B
na
™ - alpha WF k8 Sl Pattway aar
ool IL-3 Sxynaing Pathway Q LE: -3 100 T 1 L3
Prostaghandn Syrehesis and Ragulaton Q oI n 1 ']
Seeall Ligand GRCRY a oamz
Cuidatvg Sl 8 e
Ecosanesd Synthwesis Q 4Ty ® 1 L] 1
Mscrophage markens a oz w z (] H

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.

m ©
DIFFERENTIAL EXPRESSION
ALA WE pded f Wishutheays » Cytchsmad

cw e @ Cytokines and Inflammatory Response “ o

SORT BY COLORS o hitpu - asp

ws in Term

ovabse # o Genes
0.21224 24

fiom J{ 7 |
L]
[o= ] [ = ]
S| ve | | v [om)
[} Nrumroptit
[ [T = ]
Ty pothalarmes.
ihever)

Fully interactive pathway diagrams and heatmaps enable rapid observation of
gene expression and gene regulation effects.
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Interactive experiences allow deeper exploration.
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MNORMALIZED EXPRESSION
= ALL GEMES Q 2 .
Gene Expression Data O
The normalized expréssion levels for all samples in your Expenment are displayed below. You may search for gene(s) by enterng esther one gene symbol or a )
liet of gene symbols separsied by commas.
IBUTE
¥ oaa oespuer [
ceprn
e
] v
SELECTED LIST SELECTED GENE DESCRIPTH 0N ALIASES 0D
547 Cd -I g CO19 antigen Aa9saa]
Genes X

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

80g @]
NORMALIZED EXPRESSION
* HanaSiring Immunclogy v Q p
Gene Expression Data O
The normakzed expression levels. for all samples in your Expenment are dsplayed below. You may search for gene(s) by enbering evther one gene symbol ora
list of gene symbols separated by commas
ATTRIBUTE
By - e
— = = = — T -
) =
e Fas 3 . =
AT 2 =
an 8o = —_— ==
BOL2L BCL BCLG :1
HFRS cre ceacamt -
BID PRO B
BT
B o 1
caamt wn o DaiciedgiiinRiiiiiiiiisiddiiiiiiiiiiii:
e, o e - = R R R R R SR R R R AR R
can
IFO LISTS
SELECTED LIST SELECTED GENE e 0
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

Pk & 8 Collaborative Training Space
= This Space i a collection of répresentabve experrnents 1o highbght key aspects of the ROSALIND Platfarm.
Experiments D2 10
AcTITY DISPLAY
smparseathattn - e e
R

‘ eremporiame tra :
. ’ Exeq Team jtangosramg bo 1819) 269-4900
@ [ ——— o e Tobss [E——T—. {58} 7081386
e e ROSALIND o MTpCong.com
e y ROSALING @0 i tmgeneeestion i 0 708138
o e e e Sates sz e T 2047005
0 Oneamg. - slt
(=] OnRamg Bssindermatics Craemp samgoncamg b 10 5206

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

o ©

SPACES
it & 8 Collaborative Training Space

This Space i a collection of representatve expermments 1o highbght key aspects of the ROSALIND Platfarm
Experiments D 10

ACTIVITY DISPLAY

10360 Multi-Lot NanoString nCounter Data Analysis

Q Piew Filier asded

Trended analysis of clivcal trial paserts with the 10360 Pane
4 24P 10 Spinn

Using PlexSet for comprehensive drug screening
assays

A bead analysis of trarsertional fesponses bo dnug concentrations and compounds
o potential targe

l targets
%4 2489 10 Sepizw

A Dynamic Immune Response Shapes COVID-19

Aside IL-1, peak cytok
function. These findings w
patenis.

334 334Pp 145 101 Sep3zox

the noed for systematic sampling

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, ROSALIND® is the
first-ever genomics analysis platform specifically designed for life
science researchers to analyze and interpret datasets, without

any prior bioinformatics skill.

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.rosalind.bio



Register for Free: www.rosalind.bio/nanostring

Rosalind.Bio
San Diego, CA
+1 855-766-7267





