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Figure S1. Estimation of MAT1 idiomorph sizes by read mapping. A) The MAT1-2 genome

reads of K. proteae were mapped to the MAT1-1 idiomorph of K. capensis and B) the MAT1-

1 genome reads of K. capensis were mapped to the MAT1-2 genome of K. proteae. The

consensus sequence represents the consensus according to the read mappings. I.c. = low

complexity region protein, a-domain = alpha domain-containing protein.
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arrows. GenBank accession numbers are given in the text.

Figure S2. Alignment of Knoxdaviesia MAT1 proteins to those of other Sordariomycetes. A)
Alpha domain of MAT1-1-1, B) proposed PPF (*) and HPG (*) domains of MAT1-1-2 and C)
HMG-box domain of MAT1-2-1. As for Fig. 2, the conservation of residues is illustrated with
a spectrum from green to red, with green representing < 30%, yellow < 65%, orange < 100%

and red 100% amino acid identity. Conserved intron positions are indicated with black




20 40 60
|

| |
K. capensis MAT1-1-1 FBDNSD IBEF LNT/IIGAEDPG LPSANPSGQI NNPESNNTHI TTSPENESAV WMEKKTMRPLHN 60
MNTIGAEDPG PSSANPSGQI DNPASNNTHI TTSPKNESAV EMEKKTMRPLHN 60

K. capensis a-domain [ KKAVAR---- ---SYELDRA ISRVPGAMHBF LGLNHPGPVK M-------- 44
K. proteae a-domain KKAVAR---- ---SYELDRA ISRVPGAMHBF LGLNHPGPVK W-------- 44
pfam04769 (alpha-box) RELBTPMEKL LREI------ ---SRPAAQ- --RAFSAKHL LGPPQTERKR BPERAKKKLHN 48

100%

Conservation
0%
80 100 120

| | |

K. capensis MAT1-1-1 BFMAYRSYYHE GHEK-BYKEBK 11SGYLTDME KABEYHCKEA LVBKVESFIR DEMNE-EDSAQ 118
K. proteae MAT1-1-1 [AF IAYRSYYHR GHEK-BYK@BK 11SGYLTDME BYBHCKWMA LVBKVESFIR [ ]
SFRR----Ll¥ HNBEFERREK 1LHEANN---
SFRR----Ll¥ HNBEFERREK 1LHEANN - - -
EASNFITILW QABENENLES LMBKVESSIR

K. capensis a-domain HYKLFVYWHE KEEPPEBESEQ
K. proteae a-domain HYKLFVYWHE KkHEEPPEESEQ
pfam04769 (alpha-box) @FMGFRSYYE PHEP -@LPEK

100

Conservation
0

DQEE -BKKAP 106

140 160 180

| | |

crHNGFESEG LNMEQKLELFH HMGEEGDIVH GQBKATLDEY MKELEDMSCE 176

BsE B HMGEEGD IVl GQBKATLDEY MKELEDMSCH 176

K. capensis a-domain NP Y DIVERQIALE DCBQDSVQE- 1SBQDNSTVRE 155

K. proteae a-domain NP Y B DIVERQIALHE DCBQDSVQE- 1SBQDTSTVE 155
pfam04769 (alpha-box) [N - -Q CPHMGVEDES ANBELLBwsL TQNELGTL-E --E--TLERw

100%

Conservation

0

K. capensis MAT1-1-1 S - - TEETVV
K. proteae MAT1-1-1 S - -T

200 220 240
|

| |
LNDIDHHERAE INKGHMLSTHT BTLMEKLEAK SNSHEMVTTAQ PLVETQABEP MAQASSPDTE 236
INKGMLSAHT BTLMEKLEAK SNSEMVTTAQ PLVETQABEP VTQASSPDTE 236

K. capensis MAT1-1-1
K. proteae MAT1-1-1

K. capensis a-domain ----MvGNHL BDRGRRILRR VGIEK----- ------- Bl ---------- 188
K. proteae a-domain ----MVvGNHL EBDRGRRILRR VGIEK----- ------- BB- ---------- 188
pfam04769 (alpha-box) ----H---B7 BPKQQRLGQP MNQEYLT--- ------- BB ---------- 165
100%
Conservation
0
260 280 300

| | |
K. capensis MAT1-1-1 QTMYLKKVEF VNSLRADPVK TAAGLFGISE EDRLFQIGVD VVMYSADPDN YLSLHYAEHE 296
K. proteae MAT1-1-1 QTMYLKKVEF VNSLRADPVK TAAGLFGISE EDRLFQIGVD VVMYSADPDN YLSLHYAEHE 296

K. capensisa-domain - - - ------- ---------- ---------H SEH------a- mememaae e s maee e a - 188
K. proteae a-domain - - - = = = === - oo oo oo . oooooooofl am-maoian meoeeooaao oaoaaoo-o- 188
pfam04769 (alpha-box) - - -------- - --------- --__--_-___ E KDLI------ —--ccccocooo —o-oooaaa- 170
100%
Conservation........... OOEEEEEEEE .........I .I........ T
0

320 340 360
| | |

K. capensis MAT1-1-1 STEDNGQSHH SHHCQEDASD SRQDSDTSSS SASPESNPGM MSDPFMFEGI VDSPPEDPQP 356
K. proteae MAT1-1-1 STFDHSQSHH SHHSQBDASD SRQDPDTSSS SASPESNPGM MSDPFMFEGV VDSPPEDPQP 356

K. capensis a-domain -EENRKVHDTI PYNPHEEMET-- -BE-E----- D----RRREE =R =-RRRREAA- 203
K. proteae a-domain  -==NRKVHDI PYYPIBET-- -[-[-------- -cccmmmaa mmmmmooil mmmaaa oo 203
pfam04769 (alpha-box) -TFVQSAGYA NNYSIB---- -RQ------- -=------“= “--“----“/+ ---------- 187
100%
Conservation
0
380 400

| |
K. capensis MAT1-1-1 TPTQVALRQI DLEVBEEGLY NISGLDGLTE NFFDSAFNNS SWFFH 401
K. proteae MAT1-1-1 TPTQVALRQV DLEVBEEGLY NISGLDGLTE NFFDSAFNNS SWFFH 401

K. capensis a-domain - - - - - - - - -~ ‘BRTEEREEE EEEEEEEEEE BEEEEEEEEE EEEEE 208
K. proteae a-domain - - - - - - - - - - “HRCERBEEE EEEEEENEEE BEEEEEEEEE EEEEE 208
pfam04769 (alpha-box) - - ------ - -LEYETE--- ----- CETSE BTEEEEEEEE EEEEE 200

100%
°°"Se”’a“°"mlllmn._llllli|nl_lmnlln_llmnlll_lllll
0

Figure S3. Alignment between Knoxdaviesia MAT1-1-1 and MAT1-2-7 (alpha domain-
containing) proteins. The consensus MAT alpha 1 sequence (PFAMO04769) is included as a
reference. Green = 0%, yellow = 40%, orange = 60% and red > 80% amino acid

conservation. The conserved intron position is indicated with a black arrow.



