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Figure S7
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Figure S8
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Table S1
ene . Protein Region Region IDR
;glame function Class Length Stagrt En(gi Length
0 79 79
94 273 179
594 615 21
RS1 transcription regulation alpha 1294 717 820 103
884 893 9
1214 1236 22
1276 1294 18
US12 transcription regulation alpha 88 35 88 53
US11 tegument tegument 149 0 149 149
23 92 69
US10 tegument tegument 300 4 156 0
. 0 16 16
uS9 membrane/glycoprotein beta 57 54 57 3
0 5 5
USS8 membrane/glycoprotein beta 190 31 104 73
172 190 18
161 215 54
USSA membrane/glycoprotein beta 550 392 410 18
480 550 70
. 195 253 58
uS7 membrane/glycoprotein beta 383 325 33 53
. 277 319 42
us6 membrane/glycoprotein beta 394 381 304 3
US4 membrane/glycoprotein gamma 239 33 170 137
US3 kinase/phosphatase beta 481 19 170 151
uUS2 unknown gamma 291 254 291 37
0 10 10
USL.5 unknown alpha 250 137 12 75
0 14 14
US1 replication alpha 420 15 181 166
307 382 75
0 106 106
o . 222 568 346
ICPO transcription regulation alpha 776 505 628 3
761 776 15
. 0 101 101
UL56 membrane/glycoprotein beta 234 151 187 36
ULS55 unknown beta 186 179 186 7
UL54 transcription regulation alpha 512 0 243 243
0 12 12
380 389 9
UL52 replication beta 1058 480 497 17
699 735 36
1055 1058 3
UL51 tegument tegument 244 180 244 64
0 7 7
UL50 replication beta 371 155 159 4
333 371 38
UL49A | membrane/glycoprotein beta 91 29 44 15
0 181 181
UL49 tegument tegument 301 270 301 31
0 46 46
ULA48 transcription regulation gamma 490 454 456 2
487 490 3
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0 26 26
51 125 74
UL47 tegument tegument 693 150 180 30
680 693 13
0 8 8
435 540 105
UL46 tegument tegument 719 561 606 45
667 694 27
706 719 13
UL45 membrane/glycoprotein gamma 172 0 10 10
UL44 membrane/glycoprotein gamma 511 39 125 86
314 330 16
UL43 membrane/glycoprotein gamma 415 0 17 17
218 255 37
0 25 25
. 333 448 115
UL42 replication beta 489 477 438 1
110 148 38
UL41 tegument tegument 489 286 367 81
UL40 replication beta 340 0 13 13
0 30 30
UL39 replication beta 1137 125 157 32
176 309 133
0 56 56
. 70 85 15
UL38 capsid gamma 465 142 155 1
357 388 31
0 46 46
UL37 tegument tegument 1123 971 977 6
1057 1123 66
0 22 22
268 382 114
396 495 99
749 770 21
948 971 23
1254 1282 28
UL36 tegument tegument 3136 1911 1925 12
2267 2291 24
2489 2534 45
2553 2701 148
2728 2984 256
3029 3066 37
0 10 10
UL35 capsid gamma 112 40 46 6
103 112 9
UL34 membrane/glycoprotein gamma 275 0 11 11
UL33 packaging gamma 130 0 14 14
0 5 5
UL32 packaging gamma 596 77 107 30
227 237 10
UL31 other gamma 306 0 41 41
0 16 16
50 61 11
UL30 replication beta 1235 644 693 49
1099 1134 35
1233 1235 2
0 8 8
UL29 replication beta 1196 288 307 19
1158 1196 38
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265 288 23
UL28 packaging gamma 785 435 491 56
778 785 7
45 99 54
. 469 492 23
UL27 membrane/glycoprotein beta 904 8190 336 17
881 904 23
0 15 15
UL26.5 | capsid gamma 329 108 171 63
211 295 84
0 11 11
. 270 318 48
UL26 capsid gamma 635 414 477 3
517 601 84
UL25 packaging gamma 580 108 132 24
0 3 3
UL24 unknown gamma 269 190 242 52
265 269 4
0 41 41
UL23 replication beta 376 263 280 17
371 376 5
. 175 210 35
UL22 membrane/glycoprotein gamma 838 203 317 N
206 231 25
UL21 tegument tegument 535 246 277 3
UL20 membrane/glycoprotein gamma 222 0 10 10
UL19 capsid gamma 1374 0 7 7
UL18 capsid gamma 318 0 2 2
UL17 packaging gamma 703 202 250 48
UL16 tegument tegument 373 0 32 32
373 154 175 21
ULI15 packaging gamma 735 0 3 3
0 7 7
UL14 tegument tegument 219 164 219 55
ULI13 tegument tegument 518 0 115 115
L 0 125 125
UL12 replication beta 626 603 626 3
ULI1 tegument tegument 96 48 96 48
0 14 14
UL10 membrane/glycoprotein gamma 473 366 427 61
444 473 29
L 0 19 19
UL9 replication beta 851 263 233 20
UL7 tegument tegument 296 0 6 6
676 0 17 17
UL6 | capsid gamma 7 384 401 17
629 676 47
L 0 34 34
ULS replication beta 882 602 629 27
UL4 unknown gamma 199 149 160 11
42 88 46
UL3 unknown gamma 235 144 158 14
233 235 2
UL2 DNA repair beta 334 0 94 94
ULI membrane/glycoprotein gamma 224 164 224 60
0 130 130
RL1 transcription regulation late 240 144 168 24
236 240 4
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Table S2
Protein Organism?* f:)At)e in Length il;?ltgaltllllal;) IDR Fraction Reference”
FUS Hs 526 397 0.75475285
Tafl5 Hs 592 274 0.46283784
EWS Hs 656 420 0.6402439 Chong et al., 2018
SP1 Hs 785 220 0.28025478
Huntingtin Hs 3142 311 0.09898154
PML Hs 882 145 0.16439909 Bergeron-Sandoval et al., 2016
PGL-1 Ce 730 94 0.12876712
RPBI1 Hs 1970 119 0.06040609 Boehning et al., 2018
DDX4 Hs 724 144 0.19889503
elF4GIL Sc 907 229 0.25248071
Fibrillarin Hs 321 89 0.27725857
hnRNPA1 Hs 320 48 0.15
Lafl Ce 708 232 0.32768362
Lsm4 Sc 187 92 0.49197861 .
RBM14 Hs 669 85 0.12705531 Courchaine et al., 2016
SRSF2 Hs 221 135 0.61085973
TDP-43 Hs 414 82 0.19806763
Tial Hs 386 35 0.09067358
Whi3 Ag 729 359 0.49245542
PUBI Hs 453 213 0.47019868
HPla Dm 213 68 0.31924883 Strom et al., 2017
DAXX Hs 740 407 0.55
PGL-3 Ce 693 124 0.17893218 Banani et al., 2017
NPM1 Hs 294 125 0.42517007
hRNPAB Hs 332 93 0.28012048
hnRNPA3 Hs 378 56 0.14814815
hnRNPA2B1 Hs 353 41 0.11614731 Aguzzi and Altmeyer, 2016
hnRNPD Hs 355 40 0.11267606
hnRDL Hs 420 127 0.30238095
NUP145 Sc 1317 219 0.16628702 Schmidt and Gorlich, 2015
a. Organism abbreviations: Hs, Homo sapiens; Ce, Caenorhabditis elegans; Sc, Saccharomyces cerevisiae; Dm, Drosophila
melanogaster; Ag, Ashbya gossypii b. May include citations within reference.
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Table S3

Table S3 | Genome Genome | Total DNA Percent of | Concentration | ATAC-seq Fold

Size (bp) | Copy (bp) Total DNA® | (bp/um?)¢ read enrichment

number* percentage® over expected'

Host 3.2 x10° 2 6.4 x10° 99.8(£0.2) | 9.4(x£1.6) 75.8(x104) | 0.8(£0.1)
Genome?* x10°
Viral 1.5 x10° 82 ( 1.3 (£ 1.6) 0.2(x£0.2) 3.9(x5.8) 24.2(x£10.4) | 130 (£ 170)
DNA 105) x107 x10*
Rel. 2.1 x10* 513 (£ 658) 240 (£ 369)
Diff.b
All values are the Mean (£ S.D.).
a. Assuming karyotypically normal human cell; b. relative difference = Human / HSV1; c. Under experimental conditions
of MOI = 1; d. Concentration assuming nucleus volume taken from Monier et al., 2000; e. based on total reads mapped
from each organism, n = 3; f. Fold enrichment = ATAC-seq read percentage / Percent of Total DNA.
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