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In the main text we looked the extend to which SCRaPL could be used as a
denoising tool, to perform data integration at the level of latent space instead of raw
data done by Seurat. Since denoising involves sampling from the posterior, we verify the
consistency across different trials. As evident from Figs AA,AC and AE a tiny fraction
of cells vary across trials, which implies that results are stable.

June 10, 2022 1/2



CD14 Mono

CD16 Mono

CD4 Naive

CD4 TCM

CD4 TEM

CD8 Naive

CD8 TEM_1

CD8 TEM_2

cDC

gdT

HSPC

Intermediate B

MAIT

Memory B

Naive B

NK

pDC

C
D

1
4

 M
o

n
o

C
D

1
6

 M
o

n
o

C
D

4
 N

a
iv

e
C

D
4

 T
C

M
C

D
4

 T
E

M
C

D
8

 N
a

iv
e

C
D

8
 T

E
M

_
1

C
D

8
 T

E
M

_
2

c
D

C
g

d
T

H
S

P
C

In
te

rm
e

d
ia

te
 B

M
A

IT
M

e
m

o
ry

 B
N

a
iv

e
 B N
K

p
D

C
P

la
s
m

a
Tr

e
g

Cell type annotation (RNA)

P
re

d
ic

te
d

 c
e

ll 
ty

p
e

 l
a

b
e

l 
(A

TA
C

)

0.00

0.25

0.50

0.75

1.00
Fraction of cells

0.0

0.5

1.0

1.5

2.0

0.25 0.50 0.75 1.00

Prediction Score

d
e

n
s
it
y Annotation Correct

FALSE (n = 910)
TRUE (n = 2090)

(A)

−10

−5

0

5

−10 −5 0 5 10
UMAP_1

U
M

A
P

_2

ATAC
RNA

Modality

−10

−5

0

5

−10 −5 0 5 10
UMAP_1

U
M

A
P

_2

CD14 Mono
CD16 Mono
CD4 Naive
CD4 TCM
CD4 TEM
CD8 Naive
CD8 TEM_1
CD8 TEM_2
cDC
gdT
HSPC
Intermediate B
MAIT
Memory B
Naive B
NK
pDC
Plasma
Treg

Seurat_Annotations

(B)

CD14 Mono

CD16 Mono

CD4 Naive

CD4 TCM

CD4 TEM

CD8 Naive

CD8 TEM_1

CD8 TEM_2

cDC

gdT

HSPC

Intermediate B

MAIT

Memory B

Naive B

NK

pDC

Plasma

C
D

14
 M

on
o

C
D

16
 M

on
o

C
D

4 
N

ai
ve

C
D

4 
T

C
M

C
D

4 
T

E
M

C
D

8 
N

ai
ve

C
D

8 
T

E
M

_1
C

D
8 

T
E

M
_2

cD
C

gd
T

H
S

P
C

In
te

rm
ed

ia
te

 B
M

A
IT

M
em

or
y 

B
N

ai
ve

 B N
K

pD
C

P
la

sm
a

Tr
eg

Cell type annotation (RNA)

P
re

di
ct

ed
 c

el
l t

yp
e 

la
be

l (
AT

A
C

)

0.00

0.25

0.50

0.75

Fraction of cells

0.0

0.5

1.0

1.5

2.0

0.25 0.50 0.75 1.00

Prediction Score

de
ns

ity Annotation Correct

FALSE (n = 908)
TRUE (n = 2092)

(C)

−5

0

5

10

−10 −5 0 5 10
UMAP_1

U
M

A
P

_2

ATAC
RNA

Modality

−5

0

5

10

−10 −5 0 5 10
UMAP_1

U
M

A
P

_2

CD14 Mono
CD16 Mono
CD4 Naive
CD4 TCM
CD4 TEM
CD8 Naive
CD8 TEM_1
CD8 TEM_2
cDC
gdT
HSPC
Intermediate B
MAIT
Memory B
Naive B
NK
pDC
Plasma
Treg

Seurat_Annotations

(D)

CD14 Mono

CD16 Mono

CD4 Naive

CD4 TCM

CD4 TEM

CD8 Naive

CD8 TEM_1

CD8 TEM_2

cDC

gdT

HSPC

Intermediate B

MAIT

Memory B

Naive B

NK

pDC

Plasma

Treg

C
D

14
 M

on
o

C
D

16
 M

on
o

C
D

4 
N

ai
ve

C
D

4 
T

C
M

C
D

4 
T

E
M

C
D

8 
N

ai
ve

C
D

8 
T

E
M

_1
C

D
8 

T
E

M
_2

cD
C

gd
T

H
S

P
C

In
te

rm
ed

ia
te

 B
M

A
IT

M
em

or
y 

B
N

ai
ve

 B N
K

pD
C

P
la

sm
a

Tr
eg

Cell type annotation (RNA)

P
re

di
ct

ed
 c

el
l t

yp
e 

la
be

l (
AT

A
C

)

0.00

0.25

0.50

0.75

Fraction of cells

0.0

0.5

1.0

1.5

2.0

2.5

0.25 0.50 0.75 1.00

Prediction Score

de
ns

ity Annotation Correct

FALSE (n = 931)
TRUE (n = 2069)

(E)

−15

−10

−5

0

5

−10 −5 0 5 10
UMAP_1

U
M

A
P

_2

ATAC
RNA

Modality

−15

−10

−5

0

5

−10 −5 0 5 10
UMAP_1

U
M

A
P

_2

CD14 Mono
CD16 Mono
CD4 Naive
CD4 TCM
CD4 TEM
CD8 Naive
CD8 TEM_1
CD8 TEM_2
cDC
gdT
HSPC
Intermediate B
MAIT
Memory B
Naive B
NK
pDC
Plasma
Treg

Seurat_Annotations

(F)

Fig A. Stability analysis of cell integration using SCRaPL as a denoising tool
Panel summarizing label transfer from expression to accessibility in trials 2(AA), 3 (AC)
and 4 (AE) along with respective latent plot visualizations (AB,AD,AE) of sc-RNA and
scATAC
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