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Figure 6e
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Figure 7a
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Figure 7b raw numbers

8.5 hrs

11 hrs

Con

IntS11

Con

- WT K462E -

IntS11

WT K462E

——

dINTS11

s Gl SN0 GEP w=- =S ey . (GAPDH

tig U4 mis Bj1
Control 0.94 0.88 1.21 0.94 0.89 1.19 0.91 1.03 1.07
+GFP 10.86 13.65 10.23 7.34 8.3 7.33 0.59 0.69 0.65
+11 WT 2.26 2.07 2.25 2.27 2.16 1.24 0.77 0.79 0.76
+11 K462E 8.23 9.33 6.77 7.61 7.09 6.18 0.68 0.68 0.74



Figure 7c

IntS9
RNAi: Con
Rescue: - - WT R2E = trmt
L e ——— dINTS9
S G — dGAPDH
Figure 7d raw numbers
tig U4 mis Bj1

Control 091 098 113 0.67 122 1.23 1.0008 0.9987 1.0005
+ GFP 19.74 19.31 18.17 10.89 10.81 9.17 1.0003 1.1159 0.9416
+ Owt 312 349 3.03 346 3.5 3.86 0.9965 0.9666 0.9314
+9R2E 19.59 20.41 20.28 9.61 8.47 9.73 1.1071 0.9939 0.9392

+9trmt. 20.67 1913 2196 11.02 11.03 13 0.9653 1.1004 0.9465



Figure 8b
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Figure 8c
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A B C D E F G H | J 1 M N (o] (¥
1 "
2 parental U11-Rluc #13 (same amount of cells from 24 well, but diluted into various amount of lysis buffer) Chart Title Horizontal (Value) Ax
3 Lysis buffer OD595 Readl Read2 3500
4 400 0.45 599 481 bradford measurement (600ul bradford and 2ul sample) 3000
5 200 0.542 1227 968 Luciferase measurement (100ul reagent and 6ul sample) = ssfz'g’;é;“"' =
6 100 0.668 1921 1457 00 '
7 50 0.857 2806 1797 2000 o
8 1500
9 Experiments (each well lysed in 200ul of buffer) Background Read1 (Background correcRead1 averajReadl SD *
10 |C2-1 0.485 912 623  865.103 46.897 62.8722 19.317179 1000
11 [C2-2 0.506 1062 845 977.6588 84.3412 500 Y
12 C2-3 0.492 960 765 902.6216 57.3784 o
13 si11-1 0.504 4274 3377 966.9392 3307.0608 3376.3536 232.57613 o1 G2 63 o 05 e o7 O3 09
14 Si11-2 0.495 4105 3026 918.701 3186.299
15 Si11-3 0.505 4608 3646 972.299 3635.701
16 SilPMK2-1 0.527 1896 1503 1090.2146 805.7854 994.50667 165.65909
17 SilPMK2-2 0.538 2211 1750 1149.1724 1061.8276
18 SilPMK2-3 0.535 2249 1793 1133.093 1115.907
19 SilPMK3-1 0.53 3262 2674 1106.294 2155.706 2521.2792 316.6057
20 [SilPMK3-2 0.522 3770 2955 1063.4156 2706.5844
21 SilPMK3-3 0.536 3840 3179 1138.4528 2701.5472
22]
23 Read1 averafReadl SD Read1 average
24 C2-1 62.8722 19317179 000
25 |Si11-1 3376.3536 232.57613
26 ]SiIPMKZ-l 994.50667 165.65909 =0 | .I
27 |SiIPMK3-1 25212792 316.6057 39
28 2500
29 2000
20 1500
31
32 1000
33 500
34 o ——
35 21 Si11-1 SiIPMK2-1 SIPMK3-1
36
37
38
39

FH 21-8 FH 21-5 +




