[bookmark: _GoBack]Table S2. Venom protein composition for six Brazilian Micrurus species. Each venom was digested with trypsin and chymotrypsin, and cleaved with formic acid. Resulting peptides were identified and quantified with mass spectrometry. Qualitatively, mass spectrometry generally confirmed the presence of all but the most minor components in the transcriptomes. However, unlike our recent studies of Asian pitviper transcriptomes and proteomes, which showed strong quantitative correlations between transcriptome and proteome, with these Micrurus venoms, the correlation was poor. This was in large part due to the fact that owing to the rarity of Micrurus and the difficulty of extracting significant quantities of venom from them, glandular mRNA and venom samples were derived from different specimens. Two samples of M. surinamensis venom were examined from Belo Monte, Pará and Estreito, Maranhão. These two localities are separated by about 700 km. It is not clear how much to make of quantitative differences between them.
	Toxin Family
	M. l. carvalhoi
T %
	M. l. carvalhoi
P %
	M. corallinus
T %
	M. corallinus
P %
	M. l. lemniscatus
T %
	M. l. lemniscatus
P %
	M. paraensis
T %
	M. paraensis
P %
	M. spixii
T %
	spixii
P %
	M. surinamensis
T %
	Altamira M. surinamensis
P %
	Estreito M. surinamensis
P %

	3FTx
	72.59
	2.25
	20.30
	34.83
	67.22
	34.33
	68.56
	12.31
	62.55
	9.48
	60.24
	90.10
	36.84

	5NUC
	
	0.00
	0.03
	
	
	0.01
	0.05
	0.24
	0.01
	0.03
	0.01
	
	

	AChE
	
	0.18
	
	
	0.05
	0.32
	
	
	0.01
	0.19
	
	
	

	APA
	
	
	
	
	
	
	
	
	0.09
	
	
	
	

	APN
	
	0.01
	
	0.34
	
	
	
	0.02
	
	0.00
	0.01
	
	0.83

	CRISP
	
	0.01
	0.01
	8.51
	0.24
	
	
	
	
	
	
	
	

	CRISP-EGF
	0.01
	
	0.02
	
	0.04
	
	
	
	
	
	0.13
	
	

	CTL
	0.13
	2.64
	3.35
	
	0.29
	2.59
	1.87
	4.95
	
	7.37
	0.17
	0.32
	1.66

	CVF
	
	
	
	0.01
	
	
	
	
	
	
	
	
	

	CYST
	0.01
	0.00
	
	
	0.02
	
	
	
	
	
	0.01
	0.00
	0.11

	DPP IV
	
	
	
	
	0.01
	
	
	
	
	
	0.01
	
	

	GBL
	0.14
	
	3.35
	
	0.19
	
	1.93
	
	
	
	0.17
	
	

	GC
	
	0.09
	
	0.00
	0.02
	0.16
	
	0.04
	
	
	0.02
	0.01
	0.27

	HYAL
	0.18
	0.49
	0.08
	0.46
	
	0.66
	0.04
	0.26
	
	0.01
	0.27
	0.17
	0.32

	KSPI
	10.65
	12.61
	0.16
	0.46
	7.15
	11.69
	0.76
	3.43
	0.13
	0.74
	1.07
	2.55
	25.26

	LAO
	0.10
	2.01
	0.84
	5.42
	0.73
	3.48
	0.15
	3.13
	
	4.78
	0.05
	0.19
	0.32

	MP P-III
	0.22
	6.29
	2.10
	10.38
	1.12
	4.93
	0.34
	7.97
	
	6.57
	0.14
	0.11
	1.23

	NP
	0.41
	
	29.53
	
	0.20
	
	0.82
	
	
	
	2.67
	
	

	NGF
	0.23
	1.07
	1.12
	
	1.12
	1.09
	0.26
	1.42
	
	
	7.88
	
	0.17

	PDE
	
	
	0.02
	0.08
	
	
	
	0.02
	
	
	
	
	

	PLA2
	15.29
	48.56
	37.72
	38.54
	17.28
	19.38
	24.91
	65.89
	36.44
	64.04
	26.23
	6.56
	32.98

	PLB
	0.01
	0.14
	0.59
	0.93
	0.13
	
	0.26
	0.34
	0.18
	0.34
	0.07
	0.01
	0.00

	RNAse A
	
	
	
	
	
	
	
	
	
	
	0.73
	
	

	Serpin
	
	
	
	
	0.04
	
	
	
	0.01
	
	0.02
	
	

	SP
	
	2.12
	
	
	0.10
	11.43
	
	0.00
	
	
	
	
	

	VEGF
	0.01
	0.02
	0.13
	0.04
	0.31
	
	0.01
	
	0.11
	
	0.01
	
	

	VESP
	
	21.51
	0.01
	
	1.66
	9.32
	0.01
	
	0.24
	3.73
	0.01
	
	

	WAPR
	
	
	0.33
	
	0.45
	0.62
	0.01
	
	0.01
	2.70
	0.06
	
	

	Total
	99.98
	100.00
	99.69
	100.00
	98.35
	100.00
	99.97
	100.00
	99.76
	100.00
	99.99
	100.00
	100.00


Following rehydration in RNA Stable, RNA quality of total RNA samples was assessed using a 2100 Bioanalyzer (Agilent Technologies). In some cases, if RIN scores were poor, more than one sample of RNA from the same species was analyzed and the best sample was used. One sample for each of the six species was selected, based on RNA quality scores (Table S1).

