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Figure S1 

Plots demonstrating the correlation of in vitro measurements of RNA or 

DNA binding affinity or RNA/DNA annealing with replication 

measurements for wild type and mutant HIV-1 NC in cells. 

Figure S2 

Plots demonstrating the correlation of in vitro single molecule 

measurements of DNA stretching slope or hysteresis with replication 

measurements for wild type and mutant HIV-1 NC in cells. 
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Figure S1. Correlation plots for measurements of in vitro wild type and mutant HIV-1 NC binding 

to microTAR RNA (a-c), (TG)4 DNA (d-f), and measurements of the TAR RNA/DNA annealing rate 

(g-i), for comparison to replication measurements (genomic RNA packaging [a,d,g], single round 

infectivity [b,e,h], and multiple round infectivity [c,f,i]) in the presence of the same proteins. 

The square of the correlation coefficient and equation for each linear fit is shown in the graph, 

and the resulting correlation coefficient is presented in Table 3 in the main manuscript.  

y = -0.0248x + 51.697
R² = 0.2816

0

20

40

60

80

100

120

0 1000 2000 3000

in
fe

ct
iv

ity
 (%

)

Kd microTAR RNA (nM)

y = -0.0011x - 2.0077
R² = 0.2263

-6

-5

-4

-3

-2

-1

0

0 1000 2000 3000

lo
g(

H9
 in

fe
ct

iv
ity

)

Kd microTAR RNA (nM)

y = -0.0292x + 82.021
R² = 0.551

0

20

40

60

80

100

120

0 1000 2000 3000

Pa
ck

ag
in

g 
(%

)

Kd microTAR RNA (nM)

a b c

y = -0.8648x + 57.612
R² = 0.4184

0

20

40

60

80

100

120

0 25 50 75 100

in
fe

ct
iv

ity
 (%

)

Kd (TG)4 DNA (nM)

y = -0.0445x - 1.4668
R² = 0.4823

-6

-5

-4

-3

-2

-1

0

0 25 50 75 100

lo
g(

H9
 in

fe
ct

iv
ity

)
Kd (TG)4 DNA (nM)

y = -0.4757x + 67.753
R² = 0.1779

0

20

40

60

80

100

120

0 25 50 75 100

Pa
ck

ag
in

g 
(%

)

Kd (TG)4 DNA (nM)

d e f

y = 17.309x - 5.162
R² = 0.9849

0

20

40

60

80

100

120

0 2 4 6 8

in
fe

ct
iv

ity
 (%

)

RNA/DNA annealing rate (s-1)

y = 0.7864x - 4.5221
R² = 0.885

-6

-5

-4

-3

-2

-1

0

1

0 2 4 6 8

lo
g(

H9
 in

fe
ct

iv
ity

)

RNA/DNA annealing rate (s-1)

y = 12.542x + 28.154
R² = 0.7266

0

20

40

60

80

100

120

0 2 4 6 8

Pa
ck

ag
in

g 
(%

)

RNA/DNA annealing rate (s-1)

g h i

2 
 



 

 

Figure S2. Correlation plots for measurements of in vitro single molecule DNA stretching 

hysteresis (a-c) and single molecule DNA stretching transition slope (d-f), for comparison to 

replication measurements (genomic RNA packaging [a,d], single round infectivity [b,e], and 

multiple round infectivity [c,f]) in the presence of the same proteins. The square of the 

correlation coefficient and equation for each linear fit is shown in the graph, and the resulting 

correlation coefficient is presented in Table 3 in the main manuscript. 
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