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Metadata template for datasets of LO-Letters articles
Metadata provides sufficient structured information for other scientists to understand and use your data. To prepare your metadata, you will need the following information:

· Title of the dataset and an abstract that describes the study and associated data in text form

· Keywords

· People and organizations associated with the data

· Usage Rights

· Research Project information

· Coverage details (including spatial coverage of the sample sites and temporal coverage)

· Methods and Sampling

· Detailed description of the variables and units for each column of the dataset
Instructions:
1. Fill in the 2 tables below for your dataset that you will be making available. If you have more than one dataset, then fill both tables for each dataset separately, although, most of the information will be the same for Table 1.

2. Save this word file in either Word or PDF format and upload your metadata to the LO-Letters website when you submit your manuscript.

3. Timing of depositing your data in a repository: You should plan on submitting your data to a repository at the time of submission, however, you do not need to provide the link to the data until the paper is provisionally-accepted. During the review process, we will review your metadata. If your paper has been accepted, then we require the data to be posted in a data repository for our review. In some circumstances, reviewers may ask for the data during the review stage, at which point you need to make it available.
Table 1. Description of the fields needed to describe the creation of your dataset.

	Title of dataset
	Micromonas polaris CCMP2099 evolution experiments

	URL of dataset
	https://dx.doi.org/10.6084/m9.figshare.4264499

	Abstract
	This is a long-term evolutionary experiment on Micromonas polaris CCMP2099. Five treatments (2°C, 6°C, 13°C, 13°C HL = high light, 13°C LN = periodic nutrient limitation) were conducted for 170-340 generations. Six replicate lines were maintained for each treatment. Growth rate was quantified at each serial dilution throughout the experiment.

	Keywords
	Phytoplankton, picoeukayrote, evolution, growth rate, climate change

	Dataset lead author 
	Andrew Irwin


	Position of data author
	Professor

	Address of data author
	Mathematics & Computer Science, Mount Allison University, Sackville NB Canada
Mathematics & Statistics, Dalhousie University, Halifax NS Canada

	Email address of data author
	a.irwin@dal.ca; Andrew.irwin@gmail.com

	Primary contact person for dataset
	

	Position of primary contact person
	

	Address of primary contact person
	

	Email address of primary contact person
	

	Organization associated with the data
	

	Usage Rights
	Publicly available and free to use

	Geographic region
	Lab experiment on phytoplankton isolated from Arctic

	Geographic coverage 
	

	Temporal coverage - Begin date
	

	Temporal coverage - End date
	

	General study design
	This is a long-term evolutionary experiment on Micromonas polaris CCMP2099. Five treatments (2°C, 6°C, 13°C, 13°C HL = high light, 13°C LN = periodic nutrient limitation) were conducted for 170-340 generations. Six replicate lines were maintained for each treatment. Growth rate was quantified at each serial dilution throughout the experiment.

	Methods description
	There are five treatments, identified above. Each is reported on a separate tab of the worksheet.

	Laboratory, field, or other analytical methods
	There are three variables reported for each treatment: bottle #, growth rate, generations.
Bottle # is an integer from 1 to 30. A single culture was maintained throughout the experiment for each bottle number. There are 6 bottles per treatment. Cultures were initiated with a small number of Micromonas cells per bottle; cultures starting from single cells were not viable.

Growth rate is derived from two observations of cell counts and estimated at each dilution for each bottle. Growth rate is calculated as ( ln(cells_final) – ln(cells_initial) / (t_final – t_initial). For the 13LN treatment, testing at the initiation of the experiment showed that the cultures spent 2 days in stationary phase and an additional 2 days in lag phase following dilution. For this reason we used a time of ( t_final – t_initial – 4 ) in the denominator of the growth rate calculation for this treatment. The duration of lag and stationary phase was not monitored throughout the experiment, so this calculation will be an approximation of the exponential growth rate. Additional considerations are described in the accompanying manuscript.

Generations is the number of generations (doublings) corresponding to the estimated growth rate since the initiation of the experiment.

	
	

	Quality control
	Because growth rates were estimated from only two observations of cell numbers, the uncertainty in growth rate is sometimes fairly large. As a result there are some growth rates which are outliers. We used the R package robustbase to identify outliers.

	Additional information
	


Table 2. Description of the variables (i.e., columns) in the dataset in sufficient detail for another user to understand and use the data. If there are 10 variables (i.e., columns) in the dataset, then there should be 10 rows in this column that describe each column.
	Column name
	Definition
	Units

	Bottle #
	A serial number for each bottle (1-30)
	Dimensionless, categorical 

	Growth rate
	Growth rate of culture derived from cell counts
	d^-1

	Generations
	Generation number (number of doublings) since the start of the experiment
	dimensionless

	Worksheet name
	Treatment identifier
	Categorical
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