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Date Sample Step Analysis Status

Jurkat

5018— Side Buffer volume

08-02 Jurkat A

Analysis

Loading cell concentration

Total cell concentration (live and dead) (cells/ul)
387

Estimated cell doublet rate

& BD Rhapsody Cell viability (%) 88.18
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Barcode,0109027202A Number of viable cells captured with a bead,
Experiment, trg 6549

Sample, trg . .

Scan start date and time,2018/03/21 Cell mulUplet rat.e,.1.58 /0

12:59:01 Bead loading efficiency, 94.85%

Operator, afg Bead loading acceptance PASS

Cell load analysis last updated,2018-03— Excess bead rate, 0.00%

2113:19:11 Excess bead acceptance, PASS

Cell retention rate, 94.23%

Cell retention acceptance, PASS

Bead retrivieval analysis last updated, 2018-03-21
~ 2113:50:33 13:57:59

& BD Rhapsody Bead wash number of tiles processed, 26 Bead retrieval number of titles Process, 26

Bead retrieval efficiency, 95.51%

Total number of tiles, 26
Cell load number of tiles processed, 26
Bead wash analysi last updated,2018-03-
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## BD Targeted Rhapsody Analysis Pipeline Version 1.0
## Analysis Date: 2017-09-05 18:15:03

## Sample: HumanimmResDemo

## Reference: rhapsody_immune_response_panel_hs

AAAAAAAAAAAAAAAAAAAAAA

Cell_Index ADA|NM_000022.3|Reference_end ADGRE1|NM_001974.4|Reference_end
S 465057 1 0
- 124703 2 0
_ 468260 2 0
427285 0 0
738786 1 1
560306 5 3
575419 1 1
1 0
0 0
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yunceng's Demo Project
Created by:yunceng - Sep 11, 2022, 12:08

L et el View all projects

&2 BD Rhapsody Sequence Analysis Pipeline EB-PBMC20k

AR5 2%-SevenBridge(E 4}

N
D
Q
O
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Pipeline Version: 1.11
Fri Aug 26 2022 03:31:02 GMT+0000 (Coordinated Universal Time)

Tasks

Summary

Graphs

Graphs
Sequencing Quality

Select Graph: [Single @sh ~]
Library Quality a

tSNE log10 expression: MT-CO1
Alignment Categories

Reads and Molecules

Select Gene or AbSeq: © IMFCO'\
Total molecule count: 4,748,221

Cells «
Log10 expression frequenc Y-
Pipeline Inputs Mot
Metric Alerts 0
P 910 Cell Exp
ln
Coord 1
B Pipeline Version: 1.11
&2 BD Rhapsody Sequence Analysis Pipeline  VDJ-FL-demo-singularity Thu Aug 25 2022 06:08:38 GMT+0000 (Coordinated Universal Time)
Summary Molecules and Dominant Contigs
oraphs Chain Mean c per vDJ Dominant Contigs Mean Contigs Pet Contigs Pet
Category Putative Cell Annotated Corrected Nucleotide Length Eull Length With CDR3
Sequencing Quality ~ BCR 20.11 265944 157,086 487 78.23% 99.43%
Libicary Quality ~ TCR 2.24 35,506 17,497 489 63.69% 99.72%
Alignment Categories Cell Type VDJ Metrics: | Paired Chains Pct A
Number cells
Reads and Molecules Gell Type BER Ll
B 3,390 78.58% 0.5%
Cells
Dendritic 91 0% 1.1%
Error Correction Level Monocyte 1,203 1.86% 0.85%
classical
Sample Multiplexing
Monocyte 189 0.53% 0%
e nonclassical
Natural killer 852 1.41% 0.23%
Pipeline Inputs
= = T CD4 memory 203 0% 47.62%
Metric Alerts 1 T CDA4 naive as1 0.22% 34.15%
T cD8 memory 354 1.13% 31.92%
T CD8 naive 195 0% 39.49%
T gamma delta 92 0% 23.91%

Analysis Q Search

Data Studio

COMPLETED BD AbSeq on Rhapsody™ Analysis Pipeline - Demo Task

Project: yunceng/yunceng-s-demo-project - Submitted by: yunceng - Sep 11, 2022 12:08
COMPLETED  Sample Multiplexing on Rhapsody™ Analysis Pipeline -

Demo Task
Project: yunceng/yunceng-s-demo-project - Submitted by: yunceng - Sep 11, 2022 12:08

COMPLETED  BD Rhapsody™ WTA Analysis Pipeline - Demo Task
Project: yunceng/yunceng-s-demo-project - Submitted by: yunceng - Sep 11, 2022 12:08
COMPLETED "

WTA Analysis Pipeline - Demo Task
Project: yunceng/yunceng-s-demo-project - Submitted by: yunceng - Sep 11, 2022 12:08

BD AbSeq and Sample Multiplexing on BD Rhapsody

COMPLETED  BD Rhapsody™ Analysis Pipeline - Demo Task

Project: yunceng/yunceng-s-demo-project - Submitted by: yunceng - Sep 11, 2022 12:08
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Workspace
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New Add Layout Preferences Dimensionality DownSample DRP Vector Normalization Quality Clustering = About Contact FlowJo
Workspace Samples Editor Reduction Inspector Control FlowJo University -
Navigate Discovery Help
Name Count Description

)
v

.4

Samp les Size

{¥} Al samples 0
Statistic #Cells

Name

Drag Samples Here

5FlowJoB{RESRE,

v,
P

A 4

BD

DownSample <

3.3.1 published July 15th, 2021

Subset your sample in a specified event
count

0 @ -
ViolinBox <
20| 'l
19
00| ‘ P
o3 [Wcpss
5.1.11 published March 29th, 2022
Generate violin plots and box and
whisker plots
© O @ -

Seurat <

Jom
A

| 100m1
4.0, iblished Decer
Seurat pipeline developed by the Satija
Lab

. @

ber 21st, 2021

1<

MiST <

0.3 ember 6th, 2020
Visualize population hierarchies and
expression patterns across those trees,

in network visualization maps, using

this Shi“pp based w

publishe

1<

FlowSOM <

Cluster using Self-Organizing Maps
i 0 @ -

PluginWizard <

This Wizard utility helps install and
setup plugins for FlowJo and SeqGeq.

© & :
Sunburst <
oL
‘&.
ﬂ
%
<‘ —

0.1 published April 30th, 2020
Population hierarchies in an R based
Shiny App.

i ® @ -
BatchLR <

-
& Sample 2

ple

A
LB A K &
~ e ‘.

" ;

Raw Batch Corected

blished Sep er 17th, 2021
Correct for batch effects between
combined samples directly within
SeqGeq

« @

1<

UMAP <

W Dead

1 published March 24th, 2020

A dimensionality reduction technique
similar to t-SNE

«“ . . L

v1.1.1 published December 7th, 2020

Create Interactive 3D plots, DimRedux,
Unsupervised Clustering, DEG and More

« O @

Euclid <

1<

ver 1st, 2021

7 publi epte
Measure the quality of clustering in n-
dimensional space using two statistical
methods - ClustRCheck and Taylor

Index.
« O @

1<

Correlate <

v0.2 p

Correlation graphs and statistics.

blished Septe

1<

N =

S EB

Phenograph <

h, 2020
Delineate clusters by unsupervised
nearest-neighbors grouping of
biological parameters.

“ . . N

TriMap <

ary 5th, 2020
Dimensionality reduction, analogous to
tSNE or UMAP. This algorithm is used as
visualization for high parameter

datasets.
« @ @

ClassyDL <

O
S

1.5 published May 30th, 2019

Deep-Learning Cell Classification

@

0.2 pub

1<

1<

Lex <

ber 16th, 2020

/1.1 published
A utility tool for demultiplexing samples
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Single-cell transcriptomic atlas of the human retina identifies cell types associated with age-related macular degeneration
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Single-cell transcriptomic atlas of the human retina identifies cell types associated with age-related macular degeneration
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nature |
genetlcs

A large genome-wide association study of age-related
macular degeneration highlights contributions of rare
and common variants

Advanced age-related macular degeneration (AMD) is the leading cause of blindness in the elderly, with limited therapeutic
options. Here we report on a study of >12 million variants, including 163,714 directly genotyped, mostly rare, protein-altering
variants. Analyzing 16,144 patients and 17,832 controls, we identify 52 independently associated common and rare variants

(P < 5 x 1079) distributed across 34 loci. Although wet and dry AMD subtypes exhibit predominantly shared genetics, we identify
the first genetic association signal specific to wet AMD, near MMP9 (difference P value = 4.1 x 10-19), Very rare coding variants
(frequency <0.1%) in CFH, CFland TIMP3 suggest causal roles for these genes, as does a splice variant in SLC76A8. Our results
support the hypothesis that rare coding variants can pinpoint causal genes within known genetic loci and illustrate that applying
the approach systematically to detect new loci requires extremely large sample sizes.
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Single-cell transcriptomic atlas of the human retina identifies cell types associated with age-related macular degeneration
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