Table S1. Summary of archaeal 16S rRNA gene mismatches to primer ARC344F (B)

	
	Total1
	Mism.2
	  ACGGGGCGCAGCAGGCGCGA 3
	Example4

	AAG
	5
	1

2

1

1
	____T_T_______TTAG__

____C_T_______T__G__

____CA________T__G__

____C_T_______TTA___
	DQ301999

AB019714

AB019715

AB019717 

	DHVEG-6
	14
	1

2

3

1

1

1

2

1

1

1
	____A_T_______CA____

______T_______T__G__

______T_______TTAG__

______T_______TTAA__

______T________TAG__

_T____T_______T__G__

______T_______T__G_G

____A_T_______T____G

______T_______TTAG_G

______T_______TTAG_C
	AB019752

AB019753

AB019755

AB019756

AF050612

DQ841226

DQ841227

DQ841234

AB243808

DQ082933

	DSAG
	79
	28

25

4

3

2

2

1

1

1

1

1

1

1

1

1

1

1

1
	___A________________

___A_______________G

___A__T_____________

______________TT____

___A___________TA___

______________T_____

______T____________G

___A_A_______A_____G

___A______________A_

___A________[1]________

___A______*________G

___A___________T___G

___A_AT_____________

___A__T____________G

____T__________TA___

___A_______T_______G

_T_A________________

___T__________T_____
	AB019720

AB177226

DQ302005

DQ301961

AB177284

DQ301963

AB019721

AF119137

AB072723

AY436512

AB094551

AB094528

AB094544

AB177259

DQ302025

AY800208

AY800206

DQ301964

	MBGD
	30
	1
	__C_________________
	AB177019

	MCG
	114
	46

25

11

3

4

2

2

2

1

1

1

1

1

1

1

1

1

1
	______________T_____

______________TT____

______________T____C

______T______T______

_____A______________

___________________G

_____T______C__TA___

_____*T_______TT____

_____*________TT____

_T____________TT____

G_____________T_____

___A__________T_____

______________TTA___

_____________T______

______________CTA___

_____________TATA___

______________T____G

______[1]________T_____
	AF119129

AJ867808

AB094538

AB177018

AB176998

AB177007

AB094524

AB094519

AB177027

AB094517

AB094548

AB177004

AB177014

AB177008

DQ302018

DQ302019

DQ301974

AY436517

	MG-1
	69
	64

1

1

1

1
	_T_______________A__

_T_______G_______A__

_T_*_____________A__

_TA______________A__

_T_______________AA_
	DQ186521 AB019725

AB177099

AY800224

AF119146

	MHVG
	5
	4

1
	___A___TT___G_T_____

___AA__TT_C_G_T_____
	AB177229

AB019718

	SAGMEG
	35
	4

1

1

1
	_______________T____

_T_______________A__

_T__________________

_____________A______
	AJ867783

AB050232

AB050212

AB177265

	TMEG
	8
	4

1

1
	______T_____________

_______T______CT____

______________T_____
	AY661822

AB094542
DQ301986

	A/T/M_cluster 
	23
	1
	______T_____________
	AB052972

	Haloarcula
	15
	1

1
	G___________________

____________G_______
	AB052977

Ab052982

	Other Eury’s
	56
	14

5

3

2

1

1

1

1

1

1

1

1
	______T_____________

_____A______________

_____A____T_________

______T___C_________

______T_______C_____

______T_______A_____

_A____T__________G__

__T_________________

_____AT_____________

_T__________________

___A__T_____________ ___________________[1]_
	AB019734

AB019743

AB019758

AB019744

AB019747

AB019748

AB019751

AB050215

AB050247

AB177029

DQ302010 AB019740

	Other Cren’s
	38
	10

4

2

2

2

1

1

1

1

1

1
	_T_______________A__

_T__________________

_T________C_________

_T____T_____________

__________C______G__

__________________C_

_________G__________

__A__________C______

_____________[1]_______

__[1]__________________

__________[1]______[1]____
	AB050207

AB072728

AB052979

AB052984

AB049051

AB019733

AY661819

AB019732

AB050228

AB050229

AB050227

	Sum
	491
	348
	
	


1 Number of sequences analyzed

2 Number of mismatching sequences

3 Forward Primer sequence and target 16S rRNA gene sequence in standard 5’-3’ direction.  Mismatches are indicated below. * indicates base deletion; [...] indicates the position and length (bp) of insert

4 Genbank accession number of sequence example

Table S2. Summary of archaeal 16S rRNA gene mismatches to primer ARC344F

	
	Total1
	Mism.2
	  AYGGGGYGCASCAGGSG3
	Example4

	AAG
	5
	2

1

1

1
	____C_________T__

____CA________T__
____C_________TTA

____T_________TTA
	AB019714 

AB019715 AB019717 

DQ301999 

	DHVEG-6
	14
	6

5

1

1

1
	______________TTA

______________T__

____A_________CA_

_______________TA

____A_________T__
	AB019755

AB019753

AB019752

AF050612

DQ841234

	DSAG
	79
	60

1

2

1

1

1

1

1

1

3

2

1
	___A_____________

___A_A_______A___

___A___________TA

___A________[1]_____

___A______*______

___A___________T_

___A_A___________
____T__________TA

___A_______T_____

______________TT_

______________T__

___T__________T__
	DQ302001

AF119137

AB177284

AY436512

AB094551

AB094528

AB094544

DQ302025

AY800208

DQ301961

DQ301963

DQ301964

	MBGD
	30
	1
	__C______________
	AB177019

	MCG
	114
	2

1

25

13

1

46

2

4

4

2

1

1

1
	_____T______C__TA

______________TTA

______________TTG

______________T__

___A__________T__

______________T__

_____*________TT_

_____A___________

_____________T___

______________TT_

G_____________T__

______________CTA

_____________TATA
	AB094524

AB177014

AB094561

AF119129

AB177004

AY436515

AB094519

AB176998

AB177018

AB094517

AB094548

DQ302018

DQ302019

	MG-1
	69
	1

1

1
	_________G_______

___*_____________

__A______________
	AB019725

AB177099

AY800224

	MHVG
	5
	2

3
	___AA__TT___G_T__

___A___TT___G_T__
	AB019718

AB177229

	SAGMEG
	35
	4

1
	_______________T_

_____________A___
	DQ301983

AB177265

	TMEG
	8
	1

1
	_______T______CT_

______________T__
	AB094542
DQ301986

	A/T/M_cluster 
	23
	none
	
	

	Haloarcula
	15
	1

1
	G________________

____________G____
	AB052977

AB052982

	Other Eury’s
	56
	6

3

1

1

1

1

1

1
	_____A___________

_____A____T______

_____G________C__

_____G________A__

_A___G___________

__T__G___________

_____G___________

___A_G___________
	AB019743

AB019758

AB019747

AB019748

AB019751

AB050215

AB177029

DQ302010

	Other Cren’s
	38
	1

1

1

1

1
	_________G_______

__A__________C___

_____________[1]____

__[1]_______________

__________[1]______[1]_
	AY661819

AB019732

AB050228

AB050229

AB050227

	Sum
	491
	235
	
	


1 Number of sequences analyzed

2 Number of mismatching sequences

3 Forward Primer sequence and target 16S rRNA gene sequence in standard 5’-3’ direction. Y=C/T, S=G/C. Mismatches are indicated below. * indicates base deletion; [...] indicates the position and length (bp) of insert

4 Genbank accession number of sequence example

Table S3. Summary of archaeal 16S rRNA gene mismatches to primer ARC349F

	
	Total1
	Mism.2
	 GYGCASCAGKCGMGAAW 3
	Example4

	AAG
	5
	2

1

1

1
	____________G____

A___________G____

__________TA_____

__________TAG____
	AB019714

AB019715 

AB019717 

DQ301999 

	DHVEG-6
	14
	4

2

2

1

1

1

1

1

1
	__________TAG____

____________G____

____________G_G__

_________CA______

__________TA_____

____________C_G__

____________G____

__________TAG_G__

__________TAG_C__
	AB019755

AB019753

DQ841227

AB019752

AB019756

DQ841234

AB243796

AB243808

DQ082933

	DSAG
	79
	25

4

3

3

3

1

1

1

1

1

1

1

1

1
	______________G__

_______________G_

__________TA_____

_________TT______

_________T_______

______________G__

A_______A_____G__

_____________*___

_______[1]__________

_____*________G__

__________T___G__

A________________

______________GG_

______T_______G__
	AY436411

AB177230

DQ302025

DQ301961

DQ301963

AB019721

AF119137

AB072723

AY436512

AB094551

AB094528

AB094544

AB177259

AY800208

	MBGD
	30
	none
	
	

	MCG
	114
	48

29

11

4

3

2

2

1

1

1

1

1

1
	_________T_______

_________TT______

_________T____C__

A________________

________T________

______________G__

T______C__TA_____

_________T______G

_________TTA_____

________T________

__________TA_____

________TATA_____

_________T____G__
	AB177004

AB176996

DQ302008

AJ867796

DQ302029

AB177007

AB094524

AF119129

AB177014

AB177008

DQ302018

DQ302019

DQ301974

	MG-1
	69
	1

1
	____G____________

_____________A___
	AB019725

Af119146

	MHVG
	5
	5
	__TT___G_________ 
	AB177229

	SAGMEG
	35
	4

1
	__________T______

________A________
	AJ867783

AB177265

	TMEG
	8
	1

1

1
	__T_______T______

________________G

_________T______G
	AB094542

AY661821

DQ301986

	A/T/M
	23
	none
	
	

	Haloarcula
	15
	1
	_______G_________
	AB052982

	Other Eury’s
	56
	6

1

1

1

3

1

1
	A________________

_________C_______

_________A_______

____________G____

A____T___________

________________G

______________[2]___
	AB019743 

AB019747 

AB019748

AB019751

AB019758

AB052985 AB019740 

	Other Cren’s
	38
	2

1

1

1

1

1
	____________G____

_____________C___

____G____________

________C________

________[1]_________

_____[1]______[1]______
	AB049051

AB019733

AY661819

AB019732

AB050228

AB050227

	Sum
	491
	208
	
	


1Number of sequences analyzed

2Number of mismatching sequences

3 Forward Primer sequence and target 16S rRNA gene sequence in standard 5’-3’ direction. Y=C/T, S=G/C, M=A/C, K=G/T, W=A/T. Mismatches are indicated below. * indicates base deletion; [...] indicates the position and length (bp) of insert

4Genbank accession number of sequence example

Table S4. Summary of archaeal 16S rRNA gene mismatches to primer ARC516R

	
	Total1
	Mism.2
	 TGYCAGCCGCCGCGGTAAHACCVGC3
	Example4

	AAG
	4
	1
	_____*___________________
	AB019715

	DHVEG-6
	14
	5

2

1

1
	_____________________T___

___________________C_____

_____*___________________

______________________T__
	AB019755

AB243796

AB019753

EF444644

	DSAG
	82
	1

1

1

1

1

1

1

1

1
	_____A______________G__A_

___T_____________________

___*_A___________________

______________*__________

_____A___________________

___________________G_____

__________________G______

________________G________

_A_______________________
	AB019719

AB094528

AB177026

AB177231

AB177122

AB177227

DQ302001

AY800203

AB094550

	MBGD
	30
	30
	______________________T__
	AB019723

	MCG
	114
	1

1

1
	_________________[1]_________

____G____________________

____________________T____
	AY436517

AB094536

DQ301978

	MG-1
	94
	1

1

1

1

1

1

1
	____*____________________

__________________G______

_____________A___________

__G______________________

___T_____________________

____G____________________

____________[1]_____________
	AF119134

AB019723

AB177096

AB052974

AB177087

AY800233

AF119144

	MHVG
	5
	None
	
	

	SAGMEG
	37
	1

1

1
	______________________T___

____G____________________

________A________________
	AB050209

DQ301966

AY661826

	TMEG
	8
	1

1

1
	_________________T_______

________________G________

______________________T__
	AB094542

AY661822

DQ301972

	A/T/M
	23
	16

4

1

1

1
	__G______________________

_______A_________________

__G________A_____________

_______A________________[1]_

__G___________*__________
	AB019735

AB072726

AB177103

AB177106

AB177114

	Haloarcula
	15
	None
	
	

	Other Eury’s
	58
	3

3

3

3

2

1

1

1

1

1

1

1

1

1
	_____________________T___

__G______________________

___________________[>40]_A____

______________________T__

_____________________G___

_______________[1]_____A____

____________________A_T__

____________________A____

______________A_____A____

__G__*____________C______

__________T______________
C________________________

_________________*_______

________________________A
	AY661815

DQ301971

AB049034

AY800211

AB019734

AB019745

AB019743

AB019744

AB019746

AB019747
AB019754

AB177276

AF119139

DQ302010

	Other Cren’s
	38
	3

1

1

1
	_______________________A_

_______________________C_

________*_T______________

_______________________A_
	AY661818

AB019732

AB050228

AB019733

	Sum
	522
	117
	
	


1 Number of sequences analyzed

2 Number of mismatching sequences

3 Target 16S rRNA gene sequence in standard 5’-3’ direction. Y=C/T, H=A/T/C, V=A/C/G. Mismatches are indicated below. * indicates base deletion; [...] indicates the position and length (bp) of insert

4 Genbank accession number of sequence example

Table S5. Summary of archaeal 16S rRNA gene mismatches to primer ARC518R

	
	Total1
	Mism.2
	 CAGCMGCCGCGGTAAHACC3
	Example4

	AAG 
	4
	1
	__*________________
	AB019715

	DHVEG-6
	14
	5

2

1
	__________________T

________________C__

__*________________
	AB019755

AB243796 AB019753

	DSAG
	82
	2

1

1

1

1

1

1
	__A________________

T__________________

__A______________G_

___________*_______

________________G__

_______________G___

_____________G_____
	AB177026

AB094528 AB019719

AB177231

AB177227

DQ302001

AY800203 

	MBGD
	30
	none
	
	

	MCG
	114
	1

1

1
	_____________[1]______

_G_________________

_________________T_
	AY436517

AB094536

DQ301978

	MG-1
	94
	1

1

1

1

1

1
	_*_________________

_______________G___

__________A________

T__________________

_G_________________

__________[1]_________
	AF119134

AB019723

AB177096

AB177087

AY800233

AF119144

	MHVG
	5
	none
	
	

	SAGMEG
	37
	1

1
	_G_________________

_____A_____________
	DQ301966

AY661826

	TMEG
	8
	1

1
	______________T____

_____________G_____
	AB094542

AY661822

	A/T/M
	23
	1

1
	________A__________

___________*_______
	AB177103

AB177114

	Haloarcula
	15
	none
	
	

	Other Eury’s
	58
	3

1

1

2 

1

1

3

1
	__________________T

______________*____

_______T___________

__________________G

___________A_____A_

__*________________

________________[>40]___

____________[1]_______
	AY661815

AF119139

AB019754

AB019734

AB019746

AB019747

AB049034

AB019745

	Other Cren’s
	38
	1
	_____*_T___________
	AB050228

	Sum
	522
	46
	
	


1 Number of sequences analyzed

2 Number of mismatching sequences

3 Target 16S rRNA gene sequence in standard 5’-3’ direction. H=A/T/C. Mismatches are indicated below. * indicates base deletion; [...] indicates the position and length (bp) of insert

4 Genbank accession number of sequence example

Table S6. Summary of archaeal 16S rRNA gene mismatches to primer PARCH519R

	
	Total1
	Mism.2
	 CAGCCGCCGCGGTAA3
	Example4

	AAG
	4
	1
	__*____________
	AB019715

	DHVEG-6
	14
	1
	__*____________
	AB019753

	DSAG
	82
	1

1

1

1

1
	__A____________

T______________
___________*___

__A____________

_____________G_
	AB019719

AB094528

AB177231

AB177122

AY800203

	MBGD
	30
	none
	
	_

	MCG
	114
	1

1
	____________[1]___

_G_____________
	AY436517

AB094536

	MG-1
	94
	1

1

1

1

1
	_*_____________

__________A____

T______________
_G_____________

_________[1]______
	AF119134

AB177096

AB177087

AY800233

AF119144

	MHVG
	5
	none
	
	_

	SAGMEG 
	37
	1

1
	_G_____________

_____A_________
	DQ301966

AY661826

	TMEG
	8
	1

1
	______________T

_____________G_
	AB094542

AY661822

	A/T/M
	23
	5
	____A__________

________A______

___________*___
	AB072726

AB177103

AB177114

	Haloarcula
	15
	none
	
	

	Other Eury’s
	58
	1

1

1

1
	____________[1]___

___________A___

__*____________

_______T_______
	AB019745 

AB019746 

AB019747 

AB019754

	Other Cren’s
	38
	1
	_____*_T_______
	AB050228

	Sum
	522
	28
	
	


1 Number of sequences analyzed

2 Number of mismatching sequences

3 Target 16S rRNA gene sequence in standard 5’-3’ direction. M=A/C. Mismatches are indicated below. * indicates base deletion; [...] indicates the position and length (bp) of insert

4 Genbank accession number of sequence example

Table S7. Summary of archaeal 16S rRNA gene mismatches to primer ARC806R

	Group
	Total1
	Mism.2
	 ATTAGATACCCSBGTAGTCC3
	Example4

	AAG
	4
	3
	______G_____________
	AB019714

	DHVEG-6
	14
	1

1

1
	___________A________

___________A________

___________AA_______
	AF050612

AB243796

AB243808

	DSAG
	83
	10
	________[>40]____________
	

	MBGD
	30
	1
	_C__________________
	AY436525

	MCG
	144
	7
	____________A_______
	AY333331

	MG-1
	96
	4

3

2

1

1

1

1
	______C_____________

______A______A______

______A_____________

__C_________A_______

__________T_________

______A_____A_______

_____________A______
	AY333327

DQ301987

AY333340

AB177005

DQ302024

AY333353

AY333326

	MHVG
	5
	3
	_____________T______
	AB094525

	SAGMEG
	37
	1
	___________________T
	AB050224

	TMEG
	8
	1

1
	___________________T

___________A________
	AB050225

DQ301986

	A/T/M 
	23
	1
	___________________A
	AB072726

	Haloarcula
	15
	none
	
	

	Other Eury’s
	63
	1

4

1

1

1

3

1

1
	___________________A

_____________T______

____________A____C__

_____________A______

______G_____________

____________A_______
________[49]_____T______

________[40]____________
	DQ302010

AB049034

AB050247

AB177029

AB019747

AB019749

AB019748

AY800211

	Others Cren’s
	38
	2
	____________A_______
	AB049051

	Sum
	560
	59
	
	


1 Number of sequences analyzed

2 Number of mismatching sequences

3 Target 16S rRNA gene sequence in standard 5’-3’ direction. S=G/C, B=C/G/T. Mismatches are indicated below. * indicates base deletion; [...] indicates the position and length (bp) of insert

4 Genbank accession number of sequence example

Table S8. Summary of archaeal 16S rRNA gene mismatches to primer Ar9R

	
	Total1
	Mism.2
	 GAAACTTAAAGGAATTGGCGGG3
	Example4

	AAG
	4
	3
	__________T______A____
	AB019714

	DHVEG-6 
	14
	3
	_______________A______
	AB019753

	DSAG
	52
	43

1
	A_____________________
AC____________________
	AY093448

AB094559

	MBGD
	26
	1

1
	_____________T_G______

___G__________________
	AB177030

AB177123

	MCG
	59
	1

1

1
	___________A__________

_________________A____

__________A___________
	AB177007

AB177283

AB177012

	MG_1
	46
	2

1
	____________G_________

______________[1]________
	AB052974

AF119126

	MHVG
	5
	4

1
	_________________A____

A_____________________
	AB094525

AB177264

	SAGMEG
	27
	23

1

1

1
	___________A__________

___*___*___A__________

_G____________________

___________A_*________
	AJ867783

AJ867784

AB050224

AJ867778

	TMEG
	2
	1
	_G____________________
	AB050225

	A/T/M 
	22
	1

1

1
	___G__________________

____________T_________

_________G____________
	AB049038

AB049041

AB072726

	Haloarcula
	15
	none
	
	

	Other Eury’s
	40
	7

1

1
	_________G____________

___[24]______G____________

___G__________________
	AB177269

AB050206

AB094534

	Other Cren’s
	26
	2

2
	___________A__________

T_____________________
	AB052979

AB050230

	Sum
	338
	106
	
	


1 Number of sequences analyzed

2 Number of mismatching sequences

3 Target 16S rRNA gene sequence in standard 5’-3’ direction. Mismatches are indicated below. * indicates base deletion; [...] indicates the position and length (bp) of insert

4 Genbank accession number of sequence example

