The original dataset is set up as a relational database with 3 files, isolate_data_2016_01_29.csv, curve_data_2016_01_29.csv, and growth_data_2016_01_29.csv. These 3 files contain respectively metadata about each of the isolates, information about the measurement conditions for each thermal reaction norm/thermal performance curve measured, and the measured growth rates. A fourth file, Data sources.doc, lists the references from which these data were extracted.
A fifth file, traits_derived_2016_01_29.csv, contains the trait estimates calculated from the original growth data and information about which data points were included in which analyses, as well as the metadata from the isolate data file. 
The column names are explained below: 
isolate_data_2016_01_29.csv

1) isolate code = unique ID for each isolate (links files “isolate_data_2016_01_29.csv” and “curve_data_2016_01_29.csv”)
2) source = geographical location of isolation
3) isolation latitude = latitude of isolation location 
4) isolation longitude = longitude of isolation location 
5) habitat = isolation location habitat type: marine, freshwater, estuarine, etc.

6) name = Full current name of species with strain or clone name if available

7) former name 1 =  If previously identified as a different name, this is noted here

8) former name 2 =  If previously identified as a different name, this is noted here

9) strain = strain name, if given

10) clone = clone name, if given

11) species = taxonomic classification, species name

12) genus = taxonomic classification, genus name

13) family = taxonomic classification, family name

14) order = taxonomic classification,  order name

15) class = taxonomic classification, class name

16) phylum = taxonomic classification, phylum name

17) kingdom = taxonomic classification, kingdom name

18) domain = taxonomic classification, domain name

19) comment = notes about isolation location, taxonomy, and other sources of uncertainty

20) group = functional group that the species belongs to
curve_data_2016_01_29.csv

1) curve code = unique code for every thermal reaction norm/thermal performance curve in the dataset, as some isolates had multiple curves measured (links files “curve_data_2016_01_29.csv” and “growth_data_2016_01_29.csv”)

2) isolate code = unique ID for each isolate (links files “isolate data_2016_01_29.csv” and “curve_data_2016_01_29.csv”)

3) study notes = paper in which the curve was published (full citation can be found in the Data sources.doc file).

4) year of publication = year in which the paper with this curve was published

5) growth metric = metric used to characterize growth rate. The two most common are specific growth rate (‘mu’) and doublings per day (‘k’), but a few others are also found. 

6) light metric = metric used to characterize irradiance during the growth assays. 

7) light level original units = irradiance level during the growth assays, in the units reported in the paper

8) light level microeinsteins = irradiance level during the growth assays, converted to microeinsteins per square metre per second (µE.m-2.s-1)
9) daylight hours = number of hours of light supplied during the growth assay, out of 24

10) salinity = salinity in PSU
11) pH
12) interactions with other variables = if measured under non-standard chemical conditions (e.g. low nutrient medium), this is noted here
growth_data_2016_01_29.csv

1) curve code = unique code for every thermal reaction norm/thermal performance curve in the dataset, as some isolates had multiple curves measured (links files “curve_data_2016_01_29.csv” and “growth_data_2016_01_29.csv”)

2) temperature = the temperature at which the growth rate was measured
3) growth rate original = measured population growth rate, in the units reported in the paper (the nature of the units can be found in the curve data file).

4) growth rate mu = measured population growth rate, converted to specific growth rate (per day). These were the growth rates used for the analyses. 
traits_derived_20140422.csv

1) isolate.code = unique ID for each isolate 
2) source = geographical location of isolation

3) isolation.latitude = latitude of isolation location 

4) isolation.longitude = longitude of isolation location 

5) habitat = isolation location habitat type: marine, freshwater, estuarine, etc.

6) name = Full current name of species with strain or clone name if available

7) speciesname = Full current name of species, omitting strain and clone names.

8) former.name 1 =  If previously identified as a different name, this is noted here

9) former.name 2 =  If previously identified as a different name, this is noted here

10) strain = strain name, if given

11) clone = clone name, if given

12) species = taxonomic classification, species name

13) genus = taxonomic classification, genus name

14) family = taxonomic classification, family name

15) order = taxonomic classification,  order name

16) class = taxonomic classification, class name

17) phylum = taxonomic classification, phylum name

18) kingdom = taxonomic classification, kingdom name

19) domain = taxonomic classification, domain name

20) comment = notes about isolation location, taxonomy, and other sources of uncertainty

21) group = functional group that the species belongs to

22) mu.rsqrlist = R2 value for thermal reaction norm model fit to the temperature-growth data (see supplementary info for details)

23) mu.wlist = estimated thermal niche width (parameter ‘ɷ’ in the thermal reaction norm model)
24) mu.alist = estimate of parameter ‘a’ in the thermal reaction norm model

25) mu.blist = estimate of parameter ‘b’ in the thermal reaction norm model

26) mu.slist = variance parameter for the maximum likelihood model fit. 

27) mu.c.opt.list = estimate of parameter ‘z’ in the thermal reaction norm model
28) mu.g.opt.val.list = estimated specific growth rate (per day) when temperature is at ‘z’ (i.e. mu.c.opt.list)
29) mu.g.opt.list = estimated optimum temperature for growth 

30) mu.g.opt.val.list = estimated maximum specific growth rate (per day) based on the thermal reaction norm model fit
31) mu.n = number of points (i.e. number of growth rate measurements) in the curve 
32) emp.max.growth = maximum specific growth rate (per day) measured during the growth assays. These were used for maximum growth rate analyses, but results did not differ significantly if estimated maximum specific growth rate based on the thermal reaction norm model fit (i.e. mu.g.opt.val.list) was used instead.
33) tmin = Tmin, or minimum persistence temperature, estimated from the thermal reaction norm model fit
34) tmax = Tmax, or maximum persistence temperature, estimated from the thermal reaction norm model fit

35) minqual = quality of Tmin estimate (quality control criteria found in supplementary info).

36) maxqual = quality of Tmax estimate (quality control criteria found in supplementary info).

37) curvequal = quality of niche width estimate (quality control criteria found in supplementary info).

38) abs.curveskew = Estimated absolute skewness of the thermal reaction norm

39) rel.curveskew = Estimated relative skewness of the thermal reaction norm

40) used.for.optimum.analysis = Indicates whether this point was used in analyses of optimum temperature for growth (1=yes, 0=no), based on quality control, habitat from which the strain was isolated, and other criteria.

41) used.for.tmax.analysis = Indicates whether this point was used in analyses of Tmax (1=yes, 0=no), based on quality control, habitat from which the strain was isolated, and other criteria.

42) used.for.tmin.analysis = Indicates whether this point was used in analyses of Tmin (1=yes, 0=no), based on quality control, habitat from which the strain was isolated, and other criteria.

43) used.for.niche.width.analysis = Indicates whether this point was used in analyses of niche width (1=yes, 0=no), based on quality control, habitat from which the strain was isolated, and other criteria.

44) used.for.max.growth.rate.analysis = Indicates whether this point was used in analyses of maximum growth rate (1=yes, 0=no), based on quality control, habitat from which the strain was isolated, and other criteria.

