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Figure S1. Results obtained for EBER ISH staining. (A) Negative staining for control 1 (B) Positive staining for AIL8 patient
for example.
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Figure S2. Phylogenetic tree obtained after nucleotide sequence alignment of the different strains. (A) EBNA-1, (B) EBNA-
2, (C) EBNA-LP.

Table S1. Genetic Variations and Heterogeneity Determination for All Samples.

o e T 509 8T - oo 2
Samples aaﬁéaaaaéaaaaaaaaagg#ésgaééggggggg;a

- -t - - - - - - - - - - - ! o ﬁ ﬁ = = = = = = = 2 2 A 3
All 756 1058 904 861 919 606 B892 612 861 615 725 647 625 636 660 948 664 1059 768 813 1095 644 1282 647 706 2022 1328 530 1236 1097 649 1787 1872 1258 1769 1696
SNPs 727 1010 872 829 877 580 846 589 833 593 699 626 601 606 630 910 639 1030 730 781 1050 609 1238 619 670 1932 1267 505 1169 1043 615 1739 1816 1214 1712 1637
Insertions 15 28 17 18 23 17 30 16 15 16 11 13 20 18 23 16 18 20 22 32 22 23 17 23 54 38 14 4 32 211 34 23 34 37
Deletions 14 20 13 14 17 9 16 7 13 8 10 10 9 10 12 15 9 11 18 10 13 13 19 11 11 36 23 11 26 n 15 23 2 21 23 22
Protein-coding 539 807 673 641 650 423 664 431 631 428 346 453 450 431 481 733 463 785 344 588 838 436 1008 457 481 1614 1033 383 972 893 471 1393 1540 1011 1338 1321
Pru(ﬂn_coding SNPs 532 788 664 630 641 414 644 423 625 421 336 447 441 420 467 TI16 455 783 529 3578 833 441 995 444 467 1568 1011 376 943 865 457 1382 1514 995 1339 1300
Synenymous SNPs 290 415 348 324 342 211 334 214 329 211 280 226 229 223 231 396 227 445 278 312 362 225 538 230 234 8290 541 192 488 485 230 766 T14 539 T46 637
Non-synonymous SNPs 242 373 316 306 299 203 310 209 296 210 256 221 212 197 236 320 228 338 251 266 471 216 457 214 233 739 470 184 455 379 227 616 800 456 593 663
Protein-coding insertions 4 11 3 6 5 6 13 5 3 3 5 3 b] 6 9 10 7 2 8 7 21 8 7 ] 8 2 13 5 19 19 10 b] 17 8 14 14
Protein-coding deletions 3 8 6 5 4 3 7 3 3 4 5 3 4 5 5 7 3 0 7 3 4 7 5 6 17 9 4 10 9 4 6 9 8 b] 7
Heterogeneity 52 293 56 169 39 26 75 28 43 34 268 36 26 35 46 45 49 139 25 83 56 36 793 32 59 1175 700 94 210 129 49 382 18 73 824 602




