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The Joint Research Centre provides independent, evidence-
based knowledge and science, supporting EU policies to
positively impact society.
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EURL

European Union Reference Laboratory

for GM Food & Feed

Legal Mandates
-------- « Under Regulation (EC) No 1829/2003

 Under Requlation (EU) 2017/625

European
Commission


https://eur-lex.europa.eu/legal-content/en/ALL/?uri=CELEX%3A32003R1829
https://eur-lex.europa.eu/legal-content/EN/TXT/?uri=CELEX:32017R0625

EURL

European Union Reference Laboratory

for GM Food & Feed

- Regulation (EC) No 1829/2003

 Validation of methods




EURL

European Union Reference Laboratory

for GM Food & Feed

Regulation (EU) 2017/625

« EU Reference Methods

« Proficiency Tests (PT)

e Training for NRLs
e CRMs

Unauthorized GMOs
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EURL GMFF Activities

What we do

Legal basis Method validations Proficiency tests Unauthorised GMOs Guidance documents Training & Workshops

Tools Other information

R

European Network of National Reference

GMOMETHODS GMO-Matrix GMO-Amplicons Our publications i Laboratories
https://gmo-crl.jrc.ec.europa.eu/ §  European
= Commission



EURL GMFF WEB Applications
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GMOMETHODS database

Perform your search by keyword, select a GMO unique identifier or click a link in the section below.

[keyword | lm or by GMO unigue identifier: [ v
Quantitative methods Qualitative methods
»  GMO specific »  GMO specific
o Event specific o Event specific
= Cotton = Carnation
= Maize = E. coli
= Oilzeed rape = Maize
= Papaya = Oilzeed rape
= Potato = Papaya
= Rice = Rice
= Soybean o Construct specific
= Sugar best o Element specific
o Construct specific = CalMV 355 promoteriterminator (CaMV P-353, CaMV T-358)
o Element specific = CP4-EPSFS gene (CP4-EPSFS)
= CaMV 355 promoter (CaMV P-355) = CrylAgenss (CriAb/Ac, Cry1A(b), CrylAc)
= Synthetic cry1A{b) gene (cry1A(b)) = Figwort Mosaic Virus 355 promoter (P-FMV)
= Phosphinothricin N-acetyltranzferase gene (pat) = Neomycin phosphotransferase Il gene (nptll)
» Taxon specific = Nopaline synthase promoterterminator (P-nos, T-nos)
o Species-zpecific methods = Phosphinothricin N-acetyltransferase gene (bar, pat)
= Validated independently = tEQ terminator (tES)
= Validated in combination » Taxon specific

o Species-specific methods
= Validated independently
= Validated in combination

o Plant-specific methods

https://gmo-crl.jrc.ec.europa.eu/gmomethods/
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https://gmo-crl.jrc.ec.europa.eu/gmomethods/

Criteria for inclusion into GMOMETHODS

Methods are:
Validated in collaborative studies according to int’l standards
Validated in single laboratory for legal purposes

In line with ENGL Method Performance Requirements (MPR)




GMOMETHODS database

& European
Commission
European European
Commission Commission
Taxon-target(s) high-mability-group (hmg) gene
GMOMETHODS: EU DATABASE OF REFERENCE METHODS Values determined in the collaborative trial
o] Primer Forward 5-TTGGACTAGAAATCTCGTGCTGA-3'
Quantitative PCR method for detection of maize event MON 95379 (EURL estheve . | \
arget element mg
GMFF, 2022) 0.06 045 1 5 10 rg
- - Meamalici(ely 005 046 1 54 10 Primer Reverse 5.GCTACATAGGGAGCCTTGTCCT-3
Event specific Maize Last updated 20/12/2022 RSDr (%) 15%  12%  7.6% 13%  3.9%
Target element hmg
1. GENERAL INFORMATION RSDR (%) 17% 15% M% 15% 6.1%
Bias (%) 69 24 40 19 12 Amplicon length 79 bp
Target genetic element 3' integration border region (IBR) between the insert of maize event MON 95379 and Unit of Measurement Test Level % GMO copy N.igenome copy N-
the maize host genome Probe 5'-FAM-CAATCCACACAAACGCACGCGTA-TAMRA-3'
Assay Simplex
GMO Target Taxon Target
Detection Chemistry TagMan® 5. PCR REACTIONS SETUP
Compendium Reference  QT-EVE-ZM-033 2 Cos 34 35 GM-target(s) Taxon-target(s)
Mean PCR Efficiency % 97 95
Reagent Final Concentration Reagent Final Concentration
2. VALIDATION DATA T 100 100 - .
TagMan Universal PCR Master Mix (2x) 1x TagMan Universal PCR Master Mix (2x) 1x
Comment i
Collaborative trial coordinator JRC The LOD absol 410 retat | ( y N o of G materia M hanloid Primer Fw 0.40 pmol/L  Primer Fw 0.30 pmol/L
e absolute an relative values (expressed as copy number ratio o material to non- aploi . ]
Test lied i o DNA genomes) were provided by the method developer and determined in 250 ng and 160 ng respectively of total maize Primer Rev 0.40 pmoliL. Primer Rev 0:30 pmol/L
© LAl a DNA per reaction. Probe 0.20 pmoliL Probe 0.16 pmoliL
Genomic DNA extracted from non-GM and GM maize event
used for ntrols MON5378 ground s and grainsv 3. REFERENCES Nuclease-free water # Nuclease-free water #
European Union Reference Laboratory for GM Food and Feed (EURL GMFF), Joint Research Centre (JRC), Template DNA 4pL Template DNA 4L
Tested GM Events European Commission. Event-specific Method for the Quantification of Maize MON 95379 Using Real-time PCR - Final vol 25 UL Final vol 25 UL
Validation Report. 2022. JRC130076. Online Publication https:igmo-crljrc.ec.europa EURL-VL-06-20- inal volume H inal volume 4
Event Name Unique Identifier Species VRpdf 6. AMPLIFICATION CONDITIONS
MONS5379 MON-95378-3 Zeamays 4. PRIMERS AND PROBES SEQUENCES oM and
3 ints tion bord i IBR) betwe the insert of mai t MON 95379 and the Stage Temperature Time NoCycles
Collaborative Trial Description GM-target(s) w;;:ghrnas(o;eng;":r region (BR) between the insert of maize even and the 2 5= yel
. . X N Decontamination (UNG) 50°C 120" 1
The participants received twenty blinded test samples representing five GM levels, namely 10 %, 5 %, 1 %, 0.45 % Pril F . .
and 0.06 % of maize event MON95379 DNA in non-GM maize DNA. In addition the laboratories received five sgbopa 5-CCAAGAAGAACGATTGGCAAACS Activation/Initial Denaturation 95°C 6007 1
calibration samples, reaction reagents, primers and probes for the maize high mobility group (hmg) reference gene ) . . .
and for the event MON95379 specific system. Four replicates for each GM level were analysed in two runs with both Target element insert Denaturation 95°C 15
the reference and the transgenic specific system. . N o "
PrimerReverse  5-GGCACAGGCACGCCTCTG-3' Annealing & Extension g'c 60
Denaturing, Annealing & Extension 45
Methad Performance Target element 3-host genome
LOD Relative not assessed LOD Absolute < 5 HGE
Amplicon length 87 bp
LOQ Relative <0.085 % LOQ Absolute not reported
Probe 5-FAM-ATGGGTATTATGGGTAGGCACATGGGAATATAG-TAMRA-3'
European
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GMOMETHODS content

Event-specific
Element-specific
Construct-specific
Taxon-specific

Plant-specific
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In silico PCR predictions for GMOs detection

GMO-Matrix GMO-Event finder

Accembles two-dimensional matrices Allows iQEntiﬂcatinn of potential GMO(s)

(chosen GMO events vs chosen GMO present in a sample based on a set of
thods) 1o vi iise th ical detection methods defined by the user and

methods) o visualise the ana '?.-"tI{:-EI. the obtained positive and negative

coverage of the methods and identify experimental results.

potential gaps in the users screening

approach.

12

GMO-Screen

Frovides a general screening proposal and
a screening specific for EU authorised
GMOs with a web-based tool to interpret
the results. The tool may also be applied to
a ready-to-use, multi-target screening
device developed by the JEC known as the
Fre-Spotted Plate (PSF).

[T ——,
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CaMVv P-355 (QT-ELE-00-001) pat (QT-ELE-00-002) bar (QL-ELE-00-014)

J R C - G M O - M atr I X Authorised events ()

GHB118 Cotton (BCS-GHO05-8) o

GHE614 Cotton (BCS-GH002-5) o

GMO-Matrix GHES11 Coﬂon{BCS-GH811—4)°

LLCotton25 Cotton (ACS-GHO01-3) o
1) Select GMO(s) MON 1445 Gotton (MON-01445-2) o
By taxon(s) | | % Cotton (Gossypium hirsutum) | |

MON 15947 Cotton (MON-15985-7) * °

Specific GMO(s) | |

MOM 531 Cotton (MDN~00531-6]°
2) Select legal status
MON 88913 Cotton (MON-88913-8) o
Regulation (EC) No 1829/2003 @ Directive 2001/18/EC @
Authorised events [ Authorised events
Events in authorised stacks O Pending events
Pending events
Expired events
Withdrawn events Events in authorised stacks @
Unauthorised events

T304-40 Cotton (BCS-GHO04-7) o

281-24-236 Cotton (DAS-24236-5) o
3) Select method(s)

- : 3006-210-23 Cotton (DAS-21023-5) o
Event-specific | |

Construct-specific | |

[ bar (QL-ELE-00-014)| Pending events @
Element-specific [*CamV P-355 (QT-ELE-00-001)
| * pat (QT-ELE-00-002) || * T-nos (QL-ELE-00-007) | COT102 Cotton (SYN-IR102-7) o

m Export as CSV DAS-21910-7 Cotton (DAS-81 910-?)0

13https://qmo—crl.irc.ec.europa.eu/ircqmomatrix/ "

Commission



https://gmo-crl.jrc.ec.europa.eu/jrcgmomatrix/
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JRC-GMO-Matrix

Number of GM events

Maize
Soybean
Rapeseed
Cotton
Carnation
Rice

Papaya
Potato

K. phaffi
Bread wheat
Sugarbeet
Tomato
Alfalfa

B. velezensis
Bentgrass
Petunia

40
I 1
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|

m2

i1l

i1l

i1l

i1l

80
70
60
50
40
30
20
10

Targeted GMOs/method

1 2-10 11-20 >20

m Event-specific Element-specific
m Construct-specific

European
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JRC GMO-Event finder

GMO-Event finder

1) Select taxon(s)

Bytaxon(s) |[Cotton (Gossypium hirsutum)|

2) Select positive method(s)

Event-zpecific | |

Gnnstmcl-speciﬁu:.| |

| *bar (QL-ELE-00-022) |
Element-specific || xCaMV P-355 (QL-ELE-00-001)
| *T-nos (QL-ELE-D0-011) |

3) Select negative method(s)

Event-specific | |

Gnnstmcl-speciﬁu:.| |

Element specific || pat (QT-ELE-00-002) |

4) Select maximum number of events

i [ 3
m European
Commission
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JRC GMO-Event finder

Single events

ot [OT-ELE-O0-00F)

GHB118 Cotice (BCS-GHOOS-8) a

LL Coltan25 Catian (ACS-GHO01-3) o

MION BATO1 Cotion (MOM-88701-3) o

T204-40 Cosion (BCS-SHODS ?ue

Legend:
lH::u amplification predicled

1 smplification predicted, imperfect annealing*
2 Amplification predicted, perfect annealing

L]
Up to 3 mazmum of 2 gaps and 2 mismatches for each primer

har (O -ELE-O0-02 )

Cakfy P-353 (GL-ELE-00-001)

T-nos (OL-ELE-D0-011]

z2 i 2

Z 2 2

2 2 2

z2 2 2
European

Commission



JRC GMO-Event finder

Other possible events

The resuliz above show the event(s) which are sufficient to explain the selected pattern of resuliz. Other GM eventis), as long that they would test negative
for the methods for which a negative result was cbtained, could potentially also be present in the tesied sample. These include:

pat (OT-ELE-0D-002) b {OL-ELE-O0-02) Cahdy' P-E5E (GL-ELE-OD0-001) T-nas (GL-ELE-00-011)

COTH02 Cotion (SYN-IR102 ?:-o 2

GHBE14 Cottan (BCS-GHIOZ 5'.°

GHB&11 Cotion (BCS-GHE11 41°

MON 1445 Cottan (MON-01445 210

MON 15847 Cotion (MON- 15085 ?:.e

MION 531 Cation (MON-00531 E:-°

MION BAG13 Cotion (MON-83013 E:-o

European
Commission




GMO-Screen

GMO-Screen

1) Select screening strategy
® Screening for authorised GMOs

O General screening
O Prespotted plates

2) Select taxon(s)

By taxon(s) ‘ | % Cotton (Gossypium hirsutum) |

3) Select legal status

Regulation (EC) No 1829/2003 @ Directive 2001/18/EC
Authorised events [J Authorised events
Events in authorised stacks [0 Pending events
Pending events

Expired events

Withdrawn events

Unauthorised events

Authorised events @

CaMV P-353 (QT-ELE-00-004)

T-nos (QL-ELE-00-013)

GHE119 Cotton (BCS-GHO05-8) o
GHEG14 Cotton (BCS-GHDUZ-S)o
GHES&11 Cotton (BCS-GHE11-4) o
LLCoiton25 Cotton (ACS-GHO01 -3)°
MOM 1445 Cotton (MON-01445-2) o
MON 15347 Cotton (MON-15985-7) = °
MON 531 Cotton (MON-00531-6) o
MON 88913 Cotton (MON-88913-8) °

T304-40 Cotton (BCS-GH004-7) o

Events in authorised stacks @

281-24-235 Cotton (DAS-24236-5) o

3006-210-23 Cotton (DAS-21023-5) o

Pending events @

m Export as CSV Interpret your results

18

COT102 Cotton (SYN-IR102-T) o

DAS-81910-7 Cotion (DAS-1910-7) o

pat (QT-ELE-00-002) QOTP-mEPSPS (QT-CON-00-008)

European
Commission



GMO-Screen

Screening for authorised GMOs

The JRC provides screening proposals with element-, construct- and event-specific methods for identifying authorised GM events. This decision-support
system is designed for interpreting the positive (+), negative (-) and inconclusive/unavailable (?) results of the tests. Leave the result as unavailable (?) for

the methods that you didn't use in your screening.

Select the results of element and construct-specific

methods

Target

CaMV P-355
OTP-mEPSPS
pat
T-Nos

GMOMETHODS
Reference

QT-ELE-00-004
QT-CON-00-008
QT-ELE-00-002
QL-ELE-00-013

Result

European
Commission



GMO-Screen

The following single events match the selected pattern and the selected species (cotton). One or more may thus be present in the sample:

Single events

CaMV P-355 (QT-ELE-00-004)

T-nos (QL-ELE-00-013)

GHE 119 Cotton [BCS—GHDUS—S)o 1 2
LLCotton25 Cotton {ACS—GHDU1—3}° 2 2
MON 1445 Cotton {MON-01445-2) o 2 2
MON 15947 Cotton (MON-15985-7) o 2 2
MON 531 Cotton (MON—00531—6)° 2 2
MON 88701 Cotion (MON-88701-3) o 2 2
T304-40 Cotton (BCS-BHO04-T) o 2 2
Legend:

BNo amplification predicted

1 Amplification predicted, imperfect annealing*
2 Amplification predicted, perfect annealing

*Up to a maximum of 2 gaps and 2 mismatches for each primer

20

pat (QT-ELE-00-002)

OTP-mEFPSPS (QT-CON-00-008)

European
Commission



GMO-Screen

Other possible events

The results above show the event(s) which are sufficient to explain the selected pattern of results. Other GM event(s), as long that they would test negative
for the methods for which a negative result was obtained, could potentially also be present in the tested sample. These include:

CaMV P-35S (QT-ELE-00-004) T-nos (QL-ELE-00-013) pat (QT-ELE-00-002) OTP-mEPSPS (QT-CON-00-008)
COT102 Cotton (SYN-IR102-7) o 2
MON 88913 Cotton (MON-88913-8) o 2

Legend:

BNo amplification predicted

1 Amplification predicted, imperfect annealing*
2 Amplification predicted, perfect annealing

*Up to a maximum of 2 gaps and 2 mismatches for each primer

European
Commission
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CaMV P-355 (QT- T-nos (QL-ELE- pat (QT-ELE-00-  bar {QL-ELE-00-
ELE-00-004) 00-013) 002} 014)

Authorised events @

GMO-Screen JE——

305423 Soybean (DP-305423-1) o

GMO-Screen 40-3-2 Soybean (MON-04032-6) o

4114 Maize (DP-004114-3) °

1) Select screening strategy S307 Vaize {SYN_DSW_ﬂo

© Screening for authorised GMOs )
) 59122 Maize (DAS-59122-7) o
® General screening

OP tted plat
respotied plates 73496 Rapeseed {DP—U?3496—4)°

2) Select taxon(s) A2704-12 Soybean (Acs-emuns-e.)o

By taxon(s) ‘ %Al taxons | | A5547-127 Soybean (ACS-GM005-4) o
3) Select legal status BH11 Maize (SYN—BTU11—1]°
Regulation (EC) No 1829/2003 @ Directive 2001/18/EC CVA127 Soybean (BPS-CV127-9) o
Authorised events [J Authorised events

Events in authorised stacks [ Pending events DAS-40278-9 Maize (DAS-40278-9) o
Pending events

Expired events DAS-44406-5 Soybean (DAs-Mmﬁ-a)o
Withdrawn events

Unauthorised events DAS-68416-4 Soybean (DAS-68416-4) ()

m Export as CSV Interpret your results
“ European
22 Commission




GMO-Screen

1) Select the results of taxon-specific methods

Target

AdhC (cotton)
hmg (maize)
FatA(A) (rapeseed)

Le1 (soybean)
anthocyanidin synthase (carnation)
chymopapain {(papaya)
gs (sugarbeet)

LATS2 (tomata)
lectin (pea)
pld (rice)

stearoyl-acyl carrier protein
desaturase (flax)

ugp (potato)

23

GMOMETHODS
Reference

QT-TAX-GH-019
QT-TAX-ZM-002
QT-TAX-BN-001
QT-TAX-GM-002
QL-TAX-DC-001
QT-TAX-CP-001
QT-TAX-BV-013
QT-TAX-5L-002
QL-TAX-P5-001
QT-TAX-0S-017

GL-TAX-LU-001

QAT-TAX-5T-010

Result

2) Select the results of element and construct-specific

methods

Target

bar
CaMV P-355
CaMV P-355
cry1Ab/Ac
CTP2-CP4epsps
nptll
OTP-mEPSPS
pat
P-FMV
P-Nos
t-E9
T-Nos

GMOMETHODS
Reference

QL-ELE-00-014
QT-ELE-00-001
QT-ELE-00-004
QL-ELE-00-016
QL-CON-00-008
QL-ELE-00-002
QT-CON-00-008
QT-ELE-00-002
QL-ELE-00-015
QL-ELE-00-008
QL-ELE-00-024
QL-ELE-00-013

3) Select the results of event-specific methods

Target

305423 (soybean)
73496 (rapeseed)
CWV127 (soybean)
DAS40278 (maize)
MON 94100 (rapeseed)

e

GMOMETHODS
Reference

QT-EVE-GM-008
QT-EVE-BN-009
QT-EVE-GM-011
QT-EVE-ZM-004
QT-EVE-BN-014

Result

+ 2
s -2
-7
+ P 2
Ny
. 2
.y
s 1ol 2
+ P o
= ey
.y
s -7
Result

+ ?
.y
.y
s 1ol 2
+ P o

European
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GMO-Screen

The following single events match the selected pattern. One or more may thus be present in the sample:

Single events

CTP2-CP4
CalV P-353 (QT- CaMV P-355 (QT- T-10s (QLELE-  pat (OT-ELE-00-  bar (QLELE-OD- (€0 (QLELE0D- oot " P-nos (QLELE-  mptl (QL
ELE-00-004)  ELE-00-001) 00-013) 002) 014) 024) 00-008) o
00-008)
1345-4 Tomato o 2 2 2 2
16-0-1 Papaya o 2 2 2 2
18-2-4 Papaya o 2 2 2 2
55-1 Rainbow Papaya (CUH-CP551-8) o 2 2 2 2
Huanong Mo.1 Papaya o 2 2 2 2
X17-2 Papaya (UFL-X17CP-3) o 2 2 2 2
European
24 Commission




GMO-Screen

Other possible events

The results above show the event(s) which are sufficient to explain the selected pattern of results. Other GM event(s), as long that they would test negative
for the methods for which a negative result was obtained, could potentially also be present in the tested sample. These include:

CTP2-CP4
CalV P-355 (QT- CaMV P-35S (QT- T-nos (QL-ELE-  pat (QT-ELE-00- bar (QL-ELE-00- (€9 (QLELE-00- o "o P-nos (QL-ELE- nplll (OLELE-00-
ELE-00-004)  ELE-00-001) 00-013) 002) 014) 024) 00-008) 00-008) 002)

GM Bacillus velezensis o

KK179 Alfalfa (MON-00179-5) o

MY 0541 - Insert 1 o
MxY0541 - Insert 2 o
MxY0541 - Insert 3 o
Purple Tomato o
RLO1-17 Petunia o

25
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Pre-Spotted-Plates (PSPs)

JRC screening PSPs with methods:
taxon-specific
element-specific
construct-specific

event-specific for authorised
soybean and maize events

Pre-spotted plates

The JRC provides pre-spolted plates with element- and construct- specific methods for performing screening analysis and pre-spotted plates with event-
specific methods for identifying soybean and maize authorsed events. This decision-suppaort system is designed for interprefing the positive (+), negafive (-)
and inconclusive (7) results of the tesis.

1) Select the results of taxon-specific methods

Target GMRCL:';;—:;DS Result
hmg (maize) QT-TAX-ZM-002 = |2
Le1 (soy) QT-TAX-GM-002 L
crud (rapeseed) QT-TAX-BN-012 = |2
sah7 (cotton) QT-TAX-GH-016 Tff
ugp (potato) QT-TAX-5T-010 Tf 7

pld (rice) QOT-TAX-03-017 Tff
gs (sugarbeet) CT-TAX-BV-013 + Bl ?

2) Select the results of element-specific methods

Target GMRZ:':I::;DS Result

p35s QT-ELE-00-004 = e 7

Mos OL-ELE-00-013 - N -
CTP2-CP4EPSPS OL-CON-00-008

pat QT-ELE-00-002 + BN 7

bar QL-ELE-00-014 - I -

crylAbiAc OL-ELE-00-016 N E

3) Select the results of event-specific methods

Target GN::;:‘;Z:;DS Result
DAS40278 (maize) QT-EVE-ZM-004 + I 7
CV127 (soybean) QT-EVE-GM-011 L. P -
DP-305423 (soybean) QT-EVE-GM-008 ™ - E

2 European
- Commission




Amplicon finder

J R C G I\/I O _Am p I i CO n S 1) Select detection method(s)

Note: if more than one method is selected, only records that produce amplicons with all
those methods will be shown

Event-specific QT-EVE-BN-002 (Ms8)
Construct-specific

Element-specific

- = . Taxon-specific

Amplicon finder Target finder

Query public sequence databases for Examine potential amplicons on specific 2) Optionally select also negative method(s)

specific amplicons using selected EU target sequences from public databanks.

reference methods Note: If you select methods here, records that produce amplicons with any of those

methods will be removed

3) Select database(s)

nt GenBank nt section (NCBI)

emblreltgn ENA transgenic data class division (EMBL-EBI)

emblrelpat ENA patent data class division (EMBL-EBI)

nrni1 MNon-redundant patent nucleotide database level-1 (EMBL-EBI)

4) Select the maximum number of gaps/mismatches

Gaps:
Mismatches:

Lo [ e

e European
Commission




JRC GMO-Amplicons

Results : 14 amplicons

Restrict to taxon(s):

View 14 unique records

Ampli Match
Record ID Database Record description p icon a c
size details
AR2752891 | emblrelpat |  >cauence 18 from patent US 537 bp unidentified | QT-EVE-BN-002 | 130 bp View
6506963
s 38 fent US
AR2753091 | emblrelpat S B 522 bp unidentified | QT-EVE-BN-002 | 130 bp View
6506963
AR3217001 | emblrelpat |  >cduence 18 from patent US 537 bp unidentified | QT-EVE-BN-002| 130 bp View
6563026
Sequence 38 from patent US
AR3217201 | embirelpat E s 522 bp unidentified | QT-EVE-BN-002 | 130 bp View
6563026
Sequence 18 from Patent synthetic
AX172457 1 birelpat 537b T-EVEBN-002| 130D Vi
emblireipa W00141558 P construct | & P e
Sequence 38 from Patent synthetic )
AX1724771 | emblrelpat WOO1415es 522 bp o | QTEVEBN002|  130bp View
S 187 fent US
GV638084.1 | emblrelpat Eq”ence? o QE’Q"; paten 537 bp unidentified | QT-EVE-BN-002 | 130 bp View

https://gmo-crl.jrc.ec.europa.eu/[rcgmoamplicons/

In silico PCR

predictions in public

databases

European
Commission
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JRC GMO-Amplicons
Wismatches | Gaps | From | To | Sirand | Amplicon size |

0 ‘ 0 ‘ 79 ‘208‘ 130 bp

Match details

Amplicon: 130 bp

Record ID: ARZ275289.1

Database: emblrelpat Go to original record

Description: Sequence 18 from patem US 6506963, 1 gttagaaasa gtaaacaatt aatatagccg gectatttgtg taaaaatccc
Taxon: unidentified 51 taatataatc gacggetccc cgggaattcc gggggaagct tagatccatg
Original size: 537 bp 101 gatttgttat gataaccaaa aacacecctcoc

Patents: US6506963 (lens, espacenet) View other 13 matches with an identical amplicon

Method: QT-EVE-BN-002 Go to GMOMETHODS record

Primers and probe alignment:
Wiew in JRC GMO-Matrix

Description: Quantitative PCR method for detection of cilseed rape event Ms8 Primer/Probe | % Identity ﬁmm
(Mazzara et al_, 2007).
Target: Ms8 primerA 100.0 3 bp 6.34e-15
View other 13 matches for this method primerB 100.0 20 bp 0 0 130 | 111 | 6.57e-09
probe 100.0 28 bp 0 0 52 79 | 3.42e-13
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JRC GMO-Amplicons

Target finder

View all records targeted by these methods

View these methods in JRC GMO-Matrix

Insert sequence accession number - |

0 54 107 161 215 269 322 376 430 483 537

—
Record ID:|AR275289.1 | m QTEVE BN-002
Legend

[ | EVEHT—SpeCmC method
[ | E|Ement—speﬁmc method
RECOFEI ID AR2?52391 [ Construct-specific method
[ | TaXOn—SDeCmCmETHOU
Descrpton. Sequence 18 o patent US 6505903,
Length: 937 bp AR275289 1 ‘ emblrelpat‘ Sequence 18 from patent US 6506963.‘ 537 bp ‘ unidentified‘ QT—EVE-BN-ODE‘ 130 bp ‘ View
Found in databases: embilrelpat

Found in the following 1 patent: US6506963 (lens, espacenet)
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JRC GMO-AMPLICONS

% methods in JRC db with targets in public databases
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Conclusions

GMOMETHODS and the other EURL GMFF web applications

Ensure: Facilitate:
Analyses on accurate sequences Confidence in results
Consistent/reproducible results Harmonisation of GMO analysis
Updated information Trade and consumer trust

Comprehensive bioinformatics suite Official controls
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“ European
Commission

Food, Farming, Fisheries

European Union Reference Laboratory for Genetically Modified Food
and Feed (EURL GMFF)

Home What we do v Tools v Qur publications ENGL v National Reference Laboratories Useful links Contacts

Home > GMOMETHODS

Feedback is welcomed !

Did this page meet your expectations? “
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Keep in touch

EU Science Hub
joint-research-centre.ec.europa.eu

@ @EU_ScienceHub
@ EU Science Hub —Joint Research Centre
@ EU Science, Research and Innovation

@ EU Science Hub

@eu_science
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https://twitter.com/EU_ScienceHub
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