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Press Releases – Media Reports / Pressemeldungen und Medienberichte 

EU-Commission: Legislation for plants produced by certain new genomic techniques Public 
Consultation Factual Summary Report  
Zusammenfassung der Auswertung der 2. Konsultation zu den neuen genomischen 
Techniken 
https://ec.europa.eu/info/law/better-regulation/have-your-say/initiatives/13119-Rechtsvorschriften-fur-

Pflanzen-die-mithilfe-bestimmter-neuer-genomischer-Verfahren-gewonnen-werden/public-consultation_de 

 

DNR: EU-Agrarminister*innen unterstützen neue Gentechnik 
https://www.dnr.de/aktuelles-termine/aktuelles/eu-agrarministerinnen-unterstuetzen-
neue-gentechnik 
 
Foot N.: EU-Agrarminister:innen setzen auf Gentechnik 
https://www.euractiv.de/section/landwirtschaft-und-ernahrung/news/eu-agrarministerinnen-setzen-auf-
gentechnik/ 

 
EU agri ministers renew push on genetic techniques to bolster sector 

https://www.euractiv.com/section/agriculture-food/news/eu-agri-ministers-renew-push-on-genetic-
techniques-to-bolster-sector/?_ga=2.6250356.691241858.1663685035-488939312.1663685035 
 

Giddings V.: Biden’s Bioeconomy Executive Order Is a Good Idea: The Implementation Plan 
Needs Work 
https://itif.org/publications/2022/09/14/bidens-bioeconomy-executive-order-is-good-idea-implementation-
plan-needs-work/ 
 

Egelko B.: Government’s rules for GMO food labels fail to protect consumers, federal judge 
rules 
https://www.sfchronicle.com/bayarea/article/Government-s-rules-for-GMO-food-labels-fail-to-17442776.php 
 

Brookes G.: Viewpoint: Mandatory labeling of crop biotechnology-derived foods is a failed 
regulatory policy. Here’s why 
https://geneticliteracyproject.org/2022/09/20/viewpoint-mandatory-labeling-of-crop-biotechnology-derived-

foods-is-a-failed-regulatory-policy-heres-why/ 

 

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

media reports are ►here: September (week 36) 

 

Publications – Publikationen  

Bruce S. and  ruce A. (2022): Transforming food systems: ethics, innovation and 
responsibility.  Conference Proceedings | https://doi.org/10.3920/978-90-8686-939-8 
Open access: https://www.wageningenacademic.com/doi/book/10.3920/978-90-8686-939-
8  (open access) 
 

Rönspies M., Schmidt C., Schindele P., Lieberman-Lazarovich M., Houben A., Puchta H. 
(2022): Massive Crossover Suppression by CRISPR-Cas-mediated Plant Chromosome 
Engineering. Nature Plants, | DOI 10.1038/s41477-022-01238-3.  
Recent studies have demonstrated that not only genes but also entire chromosomes can be engineered using 
clustered regularly interspaced short palindromic repeats (CRISPR)–CRISPER-associated protein 9 (Cas9)1,2,3,4,5. 
A major objective of applying chromosome restructuring in plant breeding is the manipulation of genetic 
exchange6. Here we show that meiotic recombination can be suppressed in nearly the entire chromosome 
using chromosome restructuring. We were able to induce a heritable inversion of a >17 Mb-long chromosome 
fragment that contained the centromere and covered most of chromosome 2 of the Arabidopsis ecotype Col-0. 
Only the 2 and 0.5 Mb-long telomeric ends remained in their original orientation. In single-nucleotide 
polymorphism marker analysis of the offspring of crosses with the ecotype Ler-1, we detected a massive 
reduction of crossovers within the inverted chromosome region, coupled with a shift of crossovers to the 
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telomeric ends. The few genetic exchanges detected within the inversion all originated from double crossovers. 
This not only indicates that heritable genetic exchange can occur by interstitial chromosome pairing, but also 
that it is restricted to the production of viable progeny. 
https://www.nature.com/articles/s41477-022-01238-3 
 

Yang, T., Liu, R., Luo, Y. et al. (2022): Improved pea reference genome and pan-genome 
highlight genomic features and evolutionary characteristics. Nat Genet | 
https://doi.org/10.1038/s41588-022-01172-2 
Complete and accurate reference genomes and annotations provide fundamental resources for functional 
genomics and crop breeding. Here we report a de novo assembly and annotation of a pea cultivar ZW6 with 
contig N50 of 8.98 Mb, which features a 243-fold increase in contig length and evident improvements in the 
continuity and quality of sequence in complex repeat regions compared with the existing one. Genome 
diversity of 118 cultivated and wild pea demonstrated that Pisum abyssinicum is a separate species different 
from P. fulvum and P. sativum within Pisum. Quantitative trait locus analyses uncovered two known Mendel’s 
genes related to stem length (Le/le) and seed shape (R/r) as well as some candidate genes for pod form studied 
by Mendel. A pan-genome of 116 pea accessions was constructed, and pan-genes preferred in P. abyssinicum 
and P. fulvum showed distinct functional enrichment, indicating the potential value of them as pea breeding 
resources in the future. 
https://www.nature.com/articles/s41588-022-01172-2 
 

Ménard, D., Blaschek L., Kriechbaum K., Lee C.C. et al. (2022): Plant biomechanics and 
resilience to environmental changes are contolled by specific lignin chemistries in each 
vascular cell type and morphotype, The Plant Cell , koac284 | 
https://doi.org/10.1093/plcell/koac284 
The biopolymer lignin is deposited in the cell walls of vascular cells and is essential for long-distance water 
conduction and structural support in plants. Different vascular cell types contain distinct and conserved lignin 
chemistries, each with specific aromatic and aliphatic substitutions. Yet, the biological role of this conserved 
and specific lignin chemistry in each cell type remains unclear. Here, we investigated the roles of this lignin 
biochemical specificity for cellular functions by producing single cell analyses for three cell morphotypes of 
tracheary elements, which all allow sap conduction but differ in their morphology. We determined that specific 
lignin chemistries accumulate in each cell type. Moreover, lignin accumulated dynamically, increasing in 
quantity and changing in composition, to alter the cell wall biomechanics during cell maturation. For similar 
aromatic substitutions, residues with alcohol aliphatic functions increased stiffness whereas aldehydes 
increased flexibility of the cell wall. Modifying this lignin biochemical specificity and the sequence of its 
formation impaired the cell wall biomechanics of each morphotype and consequently hindered sap conduction 
and drought recovery. Together, our results demonstrate that each sap vascular cell type distinctly controls 
their lignin biochemistry to adjust their biomechanics and hydraulic properties to face developmental and 
environmental constraints. 
https://academic.oup.com/plcell/advance-article/doi/10.1093/plcell/koac284/6709353 
 

Laforest M., Martin S., Brahim Soufiane B., Bisaillon K. et al. (2022): Distribution and Genetic 
Characterization of Bird Rape Mustard (Brassica rapa) Populations and Analysis of 
Glyphosate Resistance Introgression. Pest Management Science | 
https://doi.org/10.1002/ps.7170 
Background: The introgression of transgenes conferring glyphosate resistance from Brassica napus (rapeseed, 
canola) to Brassica rapa weeds (bird rape) was documented at a single location in 2007. In 2015, several cases 
of glyphosate resistant mustard were reported by growers in areas where rapeseed was seldom grown.  
Results: Survey result indicated glyphosate resistant bird rape mustard is present in areas where glyphosate 
tolerant corn and soybean are often grown in rotation. Genetic analyses reveal that hybridization followed by 
introgression and progressive loss of chromosome is the likely mechanism for the horizontal gene transfer 
(HGT) of glyphosate resistance.  
Conclusion:Introgression of the glyphosate-resistance conferring transgene in the populations studied appears 
to have occurred several times, consistent with the ease for B. rapa to form hybrids with B. napus. The 
introduction of a transgene into a crop should therefore take into account the weediness of the species that 
share a common genome and their ability to form hybrids. We provide here such an example between B. napus 
and B. rapa, and potentially between B. napus and Raphanistrum raphanistrum. 
https://onlinelibrary.wiley.com/doi/10.1002/ps.7170 
 

Yendall N.A. (2022): Life brought to artificial cells 
Can artificial cells be built from basic components? Systems that have complex architectures and functions 
evocative of natural cells have been prepared by recycling the contents of bacterial cells in synthetic droplets.  
 https://www.nature.com/articles/d41586-022-02231-8 
 

Xu, C., Martin, N., Li, M. et al. (2022): Living material assembly of bacteriogenic protocells. 
Nature | https://doi.org/10.1038/s41586-022-05223-w 
Advancing the spontaneous bottom-up construction of artificial cells with high organizational complexity and 
diverse functionality remains an unresolved issue at the interface between living and non-living matter1,2,3,4. 
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Here, to address this challenge, we developed a living material assembly process based on the capture and on-
site processing of spatially segregated bacterial colonies within individual coacervate microdroplets for the 
endogenous construction of membrane-bounded, molecularly crowded, and compositionally, structurally and 
morphologically complex synthetic cells. The bacteriogenic protocells inherit diverse biological components, 
exhibit multifunctional cytomimetic properties and can be endogenously remodelled to include a spatially 
partitioned DNA–histone nucleus-like condensate, membranized water vacuoles and a three-dimensional 
network of F-actin proto-cytoskeletal filaments. The ensemble is biochemically energized by ATP production 
derived from implanted live Escherichia coli cells to produce a cellular bionic system with amoeba-like external 
morphology and integrated life-like properties. Our results demonstrate a bacteriogenic strategy for the 
bottom-up construction of functional protoliving microdevices and provide opportunities for the fabrication of 
new synthetic cell modules and augmented living/synthetic cell constructs with potential applications in 
engineered synthetic biology and biotechnology. 
https://www.nature.com/articles/s41586-022-05223-w 
 

Sabolová M., Kulma M., Petříčková D., Kletečková K., Kouřimská L. (2022): Changes in purine 
and uric acid content in edible insects during culinary processing. Food Chemistry |  
https://doi.org/10.1016/j.foodchem.2022.134349 
Recently, edible insects were proposed to be promising alternative foods combining nutritional, environmental, 
and economic benefits. While composition of the basic nutrients of insects is quite well known, little is known 
about other compounds contained in them such as purines. From this point of view, raw insects were reported 
to belong among purine-rich foods. However, they are generally consumed after culinary processing, which is 
known to affect nutritional composition of foods. Therefore, we aimed to analyze the effect of culinary 
processing (including various combinations of boiling, roasting, blanching, baking, and oven drying) on purine 
(adenine, guanine, xanthine, and hypoxanthine) contents and their metabolite (uric acid) in three insects 
(Tenebrio molitor, Gryllus assimilis, and Acheta domesticus) fit for human consumption using RP-HPLC with UV 
detection. According to obtained data, boiling for 15 min significantly reduced the purine content in T. molitor 
but did not affect the purine levels in A. domesticus and G. assimilis. In contrast, the purine content increased 
in all insects after baking (especially at 220 °C). The information this study provides can help people suffering 
from gout interested in entomophagy to choose the best culinary treatment of insects to help prevent gout 
symptoms. 
https://www.sciencedirect.com/science/article/abs/pii/S0308814622023111 
 

Crouch L.I., A. Urbanowicz P.A., Baslé A. et al. (2022): Plant N-glycan breakdown by human 
gut Bacteroides. Proceedings of the National Academy of Sciences 119 (39) e2208168119  | 
DOI: 10.1073/pnas.2208168119 
The major nutrients available to the human colonic microbiota are complex glycans derived from the diet. To 
degrade this highly variable mix of sugar structures, gut microbes have acquired a huge array of different 
carbohydrate-active enzymes (CAZymes), predominantly glycoside hydrolases, many of which have specificities 
that can be exploited for a range of different applications. Plant N-glycans are prevalent on proteins produced 
by plants and thus components of the diet, but the breakdown of these complex molecules by the gut 
microbiota has not been explored. Plant N-glycans are also well characterized allergens in pollen and some 
plant-based foods, and when plants are used in heterologous protein production for medical applications, the 
N-glycans present can pose a risk to therapeutic function and stability. Here we use a novel genome association 
approach for enzyme discovery to identify a breakdown pathway for plant complex N-glycans encoded by a gut 
Bacteroides species and biochemically characterize five CAZymes involved, including structures of the PNGase 
and GH92 α-mannosidase. These enzymes provide a toolbox for the modification of plant N-glycans for a range 
of potential applications. Furthermore, the keystone PNGase also has activity against insect-type N-glycans, 
which we discuss from the perspective of insects as a nutrient source. 
https://www.pnas.org/doi/full/10.1073/pnas.2208168119 
 

Li Y.-X., Hua X.-H., Yan Q.-J., Jin J., Jiang Z.Q. (2022): One-Pot Three-Enzyme System for 
Production of a Novel Prebiotic Mannosyl-β-(1 → 4)-Fructose Using a d-Mannose 
Isomerase from Xanthomonas phaseoli. J. Agric. Food Chem. | 
https://doi.org/10.1021/acs.jafc.2c04649 
The present supply of prebiotics is entirely inadequate to meet their demand. To produce novel prebiotics, a d-
mannose isomerase (XpMIaseA) from Xanthomonas phaseoli was first produced in Komagataella phaffii (Pichia 
pastoris). XpMIaseA shared the highest amino acid sequence identity (58.0%) with the enzyme from 
Marinomonas mediterranea. Efficient secretory production of XpMIaseA (282.0 U mL–1) was achieved using 
high cell density fermentation. The optimal conditions of XpMIaseA were pH 7.5 and 55 °C. It showed a broad 
substrate specificity, which isomerized d-mannose, d-talose, mannobiose, epilactose, and mannotriose. 
XpMIaseA was employed to construct a one-pot three-enzyme system for the production of mannosyl-β-(1 → 
4)-fructose (MF) using mannan (5%, w/v) as the substrate. The equilibrium yield of MF was 58.2%. In in vitro 
fermentations, MF significantly stimulated (≤3.2-fold) the growth of 12 among 15 tested Bifidobacterium and 
Lactobacillus strains compared with fructo-oligosaccharides. Thus, the novel d-mannose isomerase provides a 
one-pot bioconversion strategy for efficiently producing novel prebiotics. 
https://pubs.acs.org/doi/10.1021/acs.jafc.2c04649 
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EFSA: 
GMO Panel (2022): Scientific Opinion on the assessment of genetically modified maize 
MIR162 for renewal authorisation under Regulation (EC)No 1829/2003 (application EFSA-
GMO-RX-025). EFSA Journal 20 (9): 7562, 13 pp | https://doi.org/10.2903/j.efsa.2022.7562 
https://efsa.onlinelibrary.wiley.com/doi/epdf/10.2903/j.efsa.2022.7562 
 

Government of Canada: 5. List of Permitted Food Enzymes (Lists of Permitted Food 
Additives) 
https://www.canada.ca/en/health-canada/services/food-nutrition/food-safety/food-additives/lists-

permitted/5-enzymes.html 

 
__________________________________________________________________________ 
 
Wie immer wird für Hinweise und der Zusendung von Publikationen und sonstigen 
Informationen gedankt. pdf-Dateien können meist direkt aus den links heruntergeladen 
werden.  

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 
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