Table S2. Mutations found in CAN1 when sequencing Canr alleles 
Wild-type E134
	mutant
	position
	wt
	mutation
	wt sequence
	mutated sequence

	1
	532
	G
	C
	TTGGgCAAT
	TTGGcCAAT

	2
	285
	G
	A
	GTATgATTG
	GTATaATTG

	3
	1517
	T
	G
	TTTAtGACG
	TTTAgGACG

	4
	365-435
	
	deletion
	
	

	5
	352
	G
	T
	CGCCgGCCC
	CGCCtGCCC

	6
	311
	C
	T
	GGTAcAGGT
	GGTAtAGGT

	7
	1493-1551
	
	deletion
	
	

	8
	113
	C
	G
	GGGTcAATA
	GGGTgAATA

	9
	887
	C
	G
	TTCAcATTT
	TTCAgATTT

	10
	691
	G
	C
	GGTCgCTTC
	GGTCcCTTC

	11
	1208
	G
	A
	TTTGgTCTA
	TTTGaTCTA

	12
	1244
	C
	A
	CTGTcAAGG
	CTGTaAAGG

	13
	393-450
	
	deletion
	
	

	14
	113
	C
	G
	GGGTcAATA
	GGGTgAATA

	15
	626
	
	+1 insertion T
	TTTTTT-gGG
	TTTTTTtcGG

	
	627
	G
	C
	TTTTTT-gGG
	TTTTTTtcGG

	16
	1214
	C
	G
	CTATcAAAG
	CTATgAAAG

	17
	1163
	C
	A
	ATTTcTGCC
	ATTTaTGCC

	18
	530
	G
	A
	TCTTgGGCA
	TCTTaGGCA

	19
	1450-1644
	
	deletion
	
	

	20
	768
	C
	-1 deletion
	GGcCCAG
	CCGG-CCAG

	21
	509-559
	
	deletion
	
	

	22
	442
	C
	G
	CATCcCTGT
	CATCgCTGT

	23
	1035
	C
	G
	CATAcAATG
	CATAgAATG

	24
	669
	C
	A
	ATTAcGGTG
	ATTAaGGTG

	25
	959
	C
	A
	AAGAGCCAT
	AAGAGACAT

	26
	887
	C
	G
	TTCAcATTT
	TTCAgATTT

	27
	674
	A
	C
	GGTGaATTC
	GGTGcATTC

	28
	1268
	C
	G
	GTTCcATAC
	GTTCgATAC

	29
	1196
	G
	C
	TCCCgTATT
	TCCCcTATT

	30
	355
	C
	A
	CGGCcCAGT
	CGGCaCAGT

	31
	768
	C
	-1 deletion
	GGcCCAG
	CCGG-CCAG

	32
	740
	
	+1 insertion T
	TTTTT-GT
	TTTTTtGT

	33
	257
	G
	C
	AAGAgAGAG
	AAGAcAGAG

	34
	1163
	C
	T
	ATTTcTGCC
	ATTTtTGCC

	35
	1255
	A
	T
	CACCaAAGG
	CACCtAAGG

	36
	526
	T
	C
	GTTTtCTTG
	GTTTcCTTG

	37
	415
	T
	C
	GCAGtCCTT
	GCAGcCCTT

	38
	314
	G
	T
	ACAGgTCTT
	ACAGtTCTT

	39
	838
	G
	T
	AAACgAAGG
	AAACtAAGG

	40
	527
	C
	T
	TTTTcTTGG
	TTTTtTTGG

	41
	424
	G
	A
	GGGTgAAAT
	GGGTaAAAT

	42
	884
	T
	C
	GCCTtCACA
	GCCTcCACA

	43
	353
	G
	T
	GCCGgCCCA
	GCCGtCCCA

	44
	353
	G
	T
	GCCGgCCCA
	GCCGtCCCA

	45
	1227
	G
	-1 deletion
	TTgGCT
	TT-GCT

	46
	1558
	C
	-1 deletion
	CAcCAAAA
	CA-CAAAA

	47
	686
	G
	-1 deletion
	CTgGGTC
	CT-GGTC

	48
	620
	
	+1 insertion T
	TA-TTTTTTGG
	TAtTTTTTTGG


dpb3 dpb4
	mutant
	position
	wt
	mutation
	wt sequence
	mutated sequence

	1
	1413
	C
	-1 deletion
	GCAcATCA
	GCA-ATCA

	2
	1397-1400
	
	deletion  TTAT
	TTATttatCTC
	TTAT----CTC

	3
	1018
	G
	A
	CATTgGACT
	CATTaGACT

	4
	911
	G
	T
	GTTGgTATC
	GTTGtTATC

	5
	620
	T
	-1 deletion
	TAtTTTTTG
	TA-TTTTTG

	6
	1022
	T
	C
	GGACtTTTA
	GGACcTTTA

	7
	686
	G
	A
	TTCTgGGTC
	TTCTaGGTC

	8
	430
	G
	C
	AATGgCTAC
	AATGcCTAC

	9
	1486
	C
	G
	AATGcCCGG
	AATGgCCGG

	10
	1370
	G
	A
	ACTGgTGTT
	ACTGaTGTT

	11
	1151
	C
	G
	TTAAcAACC
	TTAAgAACC

	12
	387
	G
	-1 deletion
	ATgGGTTCT
	AT-GGTTCT

	
	602
	T
	A
	CCACtGGCG
	CCACaGGCG

	13
	938
	C
	T
	AACCcCAGA
	AACCtCAGA

	14
	1487
	C
	T
	ATGCcCGGC
	ATGCtCGGC

	15
	311
	C
	G
	GGTAcAGGT
	GGTAgAGGT

	16
	1123
	C
	-1 deletion
	TTTGcCACA
	TTTG-CACA

	17
	1082
	C
	G
	TCTCcCTTT
	TCTCgCTTT

	18
	442
	C
	T
	CATCcCTGT
	CATCtCTGT

	19
	903-955
	
	deletion 
	
	

	20
	620
	T
	-1 deletion
	TAtTTTTTGG
	TA-TTTTTGG

	21
	591
	C
	G
	CGTAcAAAG
	CGTAgAAAG

	22
	591
	C
	G
	CGTAcAAAG
	CGTAgAAAG

	23
	670
	G
	C
	TTACgGTGA
	TTACcGTGA

	24
	1211
	T
	C
	TCtAtCAAA
	TCcAcCAAA

	
	1213
	T
	C
	TCtAtCAAA
	TCcAcCAAA

	25
	1373
	T
	-1 deletion
	GTGtTGCAG
	GTG-TGCAG

	26
	728
	T
	G
	CTAAtATAC
	CTAAgATAC

	27
	580
	T
	-1 deletion
	TCAAtTTTG
	TCAA-TTTG

	28
	416
	C
	A
	CAGTcCTTG
	CAGTaCTTG

	29
	718
	G
	C
	TATCgGGTT
	TATCcGGTT

	30
	979
	C
	T
	TTTCcGTAT
	TTTCtGTAT

	31
	396
	G
	-1 deletion
	CTTTgGCAT
	CTTT-GCAT

	32
	841
	G
	-1 deletion
	CGAAgGGAG
	CGAA-GGAG

	33
	150
	T
	A
	TGTAtCCAT
	TGTAaCCAT

	34
	865
	T
	C
	CCtCTTTg-AT
	CCcCTTTttAT

	
	870
	G
	T
	CCtCTTTg-AT
	TTCCcCTTTttATTA

	
	871
	
	+1 insertion T
	CCtCTTTg-AT
	CCcCTTTttAT

	35
	459
	
	+1 insertion T
	CTTT-cACA
	CTTTtgACA

	
	460
	C
	G
	CTTT-cACA
	CTTTtgACA

	36
	1094
	C
	A
	ATTGcTATT
	ATTGaTATT

	37
	1099
	G
	T
	TATTgAGAA
	TATTtAGAA

	38
	1459
	G
	T
	TGACgAGTT
	TGACtAGTT

	39
	1031
	C
	T
	GTTCcATAC
	GTTCtATAC

	40
	787
	T
	C
	TTATtGGAG
	TTATcGGAG

	41
	111
	
	+1 insertion  T
	GTGG-GTCA
	GTGGtGTCA

	42
	858
	G
	A
	GTTGgGTTT
	GTTGaGTTT

	43
	1232
	C
	T
	TCcTaAATT
	TCcT-AATT

	
	1234
	A
	-1 deletion
	TCcTaAATT
	TCcT-AATT

	44
	775
	G
	T
	AGTTgGATT
	AGTTtGATT

	45
	130
	G
	T
	AGATgAGAA
	AGATtAGAA

	46
	1205
	T
	C
	TTATtTGGT
	TTATcTGGT

	47
	1290-1302
	
	complex +1 insertion
	TTACtgCTgCa-

TTTGGcGCTT
	TTACctCTtCct

TTTGGgGCTT

	48
	308
	G
	T
	ATTGgTACA
	ATTGtTACA


pol2-4
	mutant
	position
	wt
	mutation
	wt sequence
	mutated sequence

	1
	809
	G
	A
	TGGGgTCCA
	TGGGaTCCA

	2
	1022
	
	+1 insertion T
	GGAC-TTTT
	GGACtTTTT

	3
	980
	G
	T
	TTCCgTATC
	TTCCtTATC

	4
	554
	T
	G
	GAACtTAGT
	GAACgTAGT

	5
	374
	C
	A
	ATATcATAT
	ATATaATAT

	6
	554
	T
	G
	GAACtTAGT
	GAACgTAGT

	7
	258
	A
	C
	AGAGaGAGC
	AGAGcGAGC

	8
	905
	T
	C
	GAACtAGTT
	GAACcAGTT

	9
	768
	C
	-1 deletion
	CGGcCCAGT
	CGG-CCAGT

	10
	980
	G
	A
	TTCCgTATC
	TTCCaTATC

	11
	263
	T
	A
	GAGCtTAAG
	GAGCaTAAG

	12
	929
	C
	A
	GAAGcTGCA
	GAAGaTGCA

	13
	646
	A
	T
	AATGaACTT
	AATGtACTT

	14
	980
	G
	C
	TTCCgTATC
	TTCCcTATC

	15
	1214
	C
	G
	CTATcAAAG
	CTATgAAAG

	16
	317
	T
	G
	GGTCtTTTC
	GGTCgTTTC

	17
	1391
	G
	-1 deletion
	GCATgGTTA
	GCAT-GTTA

	18
	313
	G
	T
	TACAgGTCT
	TACAtGTCT

	19
	325
	G
	-1 deletion
	CATTgGTTT
	CATT-GTTT

	20
	591
	C
	A
	CGTAcAAAG
	CGTAaAAAG

	21
	127
	
	+1 insertion A
	AAAA-gATG
	AAAAacATG

	
	128
	G
	C
	AAAA-gATG
	AAAAacATG

	22
	1128-1152
	deletion
	
	
	

	23
	1343
	
	+1 insertion T
	AAAG-TTTT
	AAAGtTTTT

	24
	620
	
	+1 insertion T
	TA-TTTTTT
	TAtTTTTTT

	25
	664
	T
	G
	CAAAtATTA
	CAAAgATTA

	26
	832
	
	+1 insertion A
	GAT-AAAAA
	GATaAAAAA

	27
	425
	A
	G
	GGTGaAATG
	GGTGgAATG

	28
	1381
	
	+1 insertion T
	GC-TTTTTT
	GCtTTTTTT

	29
	475
	A
	T
	ACAAaGATT
	ACAAtGATT

	30
	1379
	G
	A
	GCAGgCTTT
	GCAGaCTTT

	31
	1214
	C
	G
	CTATcAAAG
	CTATgAAAG

	32
	735
	T
	A
	ACTGtTTTT
	ACTGaTTTT

	33
	317
	T
	A
	GGTCtTTTC
	GGTCaTTTC

	34
	964
	
	+1 insertion A
	TC-AAAAAA
	TCaAAAAAA

	35
	620
	
	+1 insertion T
	TA-TTTTTT
	TAtTTTTTT

	36
	272
	G
	T
	CAAAgACAT
	CAAAtACAT

	37
	970
	G
	A
	AAAAAAg-TT
	AAAAAAatTT

	
	971
	
	+1 insertion T
	AAAAAAg-TT
	AAAAAAatTT

	38
	482
	T
	C
	TTCCtTTCT
	TTCCcTTCT

	39
	317
	
	+1 insertion T
	TC-TTTTCA
	TCtTTTTCA

	40
	1538
	A
	G
	ATTCaAGGT
	ATTCgAGGT

	41
	1500
	T
	A
	CTTAtTATG
	CTTAaTATG

	42
	1048
	C
	-1 deletion
	TAAAcTAAC
	TAAA-TAAC

	43
	832
	
	+1 insertion A
	AT-AAAAAC
	ATaAAAAAC

	44
	735
	
	+1 insertion T
	TG-TTTTTG
	TGtTTTTTG

	45
	700
	A
	G
	CATCaAAGT
	CATCgAAGT

	46
	655
	C
	G
	GTTCcCTGT
	GTTCgCTGT

	47
	832
	
	+1 insertion A
	AT-AAAAAC
	ATaAAAAAC

	48
	620
	T
	-1 deletion
	TAtTTTTTG
	TA-TTTTTG


pol2-4dpb3 dpb4 
	mutant
	position
	wt
	mutation
	wt sequence
	mutated sequence

	1
	929
	G
	C
	TGAAgCTGC
	TGAAcCTGC

	2
	355
	C
	A
	CGGCccaGT
	CGGCag-GT

	
	356
	C
	G
	CGGCccaGT
	CGGCag-GT

	
	357
	A
	-1 deletion
	CGGCccaGT
	CGGCag-GT

	3
	1113
	
	+1 insertion A
	TAC-AAAGG
	TACaAAAGG

	4
	1054
	C
	T
	AACAcAATC
	AACAtAATC

	5
	1073
	
	+1 insertion T
	TTT-cTACT
	TTTtgTACT

	
	1074
	C
	G
	TTT-cTACT
	TTTtgTACT

	6
	1417
	A
	T
	CATCaGATT
	CATCtGATT

	7
	184
	G
	T
	TGGCgAGGA
	TGGCtAGGA

	8
	1359
	A
	-1 deletion
	TATTaAATA
	TATT-AATA

	9
	287
	
	+1 insertion T
	GATT-GCCC
	GATTtGCCC

	10
	1215
	A
	-1 deletion
	TATCaAAGA
	TATC-AAGA

	11
	1099
	G
	T
	TATTgAGAA
	TATTtAGAA

	12
	1151
	C
	G
	TTAAcAACC
	TTAAgAACC

	13
	39
	
	insertion +6 A
	AA------GC
	AAaaaaaaGC

	14
	950
	T
	A
	TCCGtTCCA
	TCCGaTCCA

	15
	620
	
	+1 insertion T
	TA-TTTTTT
	TAtTTTTTT

	16
	377
	A
	-1 deletion
	TCATaTTTA
	TCAT-TTTA

	17
	1560
	A
	-1 deletion
	CACCaAAAT
	CACC-AAAT

	18
	1481
	T
	G
	AAATtAATG
	AAATgAATG

	19
	1099
	G
	T
	TATTgAGAA
	TATTtAGAA

	20
	1171
	A
	T
	CGCAaATTC
	CGCAtATTC

	21
	1151
	C
	G
	TTAAcAACC
	TTAAgAACC

	22
	1175
	C
	T
	AATTcAAAT
	AATTtAAAT

	23
	48
	C
	G
	TGTAcAATG
	TGTAgAATG

	24
	959
	C
	A
	AGAGcCATC
	AGAGaCATC

	25
	290
	C
	A
	ATTGcCCTT
	ATTGaCCTT

	26
	1373
	T
	G
	GGTGtTGCA
	GGTGgTGCA

	27
	661
	A
	-1 deletion
	TGTCaAATA
	TGTC-AATA

	28
	877
	G
	C
	TAACgCTGC
	TAACcCTGC

	29
	973-975
	GTT
	deletion
	GTTgttTTC
	GTT---TTC

	30
	428
	T
	A
	GAAAtGGCT
	GAAAaGGCT

	31
	368
	T
	G
	GCTCtTATA
	GCTCgTATA

	32
	893
	A
	C
	TTTCaAGGT
	TTTCcAGGT

	33
	735
	
	+1 insertion T
	TG-TTTTTG
	TGtTTTTTG

	34
	48
	C
	A
	TGTAcAATG
	TGTAaAATG

	35
	964
	A
	-1 deletion
	ATCaAAAAA
	ATC-AAAAA

	36
	535-561
	deletion
	
	
	

	37
	1284
	
	+1 insertion T
	TTTT-cGTT
	TTTTtgGTT

	
	1285
	C
	G
	TTTT-cGTT
	TTTTtgGTT

	38
	1435
	A
	-1 deletion
	TTTGaAATA
	TTTG-AATA

	39
	648
	C
	G
	TGAAcTTGT
	TGAAgTTGT

	40
	682
	T
	A
	CGAGtTCTG
	CGAGaTCTG

	41
	1468
	T
	-1 deletion
	ACCAtTTAA
	ACCA-TTAA

	42
	620
	T
	+1 insertion
	TA-TTTTTT
	TAtTTTTTT

	43
	658
	G
	C
	CCCTgTCAA
	CCCTcTCAA

	44
	508
	G
	C
	CAATgGTTA
	CAATcGTTA

	45
	317
	
	+1 insertion T
	GGTC-TTTT
	GGTCtTTTT

	46
	1391
	G
	-1 deletion
	GCATgGTTA
	GCAT-GTTA

	47
	142
	G
	T
	TAAAgAATT
	TAAAtAATT

	48
	271
	A
	T
	GCAAaGACA
	GCAAtGACA


