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-]
1. FISH-FIT

FISH-FIT can be operated via desktop, tablet and smartphone. This user documentation uses the output on a desktop
browser as a reference. The operating steps are analogously comprehensible for the other output devices tablet and
smartphone.

A MRI <&

FISH-FIT Max Rubner-Institut

Atiamtc Area

SEATRACES

NFO
- About FISH-FIT

— FISH-FIT

ACGESS

Seafood authentication tool
for traceability and labelling

News and updates

New updated user documentation available!

What is FISH-FIT ? Who can use FISH-FIT ? Login to start !

* Registration
+ Login

DOCUMENTATION

+ How to use FISH-FIT

FISH-FIT was created within the framework of FISH-FIT was established for European control Username *
SEATRACES, an European Interreg Atlantic Area laboratories to facilitate their work in seafood
project: 'Smart Traceability and Labeling ToolBox identification.
for a Sustainable Seafood Production”to support Password *
EU control laboratories and institutions in seafood Please note that currently only public European
authenticity testing control institutions can register and access to
FISH-FIT. Further opening to other institutions and By logging in you accept the data policy and terms

You can reach the start page of FISH-FIT via the URL www.fish-fit.org.

On the left side there is always the main menu, which in the unregistered state (see below: Registration as well as
Login/Logout) allows the direct access to the start page via the FISH-FIT logo and provides information about the Eu-
ropean funding program INTERREG Atlantic Area, the general partners Seatraces and Seatracenet via the correspond-
ing links, and presents further explanations about FISH-FIT via About FISH-FIT on an additional page Info: About. Ad-
ditionally, a current version of the documentation can always be found in the Documentation section, under How to
use FISH-FIT.

Separated from the main menu, the logo of the Max Rubner Institute, which runs FISH-FIT, on the right side leads to
its website.

With eventual News and updates notes at the top of the page, scrolling to the bottom always leads to the correspond-
ing links to Contact, Imprint, Data policy and Terms of use.

This is concluded with a listing and corresponding linking of FISH-FIT partner institutions for authentic materials and
DNA sequences in text and logo format (currently including: Muséum National d'Histoire Naturelle (MNHN) (Concar-
neau Marine Biology Station), Le Mans Université, AZTI | Ciencia y tecnologia marina y alimentaria, Instituto de
Investigaciéns Mariiias, Liverpool John Moores University and Instituto Portugués do Mar e da Atmosfera, I.P. (Por-
tugal Lisboa) (Portuguese Institute of the Sea and the Atmosphere).
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FISH-FIT

S literieg -
Atiaic Area I

SEATRACES

NFO

- About FISH-FIT

PIUJECL Sl ITaUeauInty iU Laueniny 1UUIDUA
for a Sustainable Seafood Production”to support
EU control laboratories and institutions in seafood
authenticity testing.

Traceability and labelling of fishery products are
important prerequisites to combat illegal fishing,
consumer deception and food fraud, which
represent a serious risk to the economic

uEnUnTauLIL

Please note that currently only public European
control institutions can register and access to
FISH-FIT. Further opening to other institutions and
laboratories may be considered after an initial
phase of establishment.

To gain access to FISH-FIT, users need to fill in a

MRI &

Max Rubner-Institut

Password *

By logging in you accept the data policy and terms
of use

Login

SeaTraceNet registration form and wait for access permission.

After successful registration, the content will be
visible and authentic material can be requested.

development of the marine sector in the North
Atlantic region. To uncover mislabelling and
seafood fraud, mainly DNA-methods are used by
control institutions for reliable species
identification

ACCESS

Registration

Lost your password? Then request a password
change with your email address

Login
P Request registration

DOCUMENTATION » Read more about

How to use FISH-FIT

2023 © FISH-FIT / Max Rubner-Institut Contact Imprint  Datapolicy  Terms of use
The authentic material and DNA sequences are provided jointly by SEATRACES partners from France, Spain, UK, Portugal and Germany: MNHN Marine Station Concarneau b Le
Mans Université B AZTI | Ciencia y tecnologia marina y alimentaria P Instituto de Investigaciéns Marifias B Liverpool John Moores University » IPMA Portuguese Institute for
Sea and Atmosphere B Max Rubner-Institut

@ B AZTi CsIC

S @ PMA

(Y

FISH-FIT

MRI &

Max Rubner-Institut

S likerieg

Atiamic Ares

Info: About
SEATRACES

NFO
« About FISH-FIT
SeaTraceNet

FISH-FIT

Registration
) Seafood authentication tool
Login for traceability and labelling

DNA-sequence analysis support

DOCUMENTATION

How to use FISH-FIT

Authenticity testing, traceability and labelling

FISH-FIT was created within the framework of the European Interreg Atlantic Area
project SEATRACES ("Smart Traceability and Labeling ToolBox for a Sustainable
Seafood Production”) to support Eurepean control laboratories and institutions in

In addition to the biobank, a DNA-sequence database of important seafood
species is provided. The sequences were jointly prepared by the partners of the
SEATRACES consortium and include relevant information of how they were

seafood authenticity testing. generated. This information on primers, PCR protocols and references of the
method will support the user with the preparation of own sequences. Users may
identify their sequences by aligning them to those in the database in a simple

alignment search tool.

Traceability and labelling of fishery products are important prerequisites to
combat illegal fishing, consumer deception and food fraud, which represent a
serious risk to the economic development of the marine sector in the North
Atlantic region. To uncover mislabelling and seafood fraud, mainly DNA-based
methods are used by control institutions for a reliable species identification.

Finally, a repository of standard operation procedures (SOP) and further valuable
information as well as links to e.g. DIN, CEN or ISO methods facilitate seafood

. authenticity testing.
In this context, SEATRACES aimed to develop new methods and strategies to -

2. Registration

Login data for the activation of the current provided FISH-FIT function blocks Families, Genera, Species, Samples, DNA
sequences, Alignment search, Authentic materials, Material request and Method collection can be requested via the
link Registration in the main menu. After correct completion of the mandatory fields (incorrect entries will be inter-
cepted and noted accordingly), the registration will be summarized and an e-mail with a code to be confirmed will be
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sent to the inquirer. On the part of FISH-FIT the data will be checked again manually, then the corresponding login
data will be sent. These data are to be kept well. Depending on the assigned rights, certain function blocks and/or
data sets are then enabled after a login.

(Y

FISH-FIT

/inierves [
atiantic Ara

SEATRACES

About FISH-FIT

SeaTraceNet

- Registration

Login

How to use FISH-FIT

Access: Registration

Your name *

Your email address
(an email will be sent to confirm your registration request) *

Retype your email address *

Your password
(min. of 8 ct , at least one uppercase, one lowerca

Retype your password *

, one digit and one special character) *

MRI &

Max Rubner-Institut

SEATRACES

About FISH-FIT

SeaTraceNet

- Registration

Login

How to use FISH-FIT

Name of organisation *

Is the organisation private or public? *

Please select ..

Street and number *

Postal or ZIP code *

city *

Country *

Comments

Your phone
| =
-
ind MRI &=
FISH-FIT Max Rubner-Institut
Your phone
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FISH-FIT Max Rubner-Institut

/ lnterreg Comments
Adanicives

SEATRACES

- About FISH-FIT
Do you accept data policy and terms of use below? *

SeaTraceNet Please select .. v
Request registr:
+ Registration
Login

MENTATION Data policy
How to use FISH-FIT Information about data protection in accordance with Article 13 and 14 General Data Protection Regulation (GDPR): use of the “FISH-FIT" online database

1. Name of the processing activity
Personal data is processed for the purpose of activation as well as the use of the controller’s “FISH-FIT" online database.

N}

. Controller's name and contact details
Prof. Dr. Pablo Steinberg
Max Rubner-Institut
Federal Research Institute for Nutrition and Food
Haid-und-Neu-Str. 9
76131 Karlsruhe, Germany
Phone: +49 721 6625-0
Fax: +49 721 6625-111
Email: kontakt/poststelle@mri.bund.de

Cantact datails af the data ion afficer A

3. Login/Logout

Upon receipt of the login data, the username and password can be used via the separate link Login. In addition, a
redundant login mask is available via the start page in the Login to start ! block. A warning message appears in the
event of incorrect entries.

Ay MRI &

FISH-FIT Max Rubner-Institut

S iaeres [

Access: Login
SEATRACES

+ About FISH-FIT

SeaTraceNet

Username

Registration
Password
- Login

AENTATION

Login to FISH-FIT
How to use FISH-FIT

By logging in you accept the data policy and terms of use below.
Lost your password? Then request a password change with your email address.

Data policy
Information about data protectien in accerdance with Article 13 and 14 General Data Protection Regulation (GDPR): use of the “FISH-FIT" online database

1. Name of the processing activity
Personal data is processed for the purpose of activation as well as the use of the controller's “FISH-FIT” online database

2. Controller's name and contact details

Prof. Dr. Pablo Steinberg
A Dubh Inatitet -
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NFO

- About FISH-FIT

Login

UMENTATION

How to use FISH-FIT

EU control laboratories and institutions in seafood
authenticity testing

Traceability and labelling of fishery products are
important prerequisites to combat illegal fishing,
consumer deception and feod fraud, which
represent a serious risk to the economic
development of the marine sector in the North
Atlantic region. To uncover mislabelling and
seafood fraud, mainly DNA-methods are used by

Please note that currently only public European
control institutions can register and access to
FISH-FIT. Further opening to other institutions and
laboratories may be considered after an initial
phase of establishment.

To gain access to FISH-FIT, users need to fill in a
registration form and wait for access permission.
After successful registration, the content will be
visible and authentic material can be requested.

By logging in you accept the data policy and terms
of use.

Login

Ay MRI &
FISH-FIT Max Rubner-Institut
S nterieg

=2 Seafood authentication tool
SEATRACES for traceability and labelling

P —— Who can use FISH-FIT ?

SeaTraceNet
FISH-FIT was created within the framework of FISH-FIT was established for European control Username *
ACCESS SEATRACES, an European Interreg Atlantic Area laboratories to facilitate their work in seafood
X . profect: "Smart Traceability and Labeling ToolBox identification.
Registration for a Sustainable Seafood Production”to support Password *

control institutions for reliable species
identification
Lost your password? Then request a password
P Request registration change with your email address.

» Read more about

If the password is lost on the user side, a password change can be initiated autonomously by the user specifying his or
her email address after clicking the links “Then request a password change with your email address.”

(Y

FISH-FIT

MRI &

Max Rubner-Institut

S nteres Il
Access: Registration (Password change: Step 1)
SEATRACES

NFO
+ About FISH-FIT

SeaTraceNet

Your email address

ACCESS
ACCESE (an email will be sent to confirm your password change request) *

+ Registration
Login Retype your email address *
DOCUMENTATION

How to use FISH-FIT

Request password change

2023 © FISH-FIT / Max Rubner-Institut Contact Imprint  Datapolicy Terms of use

The authentic material and DNA sequences are provided jointly by SEATRACES partners from France, Spain, UK, Portugal and Germany: MNHN Marine Station Concarneau » Le
Mans Université  AZTI | Ciencia y tecnologia marina y alimentaria P Instituto de Investigaciéns Marifias P Liverpool John Moores University B IPMA Portuguese Institute for
Sea and Atmosphere B Max Rubner-Institut

After filling out, an email will be sent to the provided address with a code to confirm the password change request.
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A successful login is confirmed with a corresponding page. Here and via the link changing from Login to Logout you
can logout of the FISH-FIT session.

A MRI <&

FISH-FIT Max Rubner-Institut

o

Access: Logout

SEATRACES
NFO
Press button to logout from FISH-FIT
- About FISH-FIT
+ SeaTraceNet
- Registration 2023 © FISH-FIT / Max Rubner-Institut Contact  Imprint  Data policy =~ Terms of use
+ Logout

The authentic material and DNA sequences are provided jointly by SEATRACES partners from France, Spain, UK, Portugal and Germany: MNHN Marine Station Concarneau > Le
Mans Université B AZTI | Ciencia y tecnologia marina y alimentaria P Instituto de Investigacions Marifias P Liverpool John Moores University » IPMA Portuguese Institute for
Sea and Atmosphere B Max Rubner-Institut

@ B AZTi CsIC
S A IPMA

INOMY
- Families
- Genera
- Species
SAMPLES
- Samples
SEQUENCES

- DNA sequences

4. Families

Ay MRI &

FISH-FIT Max Rubner-Institut
] |
Taxonomy: Families
SEATRACES
NFO FISH-FIT families list:
+ About FISH-FIT Al ~ Filter
- SeaTraceNet .
Family ~
B Anguillidae
- Registration
Buccinidae
- Logout
Cancridae
Carangidae
TAXONOMY
Cardiidae
+ Families
Citharidae
- Genera
Clupeidae
+ Species
Engraulidae
SAMPLES
. Samples Gadidae
SEQUENCES Littorinidae
- DNA sequences Loliginidae

When logged in, you can reach the top level of the FISH-FIT taxonomy via the Families link. Here the families contained
in FISH-FIT are listed page by page, whereby you can specify the entries displayed per page via a number filter under
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FISH-FIT families list (with page switches at the end of the list). A filter on the right side can be used to search for

specific entries.

i

FISH-FIT

o

SEATRACES

- About FISH-FIT

+ SeaTraceNet

- Registration

+ Logout

TAXOR

- Families
- Genera

- Species
AMPLES

- Samples

SEQUENCES

- DNA sequences

Taxonomy: Families

FISH-FIT families list:
0 -~
Family ~
Anguillidae
Buccinidae
Cancridae
Carangidae
Cardiidae
Citharidae
Clupeidae
Engraulidae
Gadidae

Littorinidae

Showing 1 to 10 of 32 families

MRI <=

Max Rubner-Institut

Filter

(Y

FISH-FIT

SEATRACES
NF
- About FISH-FIT

+ SeaTraceNet

+ Registration

- Logout

TAXONOM
- Families
+ Genera
- Species
AMPLES
- Samples
EQUENCE!

- DNA sequences

Taxonomy: Families

FISH-FIT families list:
0 v
Family ~
Serranidae
Carangidae
Cancridae

Anguillidae

Showing 1 to 4 of 4 families (filtered from 32 total families)

2023 © FISH-FIT / Max Rubner-Institut

The authentic material and DNA sequences are provided jointly by SEATRACES partners from France, Spain, UK, Portugal and Germany: MNHN Marine Station Concarneau I Le
Mans Université B AZTI | Ciencia y tecnologia marina y alimentaria P Instituto de Investigacions Marifias P Liverpool John Moores University » IPMA Portuguese Institute for

Sea and Atmosphere B Max Rubner-Institut

@ B AZTi CsIC

Imprint  Datapolicy Terms of use

MRI <&

Max Rubner-Institut

Filter ~an

X ¥

By clicking on the column headers of the list (here: Families) the sorting can be determined descending (arrow

down V) or ascending (arrow up ) for the respective column.

This operating principle (if available) applies to all lists in FISH-FIT.
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| >
-~
A MRI <=
FISH-FIT Max Rubner-Institut
Taxonomy: Details for family Veneridae
SEATRACES
NF BOLD information (boldsystems.org): Synonymized names:
. About FISH-FIT BOLD Arteminae, Callistinae, Cal\oca.rd\mae., C\rclna.e, Clementiinae, Doserunae,
Gafrariidae, Gemminae, Gouldiinae, Lioconchinae, Oncophoridae, Pitarinae,
+ SeaTraceNet FishBase information (fishbase.de): Samarangiinae, Venerinae
A Not available
* Registration
- Logout
Containing FISH-FIT genera:
Al ~ Filter
TAXOR
Genus ~ Family
- Families
Dosinia Veneridae
- Genera
Polititapes Veneridae
+ Species
Ruditapes Veneridae
AMPLES
Venus Veneridae
- Samples
EQUENCE! Showing 1 to 4 of 4 genera < n >
- DNA sequences
i MRI <&
-
FISH-FIT Max Rubner-Institut
FishBase information (fishbase.de):
S llll.l:llE!,-
fmiee Not available
SEATRACES
NF
Containing FISH-FIT genera:
+ About FISH-FIT
Al v~ Filter
+ SeaTraceNet
Genus ~ Family
. . Dosinia Veneridae
+ Registration
. Logout Polititapes Veneridae
Ruditapes Veneridae
TAXONOMY Venus Veneridae
+ Families showing 1 to 4 of 4 genera < n >
+ Genera
© Species FISH-FIT families list:
AMPLES Al v Filter
- Samples
Family ~
EQUENCE:
Anguillidae
- DNA sequences
Buccinidae -

By clicking on a name in the list, further details for the family are displayed.

There are links to BOLD and FishBase available, synonymized names and the genera contained in FISH-FIT for the
respective family in the already known list format with a redundant list of the FISH-FIT families.

These redundant lists are appended for all function block detail pages, where appropriate. Clicking on one of the

included genera will take you directly to the relevant detail page.
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In particular, the filter options can be used for each list individually.

M MRI &

FISH-FIT Max Rubner-Institut

FishBase information (fishbase.de):

S nterreg -
vl »
- Not available

SEATRACES

NF
Containing FISH-FIT genera:
+ About FISH-FIT

Al v~ Filter  dos
+ SeaTraceNet

Genus ~ Family

. . Dosinia Veneridae

+ Registration
- Logout Showing 1 to 1 of 1 genera (filtered from 4 total genera) < n >
TAXONOMY FISH-FIT families list:
+ Families Al Filter ~ ang x
+ Genera Family ~
© Species Anguillidae
AMPLES

Carangidae
- Samples

Showing 1 to 2 of 2 families (filtered from 32 total families) < n >

EQUENCES

- DNA sequences

5. Genera

| =
-
A} MRI <=
FISH-FIT Max Rubner-Institut
Taxonomy: Genera
SEATRACES
NF FISH-FIT genera list:
- About FISH-FIT Al v Filter
.+ SeaT Net
catracene Genus ~ Family
B Aequipecten Pectinidae
* Registration
Allothunnus Scombridae
+ Logout
Anguilla Anguillidae
Boops Sparidae
TAXOR
Brosme Lotidae
- Families
Buccinum Buccinidae
+ Genera
Cancer Cancridae
- Species
Cerastoderma Cardiidae
AMPLES
Citharus Citharidae
- Samples
EQUENCE Dosinia Veneridae
. DNA sequences Engraulis Engraulidae

The second level of the FISH-FIT taxonomy is accessed via the Genera link. Analogous to the presentation of the fam-
ilies, the genera contained in FISH-FIT are listed here. By clicking on a genus name you get to the corresponding detail
page, which contains in addition to the information of the families corresponding SealifeBase information (if

Page 11 of 26


https://www.fish-fit.org/genera
https://www.sealifebase.ca/

FISH-FIT: User documentation / Date: 09-10-2023

available). Accordingly, the species contained for the selected genus (Containing FISH-FIT species) are listed. Clicking
on one of the species (or the superordinate family) leads to the corresponding detail page.

A MRI &

FISH-FIT Max Rubner-Institut

o

Taxonomy: Details for genus Gadus

SEATRACES

NFO BOLD information (boldsystems.org): Synonymized names:

. About FISH-FIT Gadum, Morhua, Morrhua
+ SeaTraceNet

FishBase information (fishbase.de):

* Registration SealifeBase information (sealifebase.org):

- Logout SealifeBase

TAXONOMY
Containing FISH-FIT species:

- Families Al Filter
+ Genera
Species ~ Family Genus
- Species
Gadus chalcogrammus Gadidae Gadus
SAMPLES
Gadus morhua Gadidae Gadus
- Samples
SEQUENCES Showing 1 to 2 of 2 species < n >
- DNA sequences

6. Species

| =
/
i MRI <=
FISH-FIT Max Rubner-Institut
TAXONOMY . .
Taxonomy: Species
- Families
- Genera FISH-FIT species list:
. Species Al ~ Filter
SAMPLES Species ~ Genus Family
© Samples Aequipecten opercularis Aequipecten Pectinidae
SEQUENCES .
Allothunnus fallai Allethunnus Scombridae
- DNA sequences
4 Anguilla anguilla Anguilla Anguillidae
UTILITIES
Boops boops Boops Sparidae
- Alignment search
Brosme brosme Brosme Lotidae
BIOBANK
Buceinum undatum Buccinum Buccinidae
- Authentic materials
Cancer pagurus Cancer Cancridae
- Material request
Cerastoderma edule Cerastoderma Cardiidae
ETHODS
. Method collection Citharus linguatula Citharus Citharidae
JOCUMENTATION Dosinia exoleta Dosinia Veneridae
. How to use FISH-FIT Engraulis encrasicolus Engraulis Engraulidae

The lowest level of the taxonomy are the species, which are accessed via the link Species. In the relevant species
details, among other data already discussed, containing samples can be reached directly, sequences (FASTA format)
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including information on the gene markers are provided, and in addition, authentic materials are linked and their
availability can be obtained.

i MRI &

FISH-FIT Max Rubner-Institut

TaxonomY Taxonomy: Details for species Epinephelus marginatus

« Families

- Genera BOLD information (boldsystems.org): Synonymized names:

. Cerna gigas, Cernua gigas, Epinephelus brachysoma, Epinephelus gigas,

- Species Epinephelus guaza, Holocentrus gigas, Mycteroperca marginata, Perca gigas,

- FishBase information (fishbase.de): Serranus asper.sus, Serranus cernioides, Serranus fimbriatus, Serranus gigas,
Serranus marginatus

SEQUENCES SealifeBase information (sealifebase.org):

. DNA sequences Not available

UTILITIES

« Alignment search
Containing FISH-FIT samples:

BIOBANK

Al v Filter
- Authentic materials
Sample ~ DNA sequences Authentic material Species Family Genus
« Material request
AZTI_GPD003 col Available Epinephelus marginatus Serranidae Epinephelus
METHODS
AZTI_GPD004 col AZTI_GPDOO4A Epinephelus marginatus Serranidae Epinephelus
+ Method collection
DOCUMENTATION Showing 1 to 2 of 2 samples < n y

- How to use FISH-FIT

7. Samples

The listing of the species samples contained in FISH-FIT can be accessed via the link Samples.

i MRI &

FISH-FIT Max Rubner-Institut
TAXONOMY
Samples

« Families
- Genera FISH-FIT samples list:
. Species Al ~ Filter mri
SAMPLES Sample ~ Species Family Genus DNA sequences Authentic material
- Samples MRI_A275 Limanda limanda Pleuronectidae Limanda col  cyth MRI_A275
SEQUENCES X . .

MRI_A277 Merlangius merlangus Gadidae Merlangius cytb  col MRI_A277
- DNA sequences

MRI_A279 Gadus morhua Gadidae Gadus cytb  col MRI_A279
UTILITIES

MRI_A280 Mullus surmuletus Mullidae Mullus cytb  col MRI_A280
« Alignment search

MRI_A286 Hippoglaossoides platessoides Pleuronectidae Hippoglossoides cytb  col MRI_A286
BIOBANK

MRI_A294 Platichthys flesus Pleuronectidae Platichthys cytb  col
« Authentic materials 4 y m
. Material request MRI_A296 Scophthalmus maximus Scophthalmidae Scophthalmus cytb
VETHODS MRI_A297 Sander lucioperca Percidae sander cytb  col
. Method collection MRI_A329 Scophthalmus maximus Scophthalmidae Scophthalmus cytb 168 MRI_A329
DOCUMENTATION MRI_A340 Pleuronectes platessa Pleuronectidae Pleuronectes otb  col m
« How to use FISH-FIT MRI_A363 Microstomus kitt Pleuronectidae Microstomus cth  col m

Page 13 of 26


https://www.fish-fit.org/samples

FISH-FIT: User documentation / Date: 09-10-2023

The sample name (Sample) leads to the detail page, which provides detailed information on morphological identifica-
tion, assigned institute, production method and fishing method, included FASTA sequences with marker, length, PCR
protocol and primers, authentic materials with availability status, quality and storage conditions as well as the infor-
mation whether the sample is subject to special requirements concerning the Nagoya Protocol.

The PDF version button can be used to print or save the above information in PDF format (see the illustrations at the

end of this section).

and

FISH-FIT

TAXONOMY

- Families

- Genera

+ Species

SAMPLES

- Samples

SEQUENCES

- DNA sequences

UTILITIES

- Alignment search

BIOBAN

- Authentic materials
- Material request
ETHODS
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Details for sample MRI_A329

Unique sample name: Institute:

MRI_A329 Max Rubner-Institut
Palmaille 9
Species: 22767 Hamburg
Scophthalmus maximus Germany
L X . Show on Google Maps
Morphological identification:
Project:
TI_Solea-771

Production method: Sample location:

wild North Sea; (German Bay; Germany)
Fishing method:
Bottom trawl Date (DD-MM-YYYY):

11-12-2019
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MRI <=

Max Rubner-Institut

Containing DNA sequence 1: MRI_A329_CYTB

Marker: Cytochrome b
Length: 414 bp

PCR protocol:
Initial denaturation: 95°/5; denaturation: 94°C/0.40 min; annealing: 50°C/1.20 min; amplification: 72°C /1.20 min; 35 cycles; final elongation: 72°C/5 min.

Sequence in FASTA format:

>MRI_A329_CYTB
CAGGGAACCTTAATGACCAGCCTACGAAAATCCCACCCTATCCTAAAGATCGCAAATGATGCTTTAGTAGATCTCCCTGCCCCCTCTAATATCTCAGTTTGATGAAACTTTGGCTCTCT
TCTTGGCCTCTGCTTAGCCACTCAACTCATTACCGGACTCTTTTTAGCTATGCACTATACCGCGGATATCGCAACAGCCTTTACCTCCGTCGCCCATATCACCCGAGACGTTAATTACG
GTTGATTAATCCGAAACCTACACGCCAACGGCGCATCCTTCTTCTTCTTATGTATTTATGCACATATCGGCCGAGGTCTGTACTACGGCTCTTACCTTTATAAAGAAACCTGAAACGTG
GGAGTTATCCTTCTTCTTCTCGTTATAGCAACTGCCTTCGTCGGCTATGTTCTTCCC

Primers:
Reference: Following: K. Kappel & Schréder (2016) Food Control 59, 478-486 or DIN CEN/ TS 17303

Forward primer 1: L14735-M13-24F:

57 -CCAGGGTTTTCCCAGTCACGAAAAACCACCGTTGTTATTCAACTA-3’
Reverse primer 1: H15149ad-M13-24R

57 -CGGATAACAATTTCACACAGGGCICCTCARAATGAYATTTGTCCTCA-37

Containing DNA sequence 2: MRI_A329_16S.M13-24F
Marker: 16S
Length: 583 bp

PCR protocol:

Initial denaturation: 95°/8 min- denatiration: 94°C/ 1min- annealing' 55°C/1 min- amplification- 72°C /1 min- 35 cveles: final elonaation 72°C/10 min hd
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This is completed by an image gallery with thumbnails and full images as well as the possibility to add authentic sample
material to a material request (Add ... to material request) for external institutes (see below: Authentic materials).

i

FISH-FIT

TAXONOMY

- Families

- Genera

- Species
SAMPLES

- Samples
SEQUENCES
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Max Rubner-Institut

Containing authentic material 1: MRI_A329

Quantity: 2000 mg

Quality:

1. The laboratory is / is not accredited.
2. The origin of the seafood sample is not traceable (for example caught by research vessel with all catch data).
3. The identity of the seafood sample is specified by PCR sequence analysis with only one reliable gene marker (for example: cyt b or COI)

Storing conditions:
-80 ° C, Ethanol & -20 ° C

Permission required under the Nagoya Protocol?

Add MRI_A329 to material request

Images

R L BT i
g 10 n 12 13

14
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PDF version (of details for sample MRI_329):

veSll  seatmaces
i Max Rubner-Institut

Sample overview
MRI_A329

Sample overview N Scophthalmus maximus
General data
FISH-FIT

Unigue MRI_A320
‘sample name

Species Scophthaimus maximus
Morphology

entication carttcaton: {731

Institute Max Rubner-Ingiiut
Paimaille 8
22767 Hamburg, Germany

T1_Solea 771

Wi

North Sea: (Garman Bay; Garmany)
GPS not a

‘Containing DNA sequences in FASTA format 2)

11-122019

Images

DNA sequences in FASTA format (2)

DNA sequence in FASTA format 1 (MRI_A329_CYTB)

Hame MRI_A328_CYTB

Pagezol8

samples

FISHAT

FISHFIT - Sample overview: MRI_A329 (Scophthalmus maximus) | Date: 09-10-2023

DNA sequence in FASTA format 1 (MRI_A329_CYTB) DNA sequence in FASTA format 2 (MRI_A329_16S.M13-24F)

Gytochrome b Sequence | »A329_165.M13-24F
414 base pairs (op)

1.20 min,

' i 40 min;
amplification: 72°C /1.20 min; 35 cycles; final elongation: 72°C/5 min

>MRI_A320_CYTR

CTTTCTTCAACEATTAMAGTCCT

Reference: Following: Palumbi ot 21(1391): The simple fool's guide to PCR

Forward primer 1: 165h:

59-CCA GGG TIT TCC CAG TCA CG CGOC TGT TTA TCA ARA ACK T
Reference: Following: K. Kappel & Schrader (2016) Food Conrol 58, 478-486 or DIN CEN/ TS Reverse primer 1: 165r

17308 59-C0C ATA ACA KTT TCA CAC AGC COC GTC TOA ACT CAG ATC ACC T

Forward primer 1: L14735-M13-24F:
-

J Containing authentic materials (1)

Reverse primer 1: H15140ad M13-24R:
s ToTocToR-30

Authentic material 1 (MRI_A329)
DNA sequence in FASTA format 2 (MRI_A329_16S.M13-24F) Name

MRI_A328

Name MRI_A329_16S M13-24F Availability | EFEIFT

165 Quality ‘The laboratory is  is not accredited. The origin of the sealood sample is not traceable:

[ “The identity of
583 bass pairs (5p) is specified by analysis with {for example: cyt b
or COJ)
PCR protocol | Initial denaturation: 85°/5 min; denaturation: 94°G/ 1min; annealing: 55°G/1 min; ampiification )

72°C /1 min; 35 cycles; final slongafion: 72°C/10 min

Storage 20°C
conditions | Ethanol & 20° C

Pagedof8 Page 40f 8
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: MRI_A129 (Scaphthatmus maximus) | Date: 09-10-2023 FISH.FIT - Samplo

Images (3)

FISHFIT - Sample.

Max Rubner-Institut
Federal Research Institute of Nutrition and Food

Address Haid-und-Neu-Strae 9, 76131 Karlsruhe - Germany
Phone +49 (0)721 6625-201
Fen 49 (01721 6625-111
Emsil kontakt@mribund.de
Web www.mri.bund.de
Page 7 of 8 Twiter @MRI_Aktuelles

8. DNA sequences

A dedicated overview of the DNA sequences (in FASTA format) contained in FISH-FIT can be obtained by clicking on
the link DNA sequences. This offers a condensed listing of the sample sequences with somewhat thinned out infor-
mation compared to the sample detail pages, which can be accessed by clicking on the relevant sequence name (Se-
guence).
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DNA sequences
UTILITIES

Alignment search

Authentic materials
Material request
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CUMENTATION

How to use FISH-FIT

DNA sequences

FISH-FIT DNA sequences list:

Al ~

Sequence ~ Sample
AZTI_ELE023_COI AZTI_ELE023
AZTI_ELE023_cytb AZTI_ELE023

Showing 1 to 2 of 2 sequences (filtered from 142 total sesquences)

2023 © FISH-FIT / Max Rubner-Institut

Length

652 bp

Forward primer 2

413 bp

Primers

F VF2-Ti-
M13F (-21)

Rl Fish R2-11-

M13R (-27)

F2 FishF2-11-

M13F (-21)
rR2 FR1d-t1-
M13R (-27)

F1 L14735-
M13-24F

R1 H15149
M13-24R

Species

Anguilla anguilla

Anguilla anguilla

Contact

MRI <&

Max Rubner-Institut

Filter aztiel¢ x
Family Genus
Anguillidae Anguilla
Anguillidae Anguilla

o

Imprint  Datapolicy Terms of use

9. Alignment search

The Alignment search link calls up the module for sequence alignment.

A single sequence in FASTA format can be entered in the input field, which is variable in height; any incorrect entries
are intercepted and noted accordingly.

A

FISH-FIT

TAXONOMY

Families

Genera

Species
SAMPLES

Samples
SEQUENCES

DNA sequences
UTILITIES
+ Alignment search
BIOBANK

Authentic materials

Material request
METHODS

Method collection
DOCUMENTATION

How to use FISH-FIT

Utilities: Alignment search

Enter a single DNA sequence in FASTA format:

>TEST_Merluccius_bilinearis

MRI <&

Max Rubner-Institut

ATAGCCAGCCTCCGAACCCACCCCCTCCTAAAGATCGCTAATGACGCATTAGTAGACCTGCCTGCCCCCTCCAACATCTCGACATGATGAAACTTTGGGTCTCTTTTAGGCCTC
TGTCTAGCGGCCCAAATCCTAACAGGACTATTTTTAGCAATACACTACACCGCAAACGTCGAAATAGCCTTCTCATCCGTCGTACACATCTGCCGCGACGTAAATTATGGAAGA
CTAATTCGCAACATACACGCCAACGGCGCCTCCTTCTTCTTTATCTGCCTCTACATACACATCGCACGAGGCCTATACTACGGCTCCTACCTATTTATGGAAACCTGAAACATT
GGGGTCGTACTCTTTCTCCTAGTTATAATGACCGCCTTCGTAGGCTACGTCCTCCCCTGAGGACAAATGTCCTTTTGAGGCGCCACTGTCATCACAAACTTAATGTCTGCTGTA
CCCTACGTGGGCAACACCCTCGTTCAATGAATCTGAGGGGGCTTTTCAGTTGACAACGCCACTCTAACCCGATTCTTCGCATTTCACTTCTTATTCCCCTTTGTTGTAGCTGCC
TTTACAATACTTCACCTCCTTTTCCTCCATGAAACTGGCTCAAACAACCCCATAGGACTTAACTCAGATGCAGATAAAATCCCCTTCCACCCATACTTTACCTACAAAGACCTG
CTAGGTTTTGCCATCCTCCTCCTAGCACTAACAGCCCTCGCCCTCTTTTCCCCCAACCTGCTAGGGGACCCAGACAACTTCACCCCTGCCAACCCGCTCGTTACACCACCTCAT
ATTAAACCTGAGTGATATTTCCTCTTTGCCTATGCTATCCTTCGGTCCATTCCTAACAAGCTAGGAGGAGTCCTCGCCCTTCTATTTTCTATTCTAGTCCTGATAGTTGTACCC
TTCCTGCACACCTCAAAGCAGCGAGGACTGACATTTCGTCCCATCACCCAACTACTCTTCTGAATACTTGTAGCAGATATATTGATCCTAACGTGAATCGGCGGAATGCCAGTA
GAACACCCCTTCATTATTATCGGACAAGTGGCATCAGTCCTGTACTTCTCCCTGTTCCTAGTCATATTTCCCGCCGTAGGCATGGCTGAAAATAAGGCTCTCGAATGAAACT -

Search alignments

4 relevant results found.

Based on the SSW (SIMD Smith-Waterman) C/C++ library (Zhao et al., 2013). Zhao, M., Lee, W. P, Garrison, E. P, & Marth, G. T. (2013). SSW library: an SIMD Smith-Waterman

C/C++ library for use in genomic applications. PloS one, 8(12), 82138
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By calling Search alignments, the relevant alignments are listed in descending order up to a quality of currently 85%
with the corresponding DNA sequences contained in FISH-FIT. (The SIMD Smith-Waterman C/C++ library by Zhao et
al., 2013, serves as the basis for this). Besides the Alignment quality the results include the Target sample, the Target
sequence marker, the Target species, the Target length and Query length as well the Query cover.

and are highlighted accordingly and counted both individually and in coherent groups (... of ...

coherent)
and MRI &
FISH-FIT Max Rubner-Institut

C/C++ library for use in genomic applications. PloS one, 8(12), 82138.

Families
Target sample: [IM_MBIL2
Genera
Target sequence marker: Cytochrome b
Species
Target species: Merluccius bilinearis
SAMPLES
Target length: 413 b, uery length: 1138 b uery cover: 35,33%
samples ] g P / Query leng P / Query g

UTILITIES

Target: 12 ATGGCCAGCCTCCGAAAAACCCACCCCCTCCTAAAGATCGCTAATGACGCATTAGTAGAC 71
- Alignment search O IRRRARARRN  IRRARRR R AR R AR RN RN
Query: 1 ATAGCCAGCCTCCG---AACCCACCCCCTCCTAAAGATCGCTAATGACGCATTAGTAGAC 57
BIOBANK
Target: 72 CTGCCTGCCCCCTCCAACATCTCGACATGATGAAACTTTGGGTCTCTTTTAGGCCTCTGT 131
- Authentic materials
FEEREREEEEEEE R T PP e e e T
Material request Query: 58 CTGCCTGCCCCCTCCAACATCTCGACATGATGAAACTTTGGGTCTCTTTTAGGCCTCTGT 117
METHODS Target: 132 CTAGCGGCCCAAATCCTAACAGGACTATTTTTAGCAATACACTACACCGCAAACGTCGAA 191
Method collection FEEREREEEEEEE R T PP e e e T
Query: 118 CTAGCGGCCCAAATCCTAACAGGACTATTTTTAGCAATACACTACACCGCAAACGTCGAA 177
UMENTA
Target: 192 ATAGCCTTCTCATCCGTCGTACACATCTGCCGCGACGTAAATTATGGATGACTAATTCGC 251
How to use FISH-FIT
FECCLLEEEEE LR E T T
Ouaras: 17 ATAGCCTTCTCATCCATCRTACACATCTACCGCEACGTAAATTATOEANACACTAATTOGE 2 A
| Z
/
ind MRI <=
FISH-FIT Max Rubner-Institut
lrargec: >5/5 CITTTAOIARTAATUALLOLLI TLUOTAOULTALUILLILLL &15
. (0 {NAR AR R AR RN A AR AR
TAXONOMY Query: 358 CTCCTAGTTATAATGACCGCCTTCGTAGGCTACGTCCTCCC 398
Families
Genera
Target sample: AZTI_HKE003
Species
Target sequence marker: Cytochrome b
SAMPLES
Target species: Merluccius merluccius
Samples
SEQUENCE Target length: 414 bp / Query length: 1138 bp / Query cover: 35,24%
D squences Aigment quaty:
UTILITIES Gaps: (EERE ) / Mismatches:
« Ali t h
\gnment searc Target: 13 ATGGCCAGCCTCCGAAAAACTCATCCCCTTCTAAAGATTGCTAATGATGCATTAGTAGAC 72
BIOBANK (- INNRRARARAN] INRT-INCIRANAL IRRRANRR TANARARAr (ARt
Query: 1 ATAGCCAGCCTCCG=--AACCCACCCCCTCCTAAAGATCGCTAATGACGCATTAGTAGAC 57
- Authentic materials
N Target: 73 CTTCCTGCCCCCTCTAACCTCTCAACATTATGAAACTTCGGGTCTCTCCTAGGCCTCTGC 132
Material request
FIGCTETEEL LT IR IR @ eI @ @
METHODS Query: 58 CTGCCTGCCCCCTCCAACATCTCGACATGATGAAACTTTGGGTCTCTTTTAGGCCTCTGT 117
Method collection Target: 133 TTAGCCGCCCAAATCTTAACAGGGCTATTTCTAGCGATACATTATACCGCAAACGTCGAG 192
JENTATION BOCLIRECCT I TG I @@ g
Query: 118 CTAGCGGCCCAAATCCTAACAGGACTATTTTTAGCAATACACTACACCGCAAACGTCGAA 177
How to use FISH-FIT
Target: 193 ATAGCTTTCTCATCCGTCGTACACATCTGCCGCGACGTAAATTACGGATGACTAATCCGC 252 -
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10. Authentic materials

If the focus is on the authentic materials of FISH-FIT, you can access the corresponding and dedicated overview for
this context via the link Authentic materials. Here, too, all relevant data sets (with availability status) are listed in a
condensed view and a thinned out detail pages are provided. On those pages, sample material can also be added to a
material request for external institutions via the link Add ... to material request.

and MRI <&

FISH-FIT Max Rubner-Institut
TAXONOMY : ; 5
- Biobank: Authentic materials
- Families
« Genera FISH-FIT authentic materials list:
. Species Al v Filter
SAMPLES N Available . Storage Nagoya ) ;
Material ~ Sample 3 Quality e Species Family Genus
quantity conditions
« Samples
SEQUENCES AZTI_ALB0O1 210mg RNAlater&-20° ([ Thunnus alalunga Scombridae Thunnus
C
- DNA sequences
AZTI_ALB002 230 mg No permission required u Thunnus alalunga Scombridae Thunnus
UTILITIES o
- Alignment search AZTI_ALB003 450 mg RNAlater &-20 * n Thunnus alalunga Scombridae Thunnus
©
BIOBANK
. Authentic materials AZTI_ALB048 500 mg (R:NAImer &-20 n Thunnus alalunga Scombridae Thunnus
- Material request .
AZTI_ALBOSO 300 mg RNAlater & -20 ° n Thunnus alalunga Scombridae Thunnus
METHODS ©
- Method collection m AZTI_ALK003 450 mg RNAlater & -20 © n Gadus chalcogrammus ~ Gadidae Gadus
C
DOCUMENTATION
AZTI_ANE2001 400 mg RNAlater & -20 * n Engraulis encrasicolus  Engraulidae Engraulis
+ How to use FISH-FIT c

A MRI &

FISH-FIT Max Rubner-Institut
[ Lowu o1 | LIMU_OM_1 300 mg Ethanol&-20°C ([ Oblada melanura Sparidae Oblada
TAXONOMY
. LIMU_OM_2 250 mg Ethanol & -20° C n Oblada melanura Sparidae Oblada
- Families
. Genera m LJMU_PE_1 100 mg Ethanol & 20 ° C n Pagellus erythrinus Sparidae Pagellus
- Species m LJMU_PE_2 100 mg Ethanol &-20° C n Pagellus erythrinus Sparidae Pagellus
SAMPLES m LJMU_SP_1 250 mg Ethanol &-20° C n Sardina pilchardus Clupeidae Sardina
+ Samples m LJMU_SP_3 250 mg Ethanol &-20° C n Sardina pilchardus Clupeidae Sardina
SEQUENCES LIMU_TE_1 20mg Ethanol&-20°C (1) Trisopterus esmarkii Gadidae Trisopterus
* DNAsequences U_TE 3 LIMU_TE 3 30MY  Thetavoratoryis sisnot 1AN01&-20°C (X Trisopterus esmarkii Gadidae Trisopterus
accredited. The origin of
UTILITIES )
MNHN_Spau_CC11 500mg  the seafood sampleis ) ° C Sparus aurata Sparidae Sparus
not traceable (for
« Alignment search
example caught by d N
MNHN_Spau_CC16 MNHN_Spau_CC16 760 mg research vessel with all )°C m Sparus aurata Sparidae Sparus
BIOBANK catch data). The identity
MNHN_Spau_CC30 270 Mg of the seafood sampleis ) ° C Sparus aurata Sparidae Sparus
- Authentic materials specified by PCR
m MNHN_ST037 650mg  sequenceanalysiswith ) C m Magallana gigas Ostreidae Magallana
« Material request only one reliable gene
MNHN_ST042 300 mg marker (for exempleseyt . m Magallana gigas Ostreidae Magallana
METHODS borcoN
MNHN_ST063 1100 m -80°C Ostrea edulis Ostreidae Ostrea
- Method collection m 9 m
OCUMENTATION m MNHN_ST070 1200 mg 80°C Magallana angulata Ostreidae Magallana
- How to use FISH-FIT m MNHN_ST133 1700 mg -80°C m Pecten maximus Pectinidae Pecten
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| z
iy MRI &
FISH-FIT Max Rubner-Institut

Authentic material: MRI_A329

+ Families Quantity: 2000 mg
- Genera Quality:
+ Species

1. The laboratory is / is not accredited

SAMPLES 2. The origin of the seafood sample is not traceable (for example caught by research vessel with all catch data).
Samples 3. The identity of the seafood sample is specified by PCR sequence analysis with only one reliable gene marker (for example: cyt b or COI)
SEQUENCES Storing conditions:
-80° C, Ethanol & -20 ° C
- DNA sequences

Permission required under the Nagoya Protocol?

UTILITIES m
- Alignment search
Add MRI_A329 to material request

BIOBANK

- Authentic materials

- Material request FISH-FIT authentic materials list:
METHODS v < Filter
- Method collection i § ) Storage Nagoya . ;
Material ~ Sample Quantity Quality . Species Family Genus
conditions
IENTATION
. How to use FISH-EIT AZTI_ALBOO1 210mg RNAlater &-20° C n Thunnus alalunga Scombridae Thunnus
T A1B0ND 220 ma PNAlaterg onor (R Thunnuc alalinaz hrid Thuno, hd

11. Material request

By clicking on the link Add ... to material request within a detail page for samples or authentic material, the corre-
sponding material is collected on the designated material request (always accessible by clicking on Material request).
It should be noted here that currently a maximum of three materials may be contained in one login session; this is
indicated accordingly.

i MRI &

FISH-FIT Max Rubner-Institut

Biobank: Material request

- Families

- Genera 5

+ Species -
Limit of 3 materials already reached !
SAMPLES
- Samples
SEQUENCES Save status of material request

- DNA sequences

UTILITIES

Available Intended Storage Nagoya
+ Alignment search Material quantity quantity Sample Quality  conditions Species Family Genus
BIOBANK

Remove

5000 mg mg * MRI_A275 -80°C ﬂ Limanda limanda Pleuronectidae  Limanda

. . Ethanol &-20°C
- Authentic materials

. Material request Remove MRI_A277 5000 mg - mg * MRI_A277 -80°C n Merlangius Gadidae Merlangius
Ethanol &-20°C merlangus
METHODS
MRI_A279 -80°C Gadus morhua Gadidae Gadus
Ethanol &-20°C

Remove MRI_A279 5000 Upto30mg

+ Method collection

AENTATION

+ How to use FISH-FIT
Your name *
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FISH-FIT

Families
Genera

Species
Samples

DNA sequences

Alignment search

Authentic materials

+ Material request
Method collection

How to use FISH-FIT

Reove m QUUUImnYy ) mg x VIRI_AZLZI T AU wrenaryius Lduluae IgHdnyius
Ethanol &-20°C merlangus
Remove 5000 mg mg * MRLA279 -80°C Gadus morhua Gadidae Gadus

Ethanol &-20° C

Your name *
John Doe
‘Your email address
(an email will be sent to confirm your material request) *

john@doe-institute.tld

Retype your email address *

john@doe-institute.tld

‘Your phone

+00 000 000 000 000

Name of organisation *

Doe Institute

Is the organisation private or public? *

Public

Street and number *

Doe Street 0

MRI <&

Max Rubner-Institut

With Remove a material can be removed from the list, and the Intended quantity can be limited upwards by definition
in FISH-FIT. Also here the values are intercepted accordingly.

With Save status of material request the material request can be saved during the login session, so that among other
things like name, email address etc. (which are pre-filled from the stored registration and still changeable subse-
quently), the values for the desired quantities do not have to be entered again when adding another material.

Analogous to the registration process (see above: Registration), the request for the authentic materials can be initiated
via Request material after carefully reading the legal requirements and references to the Nagoya Protocol.

i

FISH-FIT

Families
Genera

Species
Samples

DNA sequences

Alignment search

Authentic materials

+ Material request

Comments

Example

Do you accept the "Data policy” and "Terms of use” below? *

Yes, | accept the data policy and terms of use.

Data policy

Terms of use

Request material

FISH-FIT authentic materials list:

10 v Filter
Method collection Storage Nagoya
Material Sample Quantity Quality e Species Family Genus
conditions
TL A1DROOT 210 DNAloiare onopr @ Th L el Ik

MRI <=

Max Rubner-Institut
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The materials may only be used for taxonomic verification.

After correct completion of the mandatory fields (incorrect entries will also be intercepted and noted here) and ac-
ceptance of the legal requirements, the material request is summarized and an email with a code to be confirmed as
well as a PDF attachment (RECOGNITION STATEMENT ON TISSUE MATERIAL TRANSFER) to be filled, signed and re-
turned is sent to the requesting person or institution. After further verification by FISH-FIT, the request is responded
to accordingly and further communication will be started.

12. Method collection

An overview of the methods stored in FISH-FIT can be reached via the Method collection link.

A MRI <&

FISH-FIT Max Rubner-Institut

Method collection

Families
Genera Standard operation procedures (SOPs):
Species Al ~ Filter
Method
Samples Simple seafood sample analysis decision tree
Standard Operating Procedure for the detection/authentication of Octopus vulgaris in foodstuffs by Recombinase Polymerase Amplification (RPA) and Lateral
DNA sequences Flow assay (LFA)

Standard Operating Procedure for the genetic identification of crustacean species using cytochrome c oxidase | and 16S rRNA gene segments

Alignment search
Standard Operating Procedure for the genetic identification of fish species using DNA barcoding (mitachondrial cytochrome-c-oxidase | sequencing)

Standard Operation Procedure FISH-FIT
Authentic materials

Material request Standard Operation Procedure for the Identification of Mytilus species by Melting Curve Analysis

Standard Operation Procedure for the identification of scallops species

+ Method collection

,1
o
3
2

Standard Operation Procedure for the Identification of the geographic origin of Mytilus galloprovincialis

How to use FISH-FIT Showing 1 to 8 of 8 methods n

There the methods are listed in currently six groups:

Standard operation procedures (SOPs)

Official methods (I1SO, CEN, DIN, §64 LFGB Methodensammlung (German only), BaTAns, publications)
Links to projects

Seatraces publications

Labelfish publications

Publications of interest

ok wnNPRE

Clicking on the accompanying method, project or publication name links, you can access the respective detail page,
which shows further information such as a short description, corresponding copyright, additional literature references
and/or DOIs, depending on the method group concerned.

If available, a thumbnail (preview) on the detail page can be used to open resp. download the corresponding PDF file
of the method. The same effect can be achieved in the overview by clicking on the PDF link PDF under Format.
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SAMPLES

Samples
SEQUENCES

DNA sequences
UTILITIES

Alignment search
BIOBANK

Authentic materials

Material request
METHODS

Method collection
DOCUMENTATION

How to use FISH-FIT

MRI <&

Max Rubner-Institut

LIS VP GUUH EIULEUUIE 101 U IS UHLUUUT Ul SUanups Speucs s
Standard Operation Procedure for the Identification of the geographic origin of Mytilus galloprovincialis m
Showing 1 to & of 8 methods < n >

Official methods (ISO, CEN, DIN, §64 LFGB Methodensammlung (German only), BaTAns, publications):

Al ~ Filter

Method ~

BaTANS Table

CEN /TS 17303 -

URL
https://www.bvl.bund.de/DE/Arbeitsbereiche/09_Untersuchungen/01_Aufgaben/04_Amtliche_Sammlung_Untersuchungsverfahren/untersuchungen_!

https://www.en-standard.eu/din-cen-ts-17303-foodstuffs-dna-barcoding-of-fish-and-fish-products-using-defined-mitochondrial-cytochrome-b-and-cyto

English version

DIN CEN /TS 17303 https://www.beuth.de/de/technische-regel/din-cen-ts-17303/290395887

- Deutsche Version
§64 LFGB https://www.methodensammlung-bvl.de/de

Methodensammlung
BVL

Showing 1 to 4 of 4 methods

Links to projects:

Eilter hd
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FISH-FIT Max Rubner-Institut
Publications of interest:
TAXONOMY Al ~ Filter
Families
Publication ~ Content
Genera
Species Alietal.,, 2022 Yellowfin tuna LAMP
SAMPLES Carreiro et al., 2023 Tuna DNA sequencing
Samples del Socorro Toxqui Rodriguez et al., 2023 Seafood metabarcoding nanopore
SEQUENCES Frigerio et al., 2022 RPA-LFA mackerel
DNA sequences Giusti et al., 2023 Seafood mislabelling in Italy
UTILITIES
Kappel and Schroder, 2020 Snapper barcoding
Alignment search
Prasetyo et al., 2022 Closed-tube barcoding ray and sharks
BIOBANK
Varunjikar et al., 2022 Seafood proteomics and DNAseq
Authentic materials
Vinas and Tudela, 2009 Tuna DNA sequencing
Material request
Yao et al., 2022 Patagonian toothfish real-time PCR
METHODS
Method collection Showing 1 to 11 of 11 publications < n y
DOCUMENTATION
How to use FISH-FIT
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Details for method

Name:

Simple seafood sample analysis decision tree

Copyright:
SEATRACES Consortium 2021

Click on image to show the method PDF

Additional literature:

MRI &

Max Rubner-Institut

Description:

A simple decision tree has been developed as an instructional tool and provides an overview of how to analyse
seafood samples at a given stage of processing.

The processing degree of the seafood sample is important for the choice of analysis: If it is fresh, frozen,
smoked or cooked, then universal gene markers and universally applied PCR protocols for seafood without any
restrictions on the fragment length can be used. However, if the seafood product is canned, then specific primers
and protocols amplifying shorter fragments need to be used as the high temperatures during the sterilization
process lead to a high DNA degradation into short fragments of app. < 200 bp.

As a strategic approach, it is recommended to first check the taxonomy of the species - if it is labelled - in
specific databases in order to decide on the most promising gene marker with the largest number of available
sequences in databases

i
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Additional literature:

Al v

Name ~

A universal DNA mini-barcode for

biodiversity analysis

Advances in DNA metabarcoding for
food and wildlife forensic species

identification

DNA primers for amplification of

mitochondrial cytochrome ¢ oxidase

subunit from diverse metazoan
invertebrates

Enhanced primers for amplification

MRI <=
Max Rubner-Institut

As a strategic approach, it is recommended to first check the taxonomy of the species - if it is labelled - in
specific databases in order to decide on the most promising gene marker with the largest number of available
sequences in databases

Filter

Info URL
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Advances in DNA metabarcoding for food and

wildlife forensic species identification. Ana/

Bioanal Chem 408, 4615-4630 (2016).

Folmer, 0., Black, M., Hoeh, W., Lutz, R. and
Vrijenhoek, R.: DNA primers for amplification of
mitochondrial cytochrome ¢ oxidase subunit from
diverse metazoan invertebrates. Molecular marine
Biology and Biotechnology (1994), 3 (5), 294-299.

https://pubmed.ncbi.nlm.nih.gov/7881515

Lobo, J,, Costa, PM., Teixeira, M.A. et al. Enhanced  https://doi.org/10.1186/1472-6785-13-34.
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