
a

−2 −1 0 1 20.
0

2.
5

5.
0

D
en

si
ty

Gilbert (A) 

Z score

−2 −1 0 1 20.
0

1.
0

0.
5

D
en

si
ty

Z score

c

b

−2 −1 0 1 2

0.
0

2.
5

3.
0

D
en

si
ty

Z score

Gilbert (C) 

−2 −1 0 1 2

0.
0

0.
6

1.
2

D
en

si
ty

Z score

Konnerman

−2 −1 0 1 20.
0

0.
5

1.
0

D
en

si
ty

Z score

Wang (A)

−2 −1 0 1 2

0.
0

1.
2

D
en

si
ty

Z score

−2 −1 0 1 20.
0

0.
75

1.
5

D
en

si
ty

Z score

−2 −1 0 1 2

0.
0

1.
5

D
en

si
ty

Z score

Kim (A) 
d

Gilbert (B) 

0.
6

0.
75

−2 −1 0 1 20.
0

1.
5

D
en

si
ty

Z score

−2 −1 0 1 20.
0

2.
0

Z score

Radzisheuskaya Evers 

D
en

si
ty

Wang (B)

Koike-Yusa 

0.
75

4.
0

−2 −1 0 1 20.
0

0.
5

D
en

si
ty

Z score

Shalem 

1.
0

Supplementary Figure 2

−2 −1 0 1 2

0.
0

0.
75

1.
5

D
en

si
ty

Kim (B)

Z score

Supplementary Figure 2: Density distributions for categorizing efficient and inefficient gRNAs across CRISPR datasets. a-d 

Representations of gRNA distributions in datasets generated using CRISPRi (a), CRISPRa (b), Cas9 (c), and Cas12a (d) systems. 

Green curve represents the number of efficient gRNAs in the dataset, red curve represents the number of inefficient gRNAs in the 

dataset, and black curve represents the total number of gRNAs in the dataset. The  x-axis and y-axis denote the Z score and density, 

respectively.
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