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Sunday Evening News No 302 

2022-11-07 – 2022-11-13 

Selected and edited by BGF Jany 

________________________________________________________________________________________ 

Meetings -Veranstaltungen 

Innoplanta/FGV: Europa vor der Entscheidung 
Herbert Dorfmann MdEP (Agrarpolitischer Sprecher der EVP-Fraktion) sowie  
Dr. Gero Hocker MdB (Agrarpolitischer Sprecher der FDP-Bundestagsfraktion) berichten zur 
Gesetzgebung für die neuen genomischen Technischen (NGT)Leibniz-Instituts für Pflanzengenetik 
und Kulturpflanzenforschung; Gatersleben;  Freitag, 25.11.2022, 16.30 Uhr 
 
Lebensmittelverband Deutschland: "Zukunft der Ernährung - Denkanstöße" 
Berlin: 5. Dezember 2022 von 11:00 bis 15:30 Uhr (Präsenz oder online) 
Anmeldung bis 30.11.2022: 
https://www.lebensmittelverband.de/de/verband/veranstaltungen/tagungen-konferenzen/tagung-zukunft-

der-ernaehrung-661.veranstaltung 

 

And again Save The Date: International Conference on GMO Analysis and New Genomic 
Techniques  
Berlin, 14 – 16 March 2023 
https://www.bfr-akademie.de/gmo2023/ 

 
Press Releases – Media Reports / Pressemeldungen und Medienberichte 

Informationsdienst Gentechnik: Gentechnikfreies Europa: Verbände setzen auf Parlament  
https://www.keine-gentechnik.de/nachricht/34704?cHash=993a05dc3bf92a8a4b91a947cb6fed1a 

 

agrar-PR: Gentechnikfreie Landwirtschaft in Europa in Gefahr 
https://www.agrar-presseportal.de/landwirtschaft/bio/gentechnikfreie-landwirtschaft-in-europa-in-gefahr-
34591.html 
 

Häusling M. Die Grünen/EFA: Genveränderung mit pflanzeneigenen Genen bleibt 
Gentechnik! 
https://www.agrar-presseportal.de/landwirtschaft/agrarpolitik/genveraenderung-mit-pflanzeneigenen-genen-
bleibt-gentechnik--34626.html 
 

Testbiotech: Environmental risks of new genomic techniques 
https://www.testbiotech.org/en/news/environmental-risks-new-genomic-techniques 

 

Slow Food: Busting the Myths on New GMOs 
https://www.slowfood.com/busting-the-myths-on-new-gmos/ 

Only some selected press releases or media reports are listed here. The daily up-date of the press releases and 

media reports are ►here: November (week 46) 

 
Publications – Publikationen  

Caradus J.R. (2022): Intended and unintended consequences of genetically modified crops 
– myth, fact and/or manageable outcomes? New Zealand Journal of Agricultural Research | 
https://doi.org/10.1080/00288233.2022.2141273 
Food and feed has been produced from genetically modified (GM) crops for 25 years. It is timely to review 
whether this technology has globally delivered the expected benefits and whether the ongoing debate on risks 
is justified. Expected benefits associated with GM include increased crop yields, reduced pesticide and 
insecticide use, reduced carbon dioxide emissions, improved soil structure, improved crop nutritive 
quality/value, and decreased costs of production. Concerns focus on food safety linked to toxicity and 
allergenicity, environmental risks associated with potential chances of gene flow, adverse effects on non-target 
organisms, evolution of resistance in weeds and insects, and genetic perturbations resulting in unintended 
compounds, new diseases, or antibiotic resistance. This review focusing on benefits and risks of GM crops 
concludes that they are a valuable option for delivering improved economic and environmental outcomes by 
providing solutions for many of the challenges facing mankind. GM technologies like many non-GM 
technologies can bring risks, but these can and have been monitored and quantified, allowing decisions 
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balancing commercial, societal and environmental benefits against measurable risks. While ‘checks’ and 
‘balances’ are required, regulatory schemes must focus on balancing risks and benefits and not on ‘checks’ 
alone which is the case for many countries. 
https://www.tandfonline.com/doi/full/10.1080/00288233.2022.2141273 
 

Lynas M., Adams J., Conrow J. (2022): Misinformation in the media: global coverage of 
GMOs 2019-2021, GM Crops & Food, DOI: 10.1080/21645698.2022.2140568  
Misinformation is a serious problem in scientific debates ranging from climate change to vaccines to nuclear 
power. In this study we quantitatively assess the phenomenon of misinformation – defined as information 
which is at variance with widely-accepted scientific consensus – on genetically modified crops and food 
(“GMOs”) in the mainstream and online news media over a two-year period. We found an overall falsehood 
rate of 9% with a potential readership of 256 million. None of the misinformation was positive in sentiment; 
most was negative. About a fifth of Africa’s media coverage on GMOs contained misinformation, a worrying 
finding given the potential for genetic engineering to deliver improved nutrition and food security in the 
continent. We conclude that misinformation about GMOs in the mainstream media is still a significant 
problem, and outranks the proportion of misinformation in other comparable debates such as COVID-19 and 
vaccines. 
https://www.tandfonline.com/doi/full/10.1080/21645698.2022.2140568 
 

Inzimam S., Haq U.,Zheng D., Feng N., Jiang . et al. (2022): Progresses of CRISPR/Cas9 
genome editing in forage crops. Journal of Plant Physiology 279, 153860 | 
https://doi.org/10.1016/j.jplph.2022.153860 
The clustered regularly interspaced short palindromic repeats (CRISPR)/CRISPR-associated protein 9 (Cas9) 
mediated-genome editing has evolved into a powerful tool that is widely used in plant species to induce editing 
in the genome for analyzing gene function and crop improvement. CRISPR/Cas9 is an RNA-guided genome 
editing tool consisting of a Cas9 nuclease and a single-guide RNA (sgRNA). The CRISPR/Cas9 system enables 
more accurate and efficient genome editing in crops. In this review, we summarized the advances of the 
CRISPR/Cas9 technology in plant genome editing and its applications in forage crops. We described briefly 
about the development of CRISPR/Cas9 technology in plant genome editing. We assessed the progress of 
CRISPR/Cas9-mediated targeted-mutagenesis in various forage crops, including alfalfa, Medicago truncatula, 
Hordeum vulgare, Sorghum bicolor, Setaria italica and Panicum virgatum. The potentials and challenges of 
CRISPR/Cas9 in forage breeding were discussed. 
https://www.sciencedirect.com/science/article/abs/pii/S0176161722002462?via%3Dihub 
 

Huang, Y., Wang, H., Zhu, Y. et al. (2022): THP9 enhances seed protein content and 
nitrogen-use efficiency in maize. Nature | https://doi.org/10.1038/s41586-022-05441-2 
Teosinte, the wild ancestor of maize (Zea mays subsp. mays), has three times the seed protein content of most 
modern inbreds and hybrids, but the mechanisms that are responsible for this trait are unknown1,2. Here we 
use trio binning to create a contiguous haplotype DNA sequence of a teosinte (Zea mays subsp. parviglumis) 
and, through map-based cloning, identify a major high-protein quantitative trait locus, TEOSINTE HIGH 
PROTEIN 9 (THP9), on chromosome 9. THP9 encodes an asparagine synthetase 4 enzyme that is highly 
expressed in teosinte, but not in the B73 inbred, in which a deletion in the tenth intron of THP9-B73 causes 
incorrect splicing of THP9-B73 transcripts. Transgenic expression of THP9-teosinte in B73 significantly increased 
the seed protein content. Introgression of THP9-teosinte into modern maize inbreds and hybrids greatly 
enhanced the accumulation of free amino acids, especially asparagine, throughout the plant, and increased 
seed protein content without affecting yield. THP9-teosinte seems to increase nitrogen-use efficiency, which is 
important for promoting a high yield under low-nitrogen conditions. 
https://www.nature.com/articles/s41586-022-05441-2 
 

Li C., Gong G., Wu J., Yang L. et al. (2022): Improvement of Rice Agronomic Traits by Editing 
Type-B Response Regulators. Int. J. Mol. Sci. 23 (22), 14165 | 
https://doi.org/10.3390/ijms232214165 
Type-B response regulator proteins in rice contain a conserved receiver domain, followed by a GARP DNA 
binding domain and a longer C-terminus. Some type-B response regulators such as RR21, RR22 and RR23 are 
involved in the development of rice leaf, root, flower and trichome. In this study, to evaluate the application 
potential of type-B response regulators in rice genetic improvement, thirteen type-B response regulator genes 
in rice were respectively knocked out by using CRISPR/Cas9 genome editing technology. Two guide RNAs 
(gRNAs) were simultaneously expressed on a knockout vector to mutate one gene. T0 transformed plants were 
used to screen the plants with deletion of large DNA fragments through PCR with specific primers. The mutants 
of CRISPR/Cas9 gene editing were detected by Cas9 specific primer in the T1 generation, and homozygous 
mutants without Cas9 were screened, whose target regions were confirmed by sequencing. Mutant materials 
of 12 OsRRs were obtained, except for RR24. Preliminary phenotypic observation revealed variations of various 
important traits in different mutant materials, including plant height, tiller number, tillering angle, heading 
date, panicle length and yield. The osrr30 mutant in the T2 generation was then further examined. As a result, 
the heading date of the osrr30 mutant was delayed by about 18 d, while the yield was increased by about 30%, 
and the chalkiness was significantly reduced compared with those of the wild-type under field high 
temperature stress. These results indicated that osrr30 has great application value in rice breeding. Our 
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findings suggest that it is feasible to perform genetic improvement of rice by editing the type-B response 
regulators. 
https://www.mdpi.com/1422-0067/23/22/14165/htm 
 

Snoeck S., Abramson B.W., Garcia A.G.K., Egan A.N., Todd P Michael T.P., Steinbrenner A. 
(2022): Evolutionary gain and loss of a plant pattern-recognition receptor for HAMP 
recognition. eLife 11:e81050 | https://doi.org/10.7554/eLife.81050 
As a first step in innate immunity, pattern recognition receptors (PRRs) recognize distinct pathogen and 
herbivore-associated molecular patterns and mediate activation of immune responses, but specific steps in the 
evolution of new PRR sensing functions are not well understood. We employed comparative genomic and 
functional analyses to define evolutionary events leading to the sensing of the herbivore-associated peptide 
inceptin (In11) by the PRR Inceptin Receptor (INR) in legume plant species. Existing and de novo genome 
assemblies revealed that the presence of a functional INR gene corresponded with ability to respond to In11 
across ~53 million years (my) of evolution. In11 recognition is unique to the clade of Phaseoloid legumes, and 
only a single clade of INR homologues from Phaseoloids was functional in a heterologous model. The syntenic 
loci of several non-Phaseoloid outgroup species nonetheless contain non-functional INR-like homologues, 
suggesting that an ancestral gene insertion event and diversification preceded the evolution of a specific INR 
receptor function ~28 mya. Chimeric and ancestrally reconstructed receptors indicated that 16 amino acid 
differences in the C1 leucine-rich repeat domain and C2 intervening motif mediate gain of In11 recognition. 
Thus, high PRR diversity was likely followed by a small number of mutations to expand innate immune 
recognition to a novel peptide elicitor. Analysis of INR evolution provides a model for functional diversification 
of other germline-encoded PRRs. 
https://elifesciences.org/articles/81050 
 

Chen G., Xiao Y., Dai S., Dai Z. et al. (2022): Genetic basis of resistance to southern corn leaf 
blight in the maize multi-parent population and diversity panel Plant Biotechnology Journal 
| https://doi.org/10.1111/pbi.13967 
Southern corn leaf blight (SLB), caused by the necrotrophic pathogen Cochliobolus heterostrophus, is one of 
maize foliar diseases and poses a great threat to corn production around the world. Identification of genetic 
variations underlying resistance to SLB is of paramount importance to maize yield and quality. Here, we used a 
Random-Open-parent Association Mapping (ROAM) population containing eight recombinant inbred line 
populations and one Association Mapping Panel (AMP) consisting of 513 diversity maize inbred lines with high-
density genetic markers to dissect the genetic basis of SLB resistance. Overall, 109 quantitative trait loci (QTLs) 
with predominantly small or moderate additive effects, and little epistatic effects were identified. We found 35 
(32.1%) novel loci in comparison with the reported QTLs. We revealed that resistant alleles were significantly 
enriched in tropical accessions and the frequency of about half of resistant alleles decreased during the 
adaptation process owing to the selection of agronomic traits. A large number of annotated genes located in 
the SLB resistant QTLs were shown to be involved in plant defense pathways. Integrating genome-wide 
association study (GWAS), transcriptomic profiling, resequencing and gene editing, we identified ZmFUT1 and 
MYBR92 as the putative genes responsible for the major QTLs for resistance to C. heterostrophus. Our results 
present a comprehensive insight on the genetic basis of SLB resistance and provide resistant loci or genes as 
direct targets for crop genetic improvement. 
https://onlinelibrary.wiley.com/doi/10.1111/pbi.13967 
 

Chu, P.; Agapito-Tenfen, S.Z. (2022): Unintended Genomic Outcomes in Current and Next 
Generation GM Techniques: A Systematic Review. Plants 11, 2997 | 
https://doi.org/10.3390/plants11212997 
Classical genetic engineering and new genome editing techniques, especially the CRISPR/Cas technology, 
increase the possibilities for modifying the genetic material in organisms. These technologies have the 
potential to provide novel agricultural traits, including modified microorganisms and environmental 
applications. However, legitimate safety concerns arise from the unintended genetic modifications (GM) that 
have been reported as side-effects of such techniques. Here, we systematically review the scientific literature 
for studies that have investigated unintended genomic alterations in plants modified by the following GM 
techniques: Agrobacterium tumefaciens-mediated gene transfer, biolistic bombardment, and CRISPR-Cas9 
delivered via Agrobacterium-mediated gene transfer (DNA-based), biolistic bombardment (DNA-based) and as 
ribonucleoprotein complexes (RNPs). The results of our literature review show that the impact of such 
techniques in host genomes varies from small nucleotide polymorphisms to large genomic variation, such as 
segmental duplication, chromosome truncation, trisomy, chromothripsis, breakage fusion bridge, including 
large rearrangements of DNA vector-backbone sequences. We have also reviewed the type of analytical 
method applied to investigate the genomic alterations and found that only five articles used whole genome 
sequencing in their analysis methods. In addition, larger structural variations detected in some studies would 
not be possible without long-read sequencing strategies, which shows a potential underestimation of such 
effects in the literature. As new technologies are constantly evolving, a more thorough examination of 
prospective analytical methods should be conducted in the future. This will provide regulators working in the 
field of genetically modified and gene-edited organisms with valuable information on the ability to detect and 
identify genomic interventions. 
https://www.mdpi.com/2223-7747/11/21/2997 
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Tang, F.H.M., Malik, A., Li, M. et al. (2022): International demand for food and services 
drives environmental footprints of pesticide use. Commun Earth Environ 3, 272 | 
https://doi.org/10.1038/s43247-022-00601-8 
Pesticides are well-recognised pollutants that threaten biodiversity and ecosystem functioning. Here we 
quantify the environmental footprints of pesticide use for 82 countries and territories and eight broad regions 
using top-down multi-region input-output analysis. Pesticide footprints are expressed as hazard loads that 
quantify the body weight (bw) of non-target organisms required to absorb pesticide residues without 
experiencing adverse effects. We show that the world’s consumption in 2015 resulted in 2 Gt-bw of pesticide 
footprints. Of these, 32% are traded internationally. The global average per-capita pesticide footprint is 0.27 t-
bw capita−1 y−1, with high-income countries having the largest per-capita footprint. China, Germany, and United 
Kingdom are the top three net importers of pesticide hazard loads embodied in commodities, while the USA, 
Brazil, and Spain are the three largest net exporters. Our study highlights the need for policies to target 
pesticide use reduction while ensuring adverse impacts are not transferred to other nations. 
https://www.nature.com/articles/s43247-022-00601-8 
 

De Meester B., Vanholme R., Mota T., Boerjan W. (2022): Lignin engineering in forest trees: 
From gene discovery to field trials. Plant Communications 3 (6), 100465 | 
https://doi.org/10.1016/j.xplc.2022.100465 
Wood is an abundant and renewable feedstock for the production of pulp, fuels, and biobased materials. 
However, wood is recalcitrant toward deconstruction into cellulose and simple sugars, mainly because of the 
presence of lignin, an aromatic polymer that shields cell-wall polysaccharides. Hence, numerous research 
efforts have focused on engineering lignin amount and composition to improve wood processability. Here, we 
focus on results that have been obtained by engineering the lignin biosynthesis and branching pathways in 
forest trees to reduce cell-wall recalcitrance, including the introduction of exotic lignin monomers. In addition, 
we draw general conclusions from over 20 years of field trial research with trees engineered to produce less or 
altered lignin. We discuss possible causes and solutions for the yield penalty that is often associated with lignin 
engineering in trees. Finally, we discuss how conventional and new breeding strategies can be combined to 
develop elite clones with desired lignin properties. We conclude this review with priorities for the development 
of commercially relevant lignin-engineered trees. 
https://www.sciencedirect.com/science/article/pii/S2590346222003029?via%3Dihub 
 

Oyewole, O.A., Idris, A.D., Bello, A.B., Yakubu, J.G., Saidu, M.M. (2022). Microbial Enzymes in 
the Recycling of Wastes. In: Maddela, N.R., Abiodun, A.S., Prasad, R. (eds) Ecological 
Interplays in Microbial Enzymology. Environmental and Microbial Biotechnology. Springer, 
Singapore. https://doi.org/10.1007/978-981-19-0155-3_10 
The increasing volume of different types of wastes from various sources is an important environmental 
problem due to the ever growing migration and successive urbanization. Enzymes are biological catalysts found 
in plants, animals, and microorganisms with numerous potential applications. Microbial enzymes have been 
used in the recycling and management of wastes through enzymatic degradation and remediation, resulting in 
less toxic useful products. Microbial enzymes are classified based on their mechanisms of action as 
oxidoreductases, transferases, hydrolases, lyases, isomerases, and ligases, with oxidoreductases and hydrolases 
being the most utilized in waste treatment and recycling. Microbial oxidoreductases are involved in catalyzing 
oxidation–reduction reactions in harmful biodegradable materials to produce nontoxic products. The 
oxidoreductases employed in waste degradation include oxygenases (monooxygenases and dioxygenases), 
laccases, and peroxidases. Microbial hydrolases catalyze the breakdown of waste biomass especially from the 
food, agricultural, chemical, and biomedical industries by addition of water molecules to the waste materials. 
Some microbial enzymes with hydrolytic properties include cellulases, hemicellulases, proteases, lipases, 
amylases, lactases, xylanases, and pullulanases. Compared to the conventional chemical methods, recycling of 
wastes using microbial enzymes has great significance in bioremediation as they are specific, fast, relatively 
cheap, can be applied across a wide variety of contaminants, and greatly reduce the waste and, at the same 
time, produce useful products. However, microbial enzymes are not devoid of limitations such as selection of 
the most suitable microbial enzymes for recycling and the ability of these enzymes to retain their active nature 
under normal conditions of operation for a prolonged period of time. Exploration of molecular studies will, in 
the near future, provide a clearer picture of the mechanisms of enzyme action either singly or in consortium 
with other enzymes during biodegradation and recycling of wastes to produce more valuable products. 
https://link.springer.com/chapter/10.1007/978-981-19-0155-3_10 
 

Sharma, V.; Tsai, M.-L.;Nargotra, P.; Chen, C.-W.; Kuo, C.-H.;Sun, P.-P.; Dong, C.-D.(2022): 
Agro-Industrial Food Waste as a Low-Cost Substrate for Sustainable Production of 
Industrial Enzymes: A Critical Review. Catalysts 12, 1373 | 
https://doi.org/10.3390/catal12111373 
The grave environmental, social, and economic concerns over the unprecedented exploitation of non-
renewable energy resources have drawn the attention of policy makers and research organizations towards the 
sustainable use of agro-industrial food and crop wastes. Enzymes are versatile biocatalysts with immense 
potential to transform the food industry and lignocellulosic biorefineries. Microbial enzymes offer cleaner and 
greener solutions to produce fine chemicals and compounds. The production of industrially important enzymes 
from abundantly present agro-industrial food waste offers economic solutions for the commercial production 
of value-added chemicals. The recent developments in biocatalytic systems are designed to either increase the 



 

5 

 

catalytic capability of the commercial enzymes or create new enzymes with distinctive properties. The 
limitations of low catalytic efficiency and enzyme denaturation in ambient conditions can be mitigated by 
employing diverse and inexpensive immobilization carriers, such as agro-food based materials, biopolymers, 
and nanomaterials. Moreover, revolutionary protein engineering tools help in designing and constructing 
tailored enzymes with improved substrate specificity, catalytic activity, stability, and reaction product 
inhibition. This review discusses the recent developments in the production of essential industrial enzymes 
from agro-industrial food trash and the application of low-cost immobilization and enzyme engineering 
approaches for sustainable development. 
https://www.mdpi.com/2073-4344/12/11/1373 
 

Arai, T., Ichinose, S., Shibata, N. et al. (2022): Inducer-free cellulase production system 
based on the constitutive expression of mutated XYR1 and ACE3 in the industrial fungus 
Trichoderma reesei. Sci Rep 12, 19445 | https://doi.org/10.1038/s41598-022-23815-4 
Trichoderma reesei is a widely used host for producing cellulase and hemicellulase cocktails for lignocellulosic 
biomass degradation. Here, we report a genetic modification strategy for industrial T. reesei that enables 
enzyme production using simple glucose without inducers, such as cellulose, lactose and sophorose. Previously, 
the mutated XYR1V821F or XYR1A824V was known to induce xylanase and cellulase using only glucose as a carbon 
source, but its enzyme composition was biased toward xylanases, and its performance was insufficient to 
degrade lignocellulose efficiently. Therefore, we examined combinations of mutated XYR1V821F and 
constitutively expressed CRT1, BGLR, VIB1, ACE2, or ACE3, known as cellulase regulators and essential factors 
for cellulase expression to the T. reesei E1AB1 strain that has been highly mutagenized for improving enzyme 
productivity and expressing a ß-glucosidase for high enzyme performance. The results showed that expression 
of ACE3 to the mutated XYR1V821F expressing strain promoted cellulase expression. Furthermore, co-expression 
of these two transcription factors also resulted in increased productivity, with enzyme productivity 1.5-fold 
higher than with the conventional single expression of mutated XYR1V821F. Additionally, that productivity was 
5.5-fold higher compared to productivity with an enhanced single expression of ACE3. Moreover, although the 
DNA-binding domain of ACE3 had been considered essential for inducer-free cellulase production, we found 
that ACE3 with a partially truncated DNA-binding domain was more effective in cellulase production when co-
expressed with a mutated XYR1V821F. This study demonstrates that co-expression of the two transcription 
factors, the mutated XYR1V821F or XYR1A824V and ACE3, resulted in optimized enzyme composition and increased 
productivity. 
https://www.nature.com/articles/s41598-022-23815-4 
 

Schmerling, C., Sewald, L., Heilmann, G. et al. (2022): Identification of fungal lignocellulose-
degrading biocatalysts secreted by Phanerochaete chrysosporium via activity-based 
protein profiling. Commun Biol 5, 1254 | https://doi.org/10.1038/s42003-022-04141-x 
Activity-based protein profiling (ABPP) has emerged as a versatile biochemical method for studying enzyme 
activity under various physiological conditions, with applications so far mainly in biomedicine. Here, we show 
the potential of ABPP in the discovery of biocatalysts from the thermophilic and lignocellulose-degrading white 
rot fungus Phanerochaete chrysosporium. By employing a comparative ABPP-based functional screen, including 
a direct profiling of wood substrate-bound enzymes, we identify those lignocellulose-degrading carbohydrate 
esterase (CE1 and CE15) and glycoside hydrolase (GH3, GH5, GH16, GH17, GH18, GH25, GH30, GH74 and GH79) 
enzymes specifically active in presence of the substrate. As expression of fungal enzymes remains challenging, 
our ABPP-mediated approach represents a preselection procedure for focusing experimental efforts on the 
most promising biocatalysts. Furthermore, this approach may also allow the functional annotation of domains-
of-unknown functions (DUFs). The ABPP-based biocatalyst screening described here may thus allow the 
identification of active enzymes in a process of interest and the elucidation of novel biocatalysts that share no 
sequence similarity to known counterparts. 
https://www.nature.com/articles/s42003-022-04141-x 
 

EFSA 
GMO-Panel (2022): Assessment of genetically modified maize MON 95379 for food and 
feed uses, under Regulation (EC) No 1829/2003 (application EFSA-GMO-NL-2020-170). 
EFSA Journal 20 (11):7588 | https://www.efsa.europa.eu/de/efsajournal/pub/7588 
https://efsa.onlinelibrary.wiley.com/doi/epdf/10.2903/j.efsa.2022.75884 
 

GMO Panel (2022): Scientific Opinion on the assessment of genetically modified Maize 
MON 87429 for food and feed uses, under Regulation (EC) No 1829/2003 (application 
EFSA-GMO-NL-2019-161). EFSA Journal 20 (11):7589, 40 pp. 
https://doi.org/10.2903/j.efsa.2022.758 
https://efsa.onlinelibrary.wiley.com/doi/epdf/10.2903/j.efsa.2022.7589 
________________________________________________________________________________________ 
 
Wie immer wird für Hinweise und der Zusendung von Publikationen und sonstigen 
Informationen gedankt. pdf-Dateien können meist direkt aus den links heruntergeladen 
werden.  
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As always, I thank you all for hints and for publications. Most of the pdf files can be 
downloaded directly from the links.  

Klaus-Dieter Jany    
Nelkenstrasse 36    
D-76351 Linkenheim-Hochstetten   
jany@biotech-gm-food.com 
 


