GpFUS1 1 --- 1‘ PEGPVV SIT 48
CrFUSl 1 "p:rﬂ 50 FKIDFQTSIFI); TTLT 45

GPFUS1 49 D -,p“cﬂl.mp ecp @ SLVL 97
CrFUS1l 46 YGDiy YDPLLEVSCPES iGRDFCSLQ_S IKVIP 95
GpFUS1 98 PSS IIANS 147

-
CrFUS1 96 Q Spa YE

GpFUS1 148 PAEE G sc SVTSYS) PDLINA 197
CrFUS1 146 AEPHI eIS)H KSIATQ 195
GpFUS1 198 sﬂs'ersruo Qs’e YQYPS 247
CrFUS1 196 HYPDADI FIDDNESEVIZI 244
GpFUS1 248 i3ioS-AKEIBFS p ISNFDVKVSNTQIVE LYHM 296
CrFUS1 245 RMLEPG LLADEAK I TASGLPOEVE, n:vsxﬂq_ 294
GPFUS1 297 LD N s-1vms13sc ~HV! -IWINATISP 344
CrFUS1 295 I D s sez;L IPTNT 344
GpFUS1 345 ﬁm amqv VLF 394
CrFUS1 345 TEACSUSHTIFTSMDYSVS S--—I 391
GpFUS1 395 IKDT I"AQLL 443
CrrUsl 392 LPEIGQIETTIAR D —IAP WNDLETGLTESTFFHIJIPYER 440
GPFUS1 443 ----Q I TGADALVRNI TI 489
CrFUS1 441 VRKGDY TLTE; 490

GRDI SPFP Q 145

GPFUS1 490 HAYD Ncco & 539
CrrFUsl 491 DIfY GNiw1 539
GpFUS1 540 PTA IEEDTGKLGFS v GNYTVS THEFT AQA 589
CrFUS1 540 Q MLPSGAFEVIYQRUV|Y {REAVYQPGTF 589
GPFUS1 590 638
CrFUS1 590 639

GpFUS1 639 HTT CNATIS ycﬁc 1 YIEZATP 688
CrFUS1 640 LSFPLNL IEELP sc SI 14 G 2GSA 689
GpFUS1 689 mmr-‘k;mvnrvmysn-- YVKDLEDGLGIFMLES 738
CrFUS1 690 ymxm!mmmsvm D LNAAAMTA-FAW) ILFHG 738
GpFUS1 739 EEDI? 788
CrFUS1 739 —AI LKISNTI PTAAHATY 786
GpFUS1 789 NKRIWRE-IVIASACGALLLGCSLLI Ty 824

CrrFUS1 787 JRVIISIEPLILNITAVCVCILFAS LKy 823

Figure S6. Alignment of the amino acid sequences of the GpFUS1 and CrFUS1 proteins.

Identical or similar residues have solid or shaded backgrounds, respectively.
Underlined residues are aligned in Figure S7. The GC content of GpFUS1 CDS and
introns are mediate (~50%), showing a common feature found in most of the
previously identified mating type-specific genes (CrFUS1: 47.7%; CrMID: 50.5%;

GpMID: 52.9%; GpMTD1: 55.5%).



