An 1 MAAQPAL-AIAPSAAPLAPALVAK-———- PTVSPSPGP--GTPGSVTSKEWIIPPRPKPGRKPATD 58
Nc 113 PPIAPRP-SVAPKPAPIRAASVSSQGAMSPVDCPTPGG--GGPLSMTTKEWVIPPRPKPGRKPATD 175
Ca 20 AGSPPSSSASTPRSAASPPVSVNTKSSLNTNSNTIMPR--QVMSIQTSKEWVLPPRPKPGRKPSVD 83
Cn 70 ATNIPTSARPSPAPRANSSSSTSTAVAATPIMGKDTSSSAGKIFAKPSKEWVLPERAKPGRKVSND 135

An 59 ([TPPTKRKAQNRAAQRAFRERRAARVSELEDQIKCIEDDHEIHVATFKEQIANLSREVEQCRTEMGW 124
Nc 176 |TPPTKRKAQNRAAQRAFRERRAARVGELEDQLEEQKEEHERVVSELQGRISHFEVQVQTLQOSRCRW 241
Ca 84 [TPASKRKAQNRAAQRAFRERRATRVQOELEQPKLMEVEKERDIKEMALVNTINKLKVENQFLVKNLEQ 149
Cn 136 [EPDNKRQSONRLSQRAHRARRTDYIQTLEERLRQYEADETIHSNVRLQEVARALKADNERLKAEVNE 201

An 125 WRDRCHALEKEVS-—-———— VERAARETLVKELRSSLP-===-EKN=-=——- e TSGTD 163
Nc 242 LEDMLEKEKQARN-—-—-—--—-— TLKNSWDNNNNMSPQSFLSQ--QSNGYTLOQOQQQOPTQQTQLAPKVD 299
Ca 150 LKGEMNQMKQSFSRSQQQLISKSSPAASTASAQQIKPTFSFASNSAPSSHPSPSHHNSISPTGSSY 215
Cn 202 LKNKCMEYNGEKD------ VWEMERRTLKEAVRDMRIEIEALRAGSG======— METIVRMDIDQS 254
[
An 164 AVPLP-PR-SSR-—————————- SSRMELEKSSPVDR===—— RS———————— ELG--EEVPLGCNR 201
Nc 300 SVPIAEPRPTAQP----FSISQITISPPEEAPQSPLDVTCGNCQSSGSCACAEELMQSSNVLMGCGG 361
Ca 216 SVQQISPAPSTDSPPNSYNLSNDSYRQFHSTLTPISNN--NTPD——————— KPLSAADVANFDCGV 272
Cn 255 TIDSLVPGPSIP-——————————— RROSAHRLSPRSAS—===-RP==—————e—e—- G--NVTLODCPI 292
I
An 202 CSTS--HCQCIEDAFGMPPIEMNRAPEPKIKP-—--- EPEE-———————————————— MEIDFTTRF 244

Nc 362 CTPEG-RCACLEESIRVLAAADLKRPLPPSSPSL---GPDEKRQRS---DAGVEDMQLETDFTALF 420
Ca 273 CPKE--ECLCESVGLKEPTKDKTENAKKKLODQVNSFKPMPAVSLSRKRKIKSTDEEQEIDFTKQF 336

Cn 293 CPNPDPDCPCORPHARQEQYPPEHLTLAPSAA--———- EDHAVACG-——————-- LCHSTDECLCR 343
|
An 245 AA---PHHEEDTAASPVASP-—--PVD-—-——-——— PCGFCQDGTPCICAEMAAQEEE-——————- 286

Nc 421 SS---KKPETTMTPLPAPAQQQSQPITSVEMH---ESCGFCKDGTYCVCAESMALSAASMTVASVV 421
Ca 337 SVKAKPMPDLKKLKKTTFSQPQTETASTFNEDSPVDNCGFCSDDTPCVCREAAKEAAKLNEYLNNP 402

Cn 344 AV-————- DEDVKPDISSPSHD-LKTLDD======— DRCGLCTGGDFCACREAAAAASVRTSVTSDT 396
An 287 -RRR————————-— NSTFE--SNRLAPIQNISQFTP----PPSDSDVRSDN=—===~ VTLPPIS---- 327
Nc 422 QQVQ-———————— MHTPPPSENDVVPMPLEVTATGAVKLPSFGSLNRASN=————— TNQDMQSK--- 470
Ca 403 HQSSIMEEEISEEAKTLPP-LQTNNPNHNFSKSALPVMHPGPTVEIREFTNINAVPNVLPASKNEN 467
Cn 397 KTTV-————————- ATTTA--VSGIVTASSSSAALPLRLRTKGNGSAKASIWS-—--LNAAPAV-—-—— 444
I
An 328 -—————- OATAANPCANG-PGTCAACLSDPRRTLFCKTLAASR-==—=—===== SASGTPSGCCGGK 376
Ne 471 ——————- RPVKTGGCGPGGPGTCAQCLADPKSGLFCRSLAANFERNRQQTDNSSSAAPPSGCCGGG 529
Ca 468 EKEESTKDTSSDGGCTGN-PGTCRQCQOMDPMSTLFCTTVASRSTKSDSVSSTRQSISRTNSKTSIS 532
Cn 445 ———————- S-REAICTGD-PSNCDACRDDSFGREFCQHLFEAAE —————=—=—==— SSSSVKPCSSCPGN 492
An 377 GRDGGCCQSQS—-—————————————————— RTSAPRRSN=—==————e———u TDRSATPLTLSCAD 410
Nc 530 GPGGGCCKTEKPDDNDDVVPINLNRYKTANQLPAPTPSNPISSSSSSSNNVAASNFALSLSCAE 593
Ca 533 IDSLNNPQSPIPPPLLANNKTG----GSNAPTPTPAPSTPSHSS———-——-— SVSSNSGIFIPCAD 586
Cn 493 CMNVKAGLSPSPGITQASSSSS———-—-— NQIRTPPTPPVNQPS————-— AVEDDTPLAPLQMVCCG 546

Supplementary Figure 4 Alignment of A. nidulans HapX (An) with putative orthologs of
Neurospora crassa (Nc), Candida albicans (Ca), and Cryptococcus neoformans (Cn). Amino
acid residues identical in all four proteins are shaded, the bZip region is boxed and conserved
cysteine-rich motifs are marked by bars.



