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Table S1. Amplification programs and primers.
	cox1-3’

	SJerryF
	CAACATYTATTYTGATTYTTTGG (Timmermans et al. 2010)

	SPatR
	GCACTAWTCTGCCATATTAGA (Timmermans et al. 2010)

	PROGRAM

	Step
	1
	2
	3
	4
	5
	6
	7

	Temp. (°C)
	95
	95
	50
	72
	repeat 2-4
	72
	4

	Time (min)
	5:00
	0:30
	0:40
	2:00
	40x
	8:00
	forever

	16S

	16S-1472-JJ
	GGTCCTTTCGTACTAA (Astrin & Stüben 2008)

	16S-ar-JJ
	CRCCTGTTTATTAAAAACAT (Astrin & Stüben 2008)

	PROGRAM

	Step
	1
	2
	3
	4
	5
	6
	7

	Temp. (°C)
	94
	94
	50
	72
	repeat 2-4
	72
	4

	Time (min)
	3:00
	0:30
	0:45
	1:00
	34x
	8:00
	forever

	18S5

	18S5‘
	GACAACCTGGTTGATCCTGCCAGT (Shull et al. 2001)

	18Sb5.0
	TAACCGCAACAACTTTAAT (Shull et al. 2001)

	PROGRAM

	Step
	1
	2
	3
	4
	5
	6
	7

	Temp. (°C)
	95
	95
	50
	72
	repeat 2-4
	72
	4

	Time (min)
	5:00
	0:30
	0:40
	2:00
	40x
	8:00
	forever

	18Sce

	18Sai
	CTTGAGAAACGGCTACCACATC (Whiting et al 1997)

	18Sb0.5
	GTTTCAGCTTTGCAACCAT (Whiting et al 1997)

	PROGRAM

	Step
	1
	2
	3
	4
	5
	6
	7

	Temp. (°C)
	95
	95
	50
	72
	repeat 2-4
	72
	4

	Time (min)
	5:00
	0:30
	0:40
	2:00
	40x
	8:00
	forever

	28S

	28S NLF 184-21
	ACCCGCTGAAYTTAAGCATAT (Van der Auwera et al. 1994)

	28S LS1041R
	TACGGACRTCCATCAGGGTTTCCCCTGACTTC (Maddison 2008)

	PROGRAM

	Step
	1
	2
	3
	4
	5
	6
	7

	Temp. (°C)
	94
	94
	52
	72
	repeat 2-4
	72
	4

	Time (min)
	3:00
	0:30
	0:45
	1:00
	34x
	10:00
	forever

	Histone 3

	H3aF
	ATGGCTCGTACCAAGCAGACVGC (Colgan et al. 1998)

	H3aR
	ATATCCTTRGGCATRATRGTGAC (Colgan et al. 1998)

	PROGRAM

	Step
	1
	2
	3
	4
	5
	6
	7

	Temp. (°C)
	95
	95
	49
	72
	repeat 2-4
	72
	4

	Time (min)
	3:00
	0:30
	0:30
	1:00
	34x
	10:00
	forever

	Topoisomerase I (nested PCR)

	TP643F (ext.)
	GACGATTGGAARTCNAARGARATG (Wild & Maddison 2008)

	TP932R (ext.)
	GGWCCDGCATCDATDGCCCA (Wild & Maddison 2008)

	TP675F (int.)
	GAGGACCAAGCNGAYACNGTDGGTTGTTG (Wild & Maddison 2008)

	TP919R (int.)
	GTCTCTTTGCGTYTTRTTRTADATYTTYTC (Wild & Maddison 2008)

	PROGRAM

	Step
	1
	2
	3
	4
	5
	6
	7

	Temp. (°C)
	94
	94
	59
	72
	Repeat 2-4
	72
	4

	Time (min)
	1:00
	0:45
	0:30
	3:00
	34x
	5:00
	Forever

	Wingless (nested PCR)

	Wg550F (ext.)
	ATGCGTCAGGARTGYAARTGYCAYGGYATGTC (Wild & Maddison 2008)

	WgABRZ (ext.)
	CACTTNACYTCRCARCACCARTG (Wild & Maddison 2008)

	Wg578F (int.)
	TGCACNGTGAARACYTGCTGGATG (Ward and Downie 2005)

	WgABR (int.)
	ACYTCGCAGCACCARTGGAA (Abouheif and Wray 2002)

	PROGRAM

	Step
	1
	2
	3
	4
	5
	6
	7

	Temp. (°C)
	94
	94
	50
	72
	repeat 2-4
	72
	4

	Time (min)
	3:00
	0:30
	0:30
	1:00
	34x
	10:00
	forever



References for Table S1:
ABOUHEIF E., WRAY G.A. 2002. Evolution of the gene network underlying wing polyphenism in ants. – Science 297: 249-252.
ASTRIN J. J., STÜBEN P. E. 2008. Phylogeny in cryptic weevils: molecules, morphology and new genera of western Palaearctic Cryptorhynchinae (Coleoptera: Curculionidae). – Invertebrate Systematics 22(5), 503-522.
COLGAN D.J., MCLAUCHLAN A., WILSON G.D.F., LIVINGSTON S.P., EDGECOMBE G.D., MACARANAS J., CASSIS G., GRAY M.R. 1998. Histone H3 and U2 snRNA DNA sequences and arthropod molecular evolution. – Australian Journal of Zoology 46: 419–437.
MADDISON D. R. 2008. Systematics of the North American beetle subgenus Pseudoperyphus (Coleoptera: Carabidae: Bembidion) based upon morphological, chromosomal, and molecular data. – Annals of Carnegie Museum 77(1): 147-193.
SHULL V. L., VOGLER A. P., BAKER M. D., MADDISON D. R., HAMMOND, P. M. (2001). Sequence alignment of 18S ribosomal RNA and the basal relationships of adephagan beetles: evidence for monophyly of aquatic families and the placement of Trachypachidae. – Systematic Biology 50(6): 945-969.
VAN DER AUWERA G., CHAPELLE S., DE WÄCHTER R. 1994. Structure of the large ribosomal subunit RNA of Phytophthora megasperma, and phylogeny of the oomycetes. – FEBS Letters, 338(2), 133-136.
WARD P. S., DOWNIE D. A. 2005. The ant subfamily Pseudomyrmecinae (Hymenoptera: Formicidae): phylogeny and evolution of big-eyed arboreal ants. – Systematic Entomology 30: 310-335.
WHITING M. F., CARPENTER J. C., WHEELER Q. D., WHEELER W. C. 1997. The Strepsiptera problem: phylogeny of the holometabolous insect orders inferred from 18S and 28S ribosomal DNA sequences and morphology. –  Systematic Biology 46(1): 1-68.
WILD A.L., MADDISON D.R. 2008. Evaluating nuclear protein-coding genes for phylogenetic utility in beetles. –  Molecular Phylogenetics and Evolution 48: 877-891.




Table S2. Data partitions and PartionFinder2 outputs (blocks) for IQ-Tree and MrBayes.
Partitions: 	COI = 1-714
COII = 715-1389
H3 = 1390-1692
Topoisomerase I = 1693-2320
Wingless = 2321-2734
18S = 2735-4395
28 = 4396-5417

Partition block for IQ-Tree:
#nexus											begin sets;											charset Subset1 = 1-714\3;							charset Subset2 = 2-714\3;							charset Subset3 = 3-714\3;							charset Subset4 = 715-1389\3;							charset Subset5 = 716-1389\3;							charset Subset6 = 717-1389\3;							charset Subset7 = 1390-1692\3;						charset Subset8 = 1391-1692\3;						charset Subset9 = 1392-1692\3;						charset Subset10 = 1693-2320\3 2321-2734\3 2322-2734\3;
charset Subset11 = 1694-2320\3;							charset Subset12 = 1695-2320\3;							charset Subset13 = 2323-2734\3;							charset Subset14 = 2735-4395;								charset Subset15 = 4396-5417;							
charpartition PartitionFinder = GTR+I+G:Subset1, GTR+I+G:Subset2, HKY+I+G:Subset3, GTR+G:Subset4, GTR+I+G:Subset5, HKY+I+G:Subset6, GTR+G:Subset7, JC+I:Subset8, GTR+G:Subset9, GTR+G:Subset10, GTR+I+G:Subset11, GTR+I+G:Subset12, GTR+I+G:Subset13, GTR+I+G:Subset14, GTR+I+G:Subset15;
end;										
Partition block for MrBayes:
begin mrbayes;									
						
	charset Subset1 = 1-714\3;								charset Subset2 = 2-714\3;								charset Subset3 = 3-714\3;								charset Subset4 = 715-1389\3;								charset Subset5 = 716-1389\3;								charset Subset6 = 717-1389\3;								charset Subset7 = 1390-1692\3;							charset Subset8 = 1391-1692\3;							charset Subset9 = 1392-1692\3;							charset Subset10 = 1693-2320\3 2321-2734\3 2322-2734\3;			charset Subset11 = 1694-2320\3;							charset Subset12 = 1695-2320\3;							charset Subset13 = 2323-2734\3;							charset Subset14 = 2735-4395;								charset Subset15 = 4396-5417;																	
partition PartitionFinder = 15:Subset1, Subset2, Subset3, Subset4, Subset5, Subset6, Subset7, Subset8, Subset9, Subset10, Subset11, Subset12, Subset13, Subset14, Subset15;								
set partition=PartitionFinder;								lset applyto=(1) nst=6 rates=invgamma;						lset applyto=(2) nst=6 rates=invgamma;						lset applyto=(3) nst=2 rates=invgamma;						lset applyto=(4) nst=6 rates=gamma;							lset applyto=(5) nst=6 rates=invgamma;						lset applyto=(6) nst=2 rates=invgamma;						lset applyto=(7) nst=6 rates=gamma;							lset applyto=(8) nst=1 rates=propinv;					
	prset applyto=(8) statefreqpr=fixed(equal);				
	lset applyto=(9) nst=6 rates=gamma;							lset applyto=(10) nst=6 rates=gamma;					
	lset applyto=(11) nst=6 rates=invgamma;					
	lset applyto=(12) nst=6 rates=invgamma;					
	lset applyto=(13) nst=6 rates=invgamma;					
	lset applyto=(14) nst=6 rates=invgamma;					
	lset applyto=(15) nst=6 rates=invgamma;					
prset applyto=(all) ratepr=variable;
unlink statefreq=(all) revmat=(all) shape=(all) pinvar=(all) tratio=(all);
end;													
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Fig. S1. Maximum likelihood phylogenetic tree of the Coelostomatini
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Fig. S2. Bayesian analysis phylogenetic tree of the Coelostomatini.
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