Table S1: Sequencing statistics for the Marker 113 metagenome, metatranscriptome, and RNA-SIP metatranscriptomes. Libraries below dotted line and marked with an asterisk were not included in the presented analyses.
	Library Name
	Temperature (°C)
	Time (h)
	Total merged reads (106)
	% rRNA
	Annotated to KO database

	Metagenome
	-
	-
	21.6
	0.25
	1960000

	Metatranscriptome
	-
	-
	29.6
	75.4
	464000

	HFPS_30_12H
	30
	36
	14.4
	58.4
	360000

	HFPS_30_12L
	30
	36
	25.5
	96.4
	339000

	HFPS_30_13H
	30
	36
	43.0
	96.4
	581000

	HFPS_30_13L
	30
	36
	5.6
	80.7
	64000

	
	
	
	
	
	

	HFPS_55_12H
	55
	36
	18.2
	57.7
	229000

	HFPS_55_12L
	55
	36
	30.9
	98.5
	72000

	HFPS_55_13H
	55
	36
	23.8
	98.3
	112000

	HFPS_55_13L
	55
	36
	9.8
	68.2
	81000

	
	
	
	
	
	

	LVWS_TP1_12H
	80
	18
	47.6
	72.0
	441000

	LVWS_TP1_12L
	80
	18
	19.6
	94.0
	213000

	LVWS_TP1_13H
	80
	18
	20.7
	97.7
	17000

	LVWS_TP1_13L
	80
	18
	13.0
	24.5
	168000

	
	
	
	
	
	

	HFPS_80_12H*
	80
	36
	31.0
	56.6
	580000

	HFPS_80_12L*
	80
	36
	28.6
	97.4
	38000

	HFPS_80_13H*
	80
	36
	28.9
	97.4
	13000

	HFPS_80_13L*
	80
	36
	28.4
	82.5
	134000

	
	
	
	
	
	

	LVWS_TP2_12H*
	80
	36
	21.2
	80.6
	100000

	LVWS_TP2_12L*
	80
	36
	3.4
	88.0
	6000

	LVWS_TP2_13H*
	80
	36
	12.0
	94.0
	10000

	LVWS_TP2_13L*
	80
	36
	18.7
	56.2
	165000


