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Questions/Help 

Please contact Jesse McCane or Matt Campbell if you have any questions about FishGen or need any 
assistance: 
 
Jesse McCane 
Data Coordinator 
Idaho Department of Fish and Game/Pacific States Marine Fisheries Commission 
Eagle Fish Genetics Lab 
1800 Trout Rd. 
Eagle, ID 83616 
Work (208) 939-6713 x2,6 
jesse.mccane@idfg.idaho.gov 
 
Matthew Campbell 
Fisheries Genetics Program Coordinator 
Idaho Department of Fish and Game 
Eagle Fish Genetics Lab 
1800 Trout Rd. 
Eagle, ID 83616 
Work (208) 939-6713 x2,1 
matthew.campbell@idfg.idaho.gov 
 
 

  

mailto:jesse.mccane@idfg.idaho.gov
mailto:matthew.campbell@idfg.idaho.gov
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Home Page 

You can browse the database and learn about collaborating labs without logging in.  To learn about fish 
genetics labs that contribute to conservation and management of steelhead and salmon, click Learn 
about collaborating labs.  If you are interested in uploading or downloading data you need to be a 
registered user and Log In with your username and password. If you are not registered, click Register in 
the upper right corner of the screen. 

 

 

 
Figure 1. Home Page.  In this example the user is a guest. 

From this page, you may login or register for an account. To complete registration, click the Register 
heading. 
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Request Account Page 

The Request Account page opens. 

Required fields are denoted with an asterisk (*).  After filling in the form with all required information, 
click the Send Request button.  An e-mail will be sent to the FishGen curator who will verify the data and 
approve the account.  A return e-mail will be sent from the curator notifying you that the login is ready 
to use. 

Figure 2. Request Account page. 
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Uploading Genetic Markers 

Before genetic data can be successfully uploaded on FishGen, the genetic markers in your dataset must 
be defined and uploaded in to the database.  FishGen currently accepts definitions for both 
microsatellite markers and single nucleotide polymorphic markers (SNPs).  For SNP markers, the 
database accepts three sub-types:  Taqman, RAD-tag, and GTSeq.  To define markers in FishGen, a text 
file needs to be uploaded that provides the name of the marker as well as the necessary DNA 
sequences, primer/probe sequences, and allelic information.  This information is necessary to ensure 
that genetic markers used in FishGen are both standardized and unique (not duplicated within the 
database). 

The first time that a marker (whether a microsatellite locus or SNP locus) is uploaded into the database, 
two things happen ς a unique locus is created, and an initial marker definition for that locus is created 
(as described by ǘƘŜ ǳǎŜǊΩǎ ǳǇƭƻŀŘ file). If a user is uploading new definitions for loci/markers that 
already exist in FishGen, the user will identify their upload as containing marker synonyms. When this 
happens, no new loci are created in FishGen, but rather new marker definitions are created for existing 
loci. This new marker definition ƛǎ ŘŜǎŎǊƛōŜŘ ōȅ ǘƘŜ ǳǎŜǊΩǎ ǳǇƭƻŀŘ ŦƛƭŜΦ When genetic data are uploaded 
to FishGen, the data are stored at the locus level ς FishGen does not track which marker definition was 
used to generate the data. Details regarding marker synonyms and uploading procedures are described 
in more detail under Creating Marker Synonyms.  

 

 

Figure 3 - Selecting Upload Markers. 
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Figure 4 - Select Markers File. 

 

Uploading Microsatellite Markers 

Microsatellite markers are not species-specific in FishGen.  The only information necessary to upload 
microsatellite markers in the database is the marker name and the forward and reverse primer 
sequences.  This information can be saved in a tab delimited text file as shown below.  Marker names 
must be unique - FishGen will reject marker uploads that contain markers whose names match markers 
that already exist in the database.  FishGen will also check to ensure that the primer sequences provided 
have not already been assigned to a marker that exists in FishGen under a different name.  Most labs 
using this database will be familiar with the GAPS (Chinook salmon) and SPAN (steelhead) microsatellite 
marker sets that have been standardized among PNW fish genetic labs.  These microsatellite markers 
have already been uploaded into FishGen.   
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Figure 5 - Example of a tab delimited text file needed to upload microsatellite marker information. 

 

To upload the marker definition file, select the Upload Marker tab under Contributor.  Next click 
ά/ƘƻƻǎŜ CƛƭŜέ.  Then browse to the correct file and click άhǇŜƴέ.   

After the text file has opened, you will need to provide the following information:  
Data Formatting-  

¶ Check the box if the first row in your marker definition file is a header row.  

¶ Select the delimiter (tab or comma)  
 
Marker Type-  

¶ Select Microsatellite  
 

Additional Upload Options-  

¶ If you would like to save the markers that you are uploading as a unique marker set, one that 
ȅƻǳ Ŏŀƴ ǎŜƭŜŎǘ ŘǳǊƛƴƎ Řŀǘŀ ŜȄǇƻǊǘƛƴƎΣ ŎƘŜŎƪ ǘƘŜ ōƻȄ ƭŀōŜƭŜŘ ά{ŀǾŜ aŀǊƪŜǊ {Ŝǘέ ŀƴŘ ǇǊƻǾƛŘŜ ŀ 
name. 

¶ If you would like to save the column mapping that you enter as a unique set, one that you can 
use when entering marker sets at a later ǘƛƳŜΣ ŎƘŜŎƪ ǘƘŜ ōƻȄ ƭŀōŜƭŜŘ ά{ŀǾŜ /ƻƭǳƳƴ aŀǇǇƛƴƎέ 
and provide a name. 
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Figure 6 - Selecting Marker Type Microsatellite. 

 

Selecting Fields-  
Finally, select which columns contain the Marker Name, the Forward Primer and the Reverse Primer. 

 

Figure 7 - Selecting Column Headers Microsatellite. 

 

hƴŎŜ ŀƭƭ ƴŜŎŜǎǎŀǊȅ ŦƛŜƭŘǎ ƘŀǾŜ ōŜŜƴ ǎŜǘ ŀƴŘ ŎƻƭǳƳƴ ƘŜŀŘŜǊǎ ŜƴǘŜǊŜŘ ŎƭƛŎƪ ά¦ǇƭƻŀŘέ ǘƻ ǳǇƭƻŀŘ ǘƘŜ 
markers to FishGen. 
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Uploading SNP Markers 

¢ƘŜ ǘŜǊƳ ά{btέ ƛƴ ǘƘƛǎ ŘŀǘŀōŀǎŜ ŘŜǎŎǊƛōŜǎ ŀ ƳŀǊƪŜǊ ǘƘŀǘ ƛƴǘŜǊǊƻƎŀǘŜǎ ŀ {bt using a forward and reverse 
primer and two allele-specific probes (i.e. Taqman SNP assays). The procedures for uploading SNP 
marker names and definitions are similar as those used for Microsatellite markers.  However, SNPs are 
species-specific in FishGen, and the user must provide VIC and FAM probe sequences and VIC and FAM 
allele designations, along with forward and reverse primers in the marker definition text file. FishGen 
will check Marker Names, Primer and Probes sequences and allele designations to ensure Marker 
standardization.  This prevents different SNPs from being uploaded into FishGen under the same name 
and prevents the same SNP being uploaded under different marker names. 

 

SNPs are currently broken out in to three sub-types in FishGen, with the ability to add additional sub-
types in the future as the need arises. The three sub-types currently supported are Taqman, RAD, and 
GTSeq. Each of these three sub-types has different required fields for upload and validation in 
FishGen.net, which are described below. All three SNP sub-types have a few requirements in common, 
such as a marker name, a VIC allele, and a FAM allele. For standardization purposes, the VIC and FAM 
alleles are named based on the compliment to the probes. If your lab follows the convention of naming 
alleles based on the probes themselves as opposed to the complements, you will need to adjust your 
genetic data accordingly in order to upload your data in to FishGen. This would involve converting 
between G <-> C and A <-> T in your genotypes upload. 

 

After the text file has opened (see below), you will need to provide the following information:  
Data Formatting-  

¶ Check the box if the first row in your marker definition file is a header row.  

¶ Select the delimiter (tab or comma)  
 

Marker Type-  

¶ Select appropriate SNP marker type (Taqman, RAD, or GTSeq) 
 
Select Species-  

¶ Select species that the SNP marker is screened on. 
 
Selecting Fields-  

¶ Select which columns contain the Marker Name, and the additional field values based on the 
SNP sub-type (see below). 

 
Additional Upload Options-  

¶ If you would like to save the markers that you are uploading as a unique marker set, one that 
ȅƻǳ Ŏŀƴ ǎŜƭŜŎǘ ŘǳǊƛƴƎ Řŀǘŀ ŜȄǇƻǊǘƛƴƎΣ ŎƘŜŎƪ ǘƘŜ ōƻȄ ƭŀōŜƭŜŘ ά{ŀǾŜ aŀǊƪŜǊ {Ŝǘέ ŀƴŘ ǇǊƻǾƛŘŜ ŀ 
name. 

¶ If you would like to save the column mapping that you enter as a unique set, one that you can 
use when entering marker sets at a later time, check the ōƻȄ ƭŀōŜƭŜŘ ά{ŀǾŜ /ƻƭǳƳƴ aŀǇǇƛƴƎέ 
and provide a name. 
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Uploading Taqman SNP markers 

Required Fields: 

¶ Marker Name (Assay) 

¶ VIC Allele 

¶ FAM Allele 

¶ Forward Primer 

¶ Reverse Primer 

¶ VIC Probe 

¶ FAM Probe 

 

Figure 8 - Example of a tab delimited text file needed to upload Taqman SNP marker information. 
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Figure 9 - Selecting Marker Type Taqman SNP. 

 

Figure 10 - Selecting Species Taqman SNP. 
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Figure 11 - Selecting Column Headers Taqman SNP. 

 

 

Uploading RAD SNP markers 

Required Fields: 

¶ Marker Name (Locus) 

¶ Sequence A (e.g. Allele 1 5 3) 

¶ Sequence B (e.g. Allele 2 5-3) 

¶ Restriction Enzyme 

¶ Recognition Site 

¶ SNP Allele A 

¶ SNP Allele B 

¶ Sequence Length 

¶ SNP Position 
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Figure 12 - Example of a tab delimited text file needed to upload RAD SNP marker information. 

 

 

Figure 13 - Selecting Marker Type RAD SNP. 
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Figure 14 - Selecting Species RAD SNP 

 

 

Figure 15 - Selecting Column Headers RAD SNP. 

 

 

Uploading GTSeq SNP markers 

Required Fields: 

¶ Marker Name (Assay) 

¶ VIC Allele 

¶ FAM Allele 

¶ Forward Primer 

¶ Reverse Primer 

¶ VIC Probe 

¶ FAM Probe 
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Figure 16 - Example of a tab delimited text file needed to upload GTSeq SNP marker information. 

 

 

Figure 17 - Selecting Marker Type GTSeq SNP. 
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Figure 18 - Selecting Species GTSeq SNP. 

 

 

Figure 19 - Selecting Column Headers GTSeq SNP. 

 

 

 

Creating Marker Synonyms 

aŀǊƪŜǊ άǎȅƴƻƴȅƳǎέΣ ƻǊ ƴŜǿ ŘŜŦƛƴƛǘƛƻƴǎ ŦƻǊ ƭƻŎƛκƳŀǊƪŜǊǎ ǘƘŀǘ ƘŀǾŜ ŀƭǊŜŀŘȅ ōŜŜƴ ŘŜŦƛƴŜŘ ƛƴ CƛǎƘDŜƴΣ Ŏŀƴ 
also be created. When uploading markers, a user has two options ς uploading new loci and associated 
marker definitions, or uploading new marker definitions for existing loci. A marker definition upload 
cannot contain a mix of new markers and new definitions for existing markers. Thus, some initial work 
may be necessary to split your marker definitions file into two files ς one that contains new markers not 
previously defined in FishGen, and one that contains new definitions for markers that have been 
previously defined in FishGen. The latter may result when a marker has already been uploaded into 
FishGen but has had a modification to the primer or probe sequence, or is being interrogated using a 
different platform/chemistry (e.g. Taqman versus GTSeq). It is important to note that the onus is on the 
user to export existing markers from FishGen to determine if there is any overlap between what is 
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currently in FishGen and what markers they wish to upload. 

 

Figure 20 - Example of a tab delimited text file needed to upload marker synonym information. 

 

 

Figure 21 - Selecting Column Headers synonyms file. 
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Creating and Exporting marker sets 

 

Creating custom marker sets 

Sets of markers can be saved when uploading markers to FishGen, but custom marker sets can also be 
created and saved using the Marker Sets feature.  ¢ƻ ŎǊŜŀǘŜ ŀ ŎǳǎǘƻƳ ƳŀǊƪŜǊ ǎŜǘΣ ǎŜƭŜŎǘ άaŀǊƪŜǊ {Ŝǘǎέ 
ŀƴŘ ŎƘƻƻǎŜ ǘƘŜ ŘǊƻǇŘƻǿƴΥ ά/ǊŜŀǘŜέΦ  This will bring you to the Custom Marker Set page where you can 
select markers using a dropdown list or upload a list of markers via a text file.  The text file simply 
contains a list of the marker names you are interested in including in a set.  The markers must have 
already been uploaded in FishGen and the marker name must match exactly. After the text file has 
opened (Figure 22), you will need to provide the name of your custom marker set and the marker type 
(Microsatellite, Taqman SNP, RAD SNP, or GTSeq SNP). Again, the advantage of custom marker sets is 
that the user can select these during data exporting. 

 

 

Figure 22 - Selecting markers for a saved marker set. 

 

Exporting custom marker sets 

Once a marker set has been saved in FishGen, users can export a text file containing all of the 
information that defines the markers in that set (e.g. name, primer sequence, etc.).   
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Figure 23 - Selecting Export Marker Set. 

 

 

Figure 24 - Export Custom Marker Set 

 

Uploading genetic data 

Once the genetic markers in your dataset have been defined and uploaded in FishGen, you can upload a 
data file that contains metadata and genetic data from a dataset.  Metadata is captured within 
Collection Fields and Individual Fields. Collection fields contain information that applies to all individuals 
within the collection.  Within a collection field, all of the data must be the same for all rows.  Individual 
fields contain information unique to an individual fish.  FishGen only requires that seven collection fields 
are completed and three individual fields are completed.  Complete lists of possible fields and valid 
entries for each field are available in Appendix A and Appendix B as well as at 
https://www.fishgen.net/webpages/legalvalues.aspx 

 

Required Collection Fields- 

Body of Water:  The river, stream, creek, lake, pond, ditch, etc. that your sample came from. 

FishGen will automatically calculate HUC8 designations, so additional details regarding drainage, basin, 

https://www.fishgen.net/webpages/legalvalues.aspx


FishGen ï User Manual 

 

 

22 
 

etc. are not needed. 

Hatchery:  The hatchery your samples came from.  

Collection Species:  Genus species.  Must be written out completely and spelled correctly. The term 
"Mixed" can be used for hybridization studies that involve sampling multiple species.  However, Mixed is 
not intended to be used outside of hybridization studies (e.g. you wouldn't include a sample of 
steelhead and Chinook salmon under the same collection). 

Collection Origin:  Whether the collection consists of wild, hatchery or a mixture of wild and hatchery 
fish.   

Sample Year:  In what year (e.g. 2013) or range of years (e.g. 2013 ς 2014) did the samples in your 
collection come from.  

Collection Latitude and Longitude:  Collection latitude and longitude are extremely important, since 
FishGen will calculate and autopopulate State/Province and USGS Hydrological Unit Code (HUC) 
information for your collection.  Collection Latitude and Longitude must be the same for all individuals in 
the collection.  In a situation where you have sampled multiple locations within a stream, individual 
latitude/longitude coordinates can be entered at the individual level.  Please see section below titled:  
Entering Latitude and Longitude coordinates for your dataset. 

Collection Name:  A name that describes each collection of samples.  We recommend that these names 
are descriptive, since each collection name must be unique in FishGen and is limited to 30 characters.  
One example might be OmyOXBO08, which combines information on species, sample location, and 
sample year. 

Required Individual Fields- 

Individual Name:  A name that describes each collection of samples.  We recommend that these names 
are descriptive, since each name must be unique in FishGen and is limited to 30 characters.  One 
example might be OmyOXBO08, which combines information on species, sample location, and sample 
year. 

Phenotypic Sex:  This information is useful for Parentage Based Tagging programs.  Valid fields are:  F = 
Female; M = Male; U = Unknown 

Phenotypic Species:  A list of valid species is provided in Appendix D Valid Species List as well as at 
www.fishgen.net/webpages/legalvalues.aspx  

https://www.fishgen.net/webpages/legalvalues.aspx
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Valid Genetic Data- 

Microsatellite data 

¶ The allele values can be in 2-digit or 3-digit format:  01-99 or 001-999 

¶ !ƭƭŜƭŜǎ ŎŀƴΩǘ ōŜ Ҕффф 

¶ X, Y for sex marker 

¶ 0, 00, or 000 could be input for no data  

¶ /ŀƴΩǘ ƘŀǾŜ ōƭŀƴƪ ŎŜƭƭǎ 

¶ /ŀƴΩǘ ƘŀǾŜ ƻƴŜ ŀƭƭŜƭŜ with 0 and the other allele >0 

¶ /ŀƴΩǘ ƘŀǾŜ ŀƴȅ ƻǘƘŜǊ ǘŜȄǘ ǘƘŀƴ ·Σ ¸ 

¶ Text and numbers cannot go together (e.g. X, 0) 
 
SNP data 

¶ Alleles can be in numeric or alpha characters. 

¶ For alpha characters, allele values are A, C, G, T, X, Y, 0, or - 

¶ For numeric values we follow the HapMap standard: A = 1, C = 2, G = 3, T = 4, - = 5 

¶ For sex markers, use X = 6 and Y=7 

¶ 0 is no data 
 

Entering Latitude and Longitude coordinates for your dataset 

As mentioned above, entering accurate estimates of Latitude/Longitude coordinates for sample 
collections is important, because the database will map these collections and estimate Hydrological Unit 
Codes (United States) and/or Watershed Groups and Watershed names (Canada) for collections and 
auto-populate these values within the database.  Although it is encouraged that users require samplers 
to measure latitude/longitude coordinates in the field with a GPS unit, the database does allow users to 
locate sample locations on ESRI map layers and cut and paste latitude/longitude values.  The database 
also allows users to enter latitude/longitude coordinates and zoom in to see the point on an ESRI map 
for verification purposes.   
 

Find latitude/longitude coordinates for a collection 

To find latitude/longitude coordinates, simply use the available map layers on the search page and the 
coordinate widget (Figure 25) to place a pin on the map and obtain Latitude and Longitude coordinates 
that can be copied and pasted into a text file.  To activate the pin, click your mouse once.  This will place 
a pin on the map and show the latitude and longitude coordinates in the coordinate box. The coordinate 
box can also be used to help find a location by typing in an address or landmark name.   
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Figure 25.  Coordinate widget for placing a point on the map.  The pin is red (in Lake Cascade). 

 

Verify latitude/longitude coordinates for a collection 

To find verify that the latitude/longitude coordinates you have associated with a collection are accurate, 
simply cut and past the coordinates into search box in the bottom left of the screen (latitude, longitude) 
ŀƴŘ ǇǊŜǎǎ άGoέ (Figure 26).  Then use the map layers and the zoom (+ -) buttons to identify where 
coordinates currently map your collection. 
 

Figure 26.  Verifying latitude/longitude coordinates. 
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Uploading Collections 

To upload a text file that contains meta- ŀƴŘ ƎŜƴŜǘƛŎ ŎƻƭƭŜŎǘƛƻƴ Řŀǘŀ ȅƻǳ Ŏŀƴ ŜƛǘƘŜǊ ǎŜƭŜŎǘ ά¦ǇƭƻŀŘ 5ŀǘŀέ 
below the SNP plot picture on the home page or select ά/ƻƴǘǊƛōǳǘƻǊέ ŦǊƻƳ ǘƘŜ ƘŜŀŘŜǊ line and select 
ά¦ǇƭƻŀŘ /ƻƭƭŜŎǘƛƻƴǎέ ŦǊƻƳ ǘƘŜ ŘǊƻǇ-down (Figure 27). 

 

Figure 27.  Upload collections from the Contributor dropdown. 

 
 
This will bring you to the Upload Collection Page (Figure 28).  IŜǊŜ ȅƻǳ ǿƛƭƭ ŎƘƻƻǎŜ ά{ǘŀƴŘŀǊŘέ ŀǎ ǘƘŜ 
ǳǇƭƻŀŘ ǘȅǇŜ ŀƴŘ ǘƘŜƴ ǘƘŜ ά/ƘƻƻǎŜ CƛƭŜέ ōǳǘǘƻƴΣ where you can browse for your text file saved on your 
computer. 
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Figure 28.  Browse for text file containing collection information - Standard. 

 
!ŦǘŜǊ ǎŜƭŜŎǘƛƴƎ ȅƻǳǊ ŦƛƭŜ ŀƴŘ ǇǊŜǎǎƛƴƎ άhǇŜƴέΣ CƛǎƘDŜƴ ǿƛƭƭ ōǊƛƴƎ up your file in the Upload Collections 
window (Figure 29). 
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Figure 29.  Upload Collections Window - Standard 

 
After the text file has opened, you will need to provide the following information: 

Data Formatting 

¶ Select the delimiter (tab or comma) 

¶ Identify the column number where the genetic data begins.  This would be the first column that 
follows metadata fields.  Note that all columns containing genetic data must be to the right of all 
columns containing metadata. 

¶ FishGen accepts genetic data in 1 or 2 column format.  The default is 2 columns and the box is 
checked automatically.  If your data is in 1 column format, uncheck the box. 

¶ FishGen accepts genetic data in numeric or letter format:  A = 1, C = 2, G = 3, T = 4, - = 5, X = 6, 
and Y = 7.  The default is letter format.  If your data is in numeric format, check the box. 

Allele Suffix Configuration 

¶ Marker names must include a suffix differentiating allele 1 from allele 2. Some examples 
include: _1/_2; -A/-B; L/R; etc.  Please indicate what configuration is used.  Pressing the 
άtǊŜǾƛŜǿ aŀǊƪŜǊ bŀƳŜέ ōǳǘǘƻƴ ǎƘƻǳƭŘ show the marker name in the first column where the 
genetic data begins.  The name shown will not include the allele suffix. 

Additional Upload Options 

¶ Genetic data that is uploaded to FishGen can either be made immediately available to the public 
or stored privately for up to 6 months.  The 6 month time period is intended to allow the user to 
meet project/reporting requirements ǿƘƛƭŜ ǇǊŜǇŀǊƛƴƎ Řŀǘŀ ŦƻǊ ǇǳōƭƛŎŀǘƛƻƴΦ  LŦ ǘƘŜ ά5ŀǘŀ set is 
tǊƛǾŀǘŜέ ōƻȄ ƛǎ ŎƘŜŎƪŜŘΣ CƛǎƘDŜƴ ǿƛƭƭ ǿƛǘƘƘƻƭŘ ǘƘŜ ǊŜƭŜŀǎŜ ƻŦ ǘƘŜ ǎǳōƳƛǎǎƛƻƴ for up to 6 months.  
During this period, the user may delete the uploaded collections without contacting the curator.  
The user will be notified via e-mail 1 month prior to the release date, and again 1 week prior to 
the release date.  After 6 months, the submission will be made public.   
 

¶ ¢ƘŜ ά{ŀǾŜ 5ŀǘŀ {Ŝǘέ ŦŜŀǘǳǊŜ ŀƭƭƻǿǎ ǘƘŜ ǳǎŜǊ ǘƻ ǎŀǾŜ ǘƘŜ ŎƻƭƭŜŎǘƛƻƴǎ ǘƘŀǘ ŀǊŜ ōŜƛƴƎ ǳǇƭƻŀŘŜŘ ƛƴǘƻ 
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a separate stored file.   Lǘ ƛǎ ŎǊƛǘƛŎŀƭ ǘƘŀǘ ǘƘŜ ǳǎŜǊ ǳƴŘŜǊǎǘŀƴŘǎ ǘƘŀǘ ά{ŀǾŜŘ 5ŀǘŀǎŜǘǎέ ŀǊŜ 
snapshots of collections (meta and genetic data) stored in the database.  Any subsequent 
changes that might occur in the source database ǿƛƭƭ ƴƻǘ ōŜ ǊŜŦƭŜŎǘŜŘ ƛƴ ά{ŀǾŜŘ 5ŀǘŀǎŜǘǎέΦ  We 
ŜƴǾƛǎƛƻƴ ǘƘŀǘ ά{ŀǾŜŘ 5ŀǘŀǎŜǘǎέ ǿƛƭƭ ƛƴŎƭǳŘŜ ǎǳŎƘ ǘƘƛƴƎǎ ŀǎ ŀ ŎƻƳǇƭŜǘŜŘ t.¢ ōŀǎŜƭƛƴŜ ǘƘŀǘ ǿƛƭƭ ōŜ 
used for analyses and reporting purposes during a particular return year.  In these situations, the 
uploader will likely email collaborators with the name and description of the saved dataset.  
!ƴƻǘƘŜǊ ŜȄŀƳǇƭŜ ƻŦ ŀ ά{ŀǾŜŘ 5ŀǘŀǎŜǘέ Ƴŀȅ ōŜ ŀ ŎƻƭƭŜŎǘƛƻƴ ƻŦ ǎŀƳǇƭŜǎ ŀƴŘ ƎŜƴŜǘƛŎ Řŀǘŀ ǘƘŀǘ ŀǊŜ 
part of a published manuscript.  For example, FishGen currently contains metadata and genetic 
data for all 15,658 individuals as part of the Blankenship et al 2011 paper examining major 
steelhead lineages and metapopulations in Columbia River basin.  Datasets can also be created 
Ƴŀƴǳŀƭƭȅ ǳǎƛƴƎ ǘƘŜ ά/ǊŜŀǘŜέ ƻǇǘƛƻƴ ǳƴŘŜǊ ǘƘŜ 5ŀǘŀ {Ŝǘǎ ƘŜŀŘƛƴƎ όǎŜŜ Creating Saved Datasets 
below) 
 

¶ ά/ƻƭǳƳƴ ƳŀǇǇƛƴƎέ ǊŜŦŜǊǎ ǘƻ ŀǎǎƻŎƛŀǘƛƻƴ ƻŦ ŎƻƭǳƳƴ ƘŜŀŘƛƴƎǎ ƛƴ ǘƘŜ ǳǇƭƻŀŘŜǊΩǎ ǘŜȄǘ ŦƛƭŜ ǿƛǘƘ ǘƘŜ 
appropriate collection and individual fields used in the database.  This process will be somewhat 
time consuming, especially if you are new to the database and have many metadata fields.  To 
make this process faster for future uploads, the user can save the column mapping configuration 
and then use that saved configuration to map additional collection uploads.  To use this feature, 
ŎƘŜŎƪ ǘƘŜ ά{ŀǾŜ /ƻƭǳƳƴ aŀǇǇƛƴƎέ box and name it.  On future uploads, after the text file has 
been uploaded, select the appropriate Column Map from the ά¦ǎŜ {ŀǾŜŘ /ƻƭǳƳƴ aŀǇǇƛƴƎ:έ 
dropdown and the database will automatically fill in the correct column headings. 
 

Adding genetic data to exisiting collections/individuals 

FishGen has the functionality to allow a user to add genetic data to collections/individuals that have 
already been uploaded to the database.  To add genetic data to existing individuals, navigate to the 
άContributorέ tab and then to the άUpload Collectionsέ dropdown.  To add genetic data to collections 
and individuals that have already been uploaded in FishGeƴΣ ǎŜƭŜŎǘ ǘƘŜ άaŜǊƎŜέ ŦŜŀǘǳǊŜ ǳƴŘŜǊ ǘƘŜ 
ά{ŜlŜŎǘ ȅƻǳǊ ǳǇƭƻŀŘ ǘȅǇŜέ όCƛƎǳǊŜ ол).  From there, ŎƭƛŎƪ ά/hoose CƛƭŜέ ǘƻ ōǊƻǿǎŜ ŀƴŘ ǎŜƭŜŎǘ your text file 
for upload.  The text file must contain Collection and Individual Names and then columns of genetic 
data.  Similar to a standard upload, the user must fill in information for Data Formatting, Allele Suffix 
Configuration, and Additional Upload Options. 

http://fishgen.resdat.com/WebPages/Dataset.aspx
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Figure 30 - Browse for text file containing collection information - Merge. 
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Figure 31 - Upload Collections Window ï Merge. 

 

 

Creating Saved Datasets 

As mentioned previously, ά{ŀǾŜŘ 5ŀǘŀǎŜǘǎέ Ŏŀƴ ōŜ ŎǊŜŀǘŜŘ ŘǳǊƛƴƎ ŎƻƭƭŜŎǘƛƻƴ ǳǇƭƻŀŘΦ  Lƴ ŀŘŘƛǘƛƻƴΣ ά{ŀǾŜŘ 
5ŀǘŀǎŜǘǎέ Ŏŀƴ ōŜ ŎǊŜŀǘŜŘ ǳǎƛƴƎ ǘƘŜ ά/ǊŜŀǘŜέ ŘǊƻǇŘƻǿƴ ǳƴŘŜǊ ǘƘŜ ά5ŀǘŀ {Ŝǘǎέ ƘŜŀŘƛƴƎ (Figure 32). 

 

Figure 32 - Creating saved datasets. 

¢Ƙƛǎ ǿƛƭƭ ǘŀƪŜ ȅƻǳ ǘƻ ǘƘŜ ά/ǊŜŀǘŜ 5ŀǘŀ {Ŝǘέ ǇŀƎŜ ǿƘŜǊŜ ȅƻǳ ǿƛƭƭ ōŜ ŀǎƪŜŘ ǘƻ ŎƘƻƻǎŜ ŀ ŦƛƭŜΦ  At minimum, 
this text file requires a list of Individual sample names and their corresponding Collection Name (Figure 
33).  These individuals must have already been uploaded to FishGen.  The user can also add additional 
columns of information when creating a saved dataset.  We envision using this functionality for things 
ƭƛƪŜ ŀŘŘƛƴƎ ŀ άƎǊƻǳǇέ ƛŘŜƴǘƛŦƛŜǊ ǘƻ ŎƻƭƭŜŎǘƛƻƴǎΦ  CƻǊ ŜȄŀmple, an additional column of information can be 
added to identify reporting groups that could be used for GSI purposes (Figure 34).  It is important to 
keep in mind that these additional columns of information are not saved within the FishGen database.  
This information is only included in the saved dataset. 
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Figure 33 - Example of a text file that would be uploaded to create a saved dataset. 

. 

 

Figure 34 - Example of a text file that would be uploaded to create a saved dataset and add a column with 
group designations. 

 

After selecting the text file from which to create the dataset the user will be taken to the Create Data 
Set page.  Here the user will be required to provide a name for the dataset, designate whether the 
dataset should be kept private for six months (see above), specify a marker set for the dataset 
(required), and add any additional notes regarding the dataset.  /ƭƛŎƪƛƴƎ ά¦ǇƭƻŀŘέ ŀŘŘǎ ǘƘŜ ŘŀǘŀǎŜǘ ǘƻ 
the FishGen database. 

 

Figure 35 - Create Data Set 
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Searching for saved datasets and collections 

Saved Datasets 

The easiest way to search for genetic collections stored on FishGen is from the home page, under the 
ƘŜŀŘƛƴƎ ά5ŀǘŀ {Ŝǘǎέ ŀƴŘ ǘƘen the ŘǊƻǇŘƻǿƴ ά9ȄǇƻǊǘκ9Řƛǘέ (Figure 36). 

 

Figure 36.  Find and export saved datasets. 

 
¢Ƙƛǎ ǿƛƭƭ ǘŀƪŜ ȅƻǳ ǘƻ ǘƘŜ ά5ŀǘŀ {Ŝǘ CƛƴŘ ŀƴŘ 9ȄǇƻǊǘέ ǇŀƎŜ (Figure 37).  From here you can search by 
Dataset Name, Species, Organization, or BPA project number.  If you know the name of the saved 
dataset in which you are interested (e.g. Blankenship et al 2011), ǘȅǇƛƴƎ ǘƘƛǎ ƴŀƳŜ ƛƴǘƻ ǘƘŜ άbŀƳŜέ ōƻȄ 
and clicking the Search button will bring the dataset up in the Search Results window.  /ƭƛŎƪƛƴƎ ǘƘŜ άaŀǇ 
5ŀǘŀǎŜǘǎέ ƭƛƴƪ ƛƴ ǘƘŜ ǘƻǇ ǊƛƎƘǘ ŎƻǊƴŜǊ ƻŦ ǘƘŜ {ŜŀǊŎƘ wŜǎǳƭǘǎ ǘŀōƭŜ ǿƛƭƭ ǇƭŀŎŜ ŀƴ ƛŎƻƴ ƻƴ ǘƘŜ ƳŀǇ ŦƻǊ ŜŀŎƘ 
result row in the table ǘƘŀǘ Ƙŀǎ ǘƘŜ άaŀǇέ ŎƘŜŎƪōƻȄ ŎƘŜŎƪŜŘ.  Once the icons have been placed on the 
mapΣ ȅƻǳ Ŏŀƴ ǇǊŜǎǎ ǘƘŜ άbƻǘŜǎέ ōǳǘǘƻƴ ǘƻ ǊŜŀŘ ŀ ōǊƛŜŦ summary of the saved dataset, you can click the 
ōƭǳŜ άExportέ link to export the datasetΣ ƻǊ ȅƻǳ Ŏŀƴ ŎƭƛŎƪ ǘƘŜ ōƭǳŜ ά5ŜƭŜǘŜέ ƭƛƴƪ ǘƻ ŘŜƭŜǘŜ ǘƘŜ ŘŀǘŀǎŜǘ.  
Currently, collections and datasets in FishGen can be exported in GenePop format or FishGen format.  
Details of these formats are described below: 
 

 
Figure 37.  Data Set Find and Export page. 
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GenePop format details: 

¶ Tab-delimited .txt file 

¶ First row contains the title line or any use line 

¶ The second row contains the names of loci, separated by commas 

¶ The first row after locus names contains the word: Pop (no case sensitivity). This is also used as a 
header each time a new population is started. 

¶ wƻǿǎ ŦƻƭƭƻǿƛƴƎ άtƻǇέ ƛƴŎƭǳŘŜ ǘƘŜ ǎŀƳǇƭŜ ƴŀƳŜΣ ŀƭƭŜƭŜǎ ŀǘ ŜŀŎƘ ƭƻŎǳǎΣ ǎŜǇŀǊŀǘŜŘ ōȅ ŀ ǎǇŀŎŜ 
between loci (missing data should be indicated with 0, not a blank. 

¶ The exported GenePop file can be cut and pasted directly into GenePop on the web for analyses 
or can be uploaded into Genalex for analysis or additional conversion to other software formats. 

 
FishGen format details: 

¶ Tab-delimited .txt file 

¶ First row always contains column header names 

¶ One row per individual 

¶ First column always contains some sort of population/collection identifier 

¶ Second column always contains some sort of unique individual identifier 

¶ Columns 3 through # are collection/individual level fields, whichever are selected by the user for 
exporting. The number of fields exported is flexible. 

¶ All columns after the last collection/individual level field contain genetic data: 

¶ Two columns per marker (regardless of marker type) 

¶ SNP (Taqman, RAD, GTSeq) data: 
o VIC/Allele A in the first column 
o FAM/Allele B in the second column 

¶ uSAT data: 
o Three-digit numbers or 000 for no Call. 
o First Allele in the first column 
o Second allele in the second column 

 

 



FishGen ï User Manual 

 

 

34 
 

Searching for collections 

When not looking for saved datasets, the database can be searched for available collections by selecting 
ǘƘŜ ά{ŜŀǊŎƘέ ǘŀō from the toolbar.  This will bring up the Search Page (Figure 38), where you can search 
for collections using several filters and sub-options.  The primary filter options are Species, Hatchery, 
Individual, Collection, and Genotype.  To search for collections select a filter option, select the 
ŀǇǇǊƻǇǊƛŀǘŜ ǇŀǊŀƳŜǘŜǊǎΣ ǘƘŜƴ ŎƭƛŎƪ ǘƘŜ ά{ŜŀǊŎƘέ ōǳǘǘƻƴΦ 

 
Figure 38.  Search page. 

Under species, only species that have actually been uploaded into FishGen are shown (Figure 39). 

 
Figure 39.  Filtering by species. 
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Figure 40 - Search Results by Species. 

 
 
 
¦ƴŘŜǊ άIŀǘŎƘŜǊȅ ƻǇǘƛƻƴǎέΣ ǎŜǾŜǊŀƭ ǎǳō-options are available:   
Hatchery States, Hatchery, Funding Source and Organization.  Selecting ǘƘŜ άIŀǘŎƘŜǊȅ {ǘŀǘŜǎέ sub-
option will show you all States that currently have hatcheries represented in the database.   After 
ǎŜƭŜŎǘƛƴƎ ŀ {ǘŀǘŜ ŀƴŘ ǇǊŜǎǎƛƴƎ ά{ŜŀǊŎƘέΣ ŀƭƭ ƘŀǘŎƘŜǊȅ ŎƻƭƭŜŎǘƛƻƴǎ ǇǊŜǎŜƴǘ ƛƴ ǘƘŜ ŘŀǘŀōŀǎŜ ŦǊƻƳ that State 
are shown in the Search Results table (Figure 41).     

 
Figure 41.  Search Results by hatchery collections. 

 
¦ƴŘŜǊ άLƴŘƛǾƛŘǳŀƭ ƻǇǘƛƻƴǎέΣ ǘǿƻ sub-options are available:   




































