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Figure S1: Reproducibility of bi-allelic (BA) sites in the ddRAD-sequencing

data among the six replicates in each of the 5 dikaryon Single spores

sibling lines (SSSLs) of R. irregularis C3. The y-axis represents the number of



BA sites commonly detected among the replicates being compared. The
replicates considered for comparison are labelled at the left and shown along the
horizontal axis by darkened circles indicating they were included in the

comparison. Isolates are listed from top to bottom and indicated at the far right.



15004 1409

1000+

Number
of BA sites
500
163 152 130 115 110 102
. 57 46 38 34 34 33 29 27 25 25 24 23 18 18 15 12 9 8 7 5 5 4 2 1
C3.6 [ ]
R R R RRRRRRRRRRRRRRRSRSRRR SRR RS
C38 [ ] :

684

Number 4004
of BA sites

77 59 54
48 47 40 29 20 19 18 16 16 16 12 11 10 10 10 8 7 5 5 5 3 3 2 2 1

S o bteda.ertilc bl loebettppdgts

400 . Expressed

Number Not expressed

of BA sites
200
C3.5 C3.8 C3.9

C3.6 C3.7 C3.21

Figure S2: Consistency of bi-allelic (BA) sites in ddRADseq data and their
transcription among single spore sibling lines (SSSLs) of R. irregularis C3.
(a) Reproducibility of BA sites in the ddRAD-sequencing data among 5 SSSLs of
R. irregularis C3. SSSLs being compared are indicated with darkened circles and
the number of BA sites is indicated on the y-axis. (b) Reproducibility of BA sites
within coding sequences in the ddRAD-sequencing data among the 5 SSSLs of
R. irregularis C3. SSSLs being compared are indicated with darkened circles and

the number of BA genes is indicated on the y-axis. (¢) Evidence of expression of



the 684 consistent BA sites from the ddRAD-sequencing data in the RNA-

sequencing data.



15000

Number 10000

of BA sites

5000

S
DOOOOD

0

R. irregularis C3.5

1185
859 529 525 519 474 437 410 408 386 384 379 371 366 366 360 357 349 335 329 317 315 300 277 269 262 258 236 226 218 204 190 180

EEEEESEEERSEIEEEREEERSSERESSEREECERNALS

15000

Number 10000

of BA sites

9000
Number 6000
of BA sites
3000
0
15000
Number

of BA sites 10000

Number 15000

15000

Number
of BA sites 10000
5000

15492

R. irregularis C3.6

2516

10871048 794 773 645 609 601 595 583 532 4
L N N N .

L ey, :itl‘i [Tt et

9725

2 356 354 344 342 319 307 306 291 290 282 261 249 246 231 230 211 210 194 187 182

7 449

6981 6909

431943074146

wsa R. irregularis C3.7

!
816 763 740 675 664 653 609 581 528 462 455 453 433 432 413 376 352 346 310 309 306 290 269 277 277 277 272 250 224 213 210 208 202

13073
12245

6105 5989
5412

R. irregularis C3.8

3751

1302

848 753 684 567 524 523 518 476 443 430 428 424 417 391 378 345 343 315 311 299 297 280 265 265 261 260 256 253 247 235 213 210

BEREREREREESRIRERERSRSRSRRGIRNSRERifiL

21870

R. irregularis C3.9

1039944 863 781 660 656 531 499 498 487 457 455 452 451 445 438 428 414 412 405 392 389 368 350 329 318 310 300 273 250 218 216 211

N RO TO T

14548

7458 7447

R. irregularis C3.21

2626

1090934 733 705 572 560 560 544 527 520 491 449 433 429 407 406 404 402 395 375 367 364 346 318 204 288 279 274 270 259 248 246 239

R R R R



Figure S3: Reproducibility of bi-allelic (BA) sites in the RNA-sequencing
data among the six replicates in each of the 6 dikaryon single spore sibling
lines (SSSLs) of R. irregularis C3. The y-axis represents the number of BA sites
commonly detected among replicates being compared. The replicates
considered for comparison are labelled at the left and shown along the horizontal
axis by darkened circles indicating they were included in the comparison. Isolates

are listed from top to bottom and indicated at the far right.
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Figure S4: Allele frequency distributions of diploid (C. albicans and B. nana)
and tetraploid (B. x intermedia) species derived from ddRAD-seq data. The
number of bi-allelic sites analyzed for each species is indicated as (n). Diploid
species are expected to exhibit one peak (0.5), and tetraploid species are

expected to exhibit three peaks (0.25, 0.5 and 0.75).
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Figure S5: Genes with allele transcription under allelic imbalance. (a)
Reproducibility of genes under allelic imbalance among the six R. irregularis
SSSLs. (b) Cluster of orthologous (COG) categories of the genes under allelic

imbalance for each R. irreqularis SSSL.
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Figure S6: Reproducibility of mono-allelic and bi-allelic expression among

three biological replicates of each of the 6 dikaryon single spores sibling

10



lines (SSSLs) of R. irregularis C3. Comparison of the expression levels after a
log2(FPKM+1) transformation, between the 187 reproducible genes exhibiting
mono-allelic expression and 187 reproducible genes exhibiting bi-allelic
expression, for each biological replicate of each R. irregularis SSSL. The three
asterisks (***) indicate a statistically significant difference between the medians
(Mann-Whitney U-test, with a significance threshold of p < 0.05). The horizonal
line represents the median, the box represents in the interquartile range and the

vertical lines represent the maximum and minimum values.
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