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Press Releases – Media Reports / Pressemeldungen und Medienberichte 

Norwegian University of Science and Technology: How a plant from the USA invaded 
Europe  
https://www.eurekalert.org/news-releases/964792 
 

Bristows LLP: Is the media waking up to EU developments in genetic editing and GMO 
regulation?  
https://www.lexology.com/library/detail.aspx?g=09ca4188-ebdb-4982-bf9c-a25aaaeb1c68 
 

Reynolds: Europe’s Drought Might Force Acceptance of Gene-Edited Crops 
https://www.wired.co.uk/article/europe-drought-gene-editing 
 

Gakpo J.: CRISPR tackles deadly cassava mosaic virus disease 
https://geneticliteracyproject.org/2022/09/13/crispr-tackles-deadly-cassava-mosaic-virus-disease/ 
 

Innovative Genomics Institute: CRISPRpedia: CRISPR in Agriculture 
https://innovativegenomics.org/crisprpedia/crispr-in-agriculture/ 
 

ckr: Österreich schafft Anlaufstelle für angefeindete Forschende  
https://www.forschung-und-lehre.de/politik/oesterreich-schafft-anlaufstelle-fuer-angefeindete-forschende-
5018 
 

Informationsdienst Gentechnik: Bremst britischer Bio-König Charles Truss‘ 
Gentechnikpläne?  
https://www.keine-gentechnik.de/nachricht/34672?cHash=e6360e6f9919de8094976313595544bf 
 

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 37) 

 
Publications – Publikationen  

Lin S., Liu Z., Zhang K., Yang W. et al. (2022): GL9 from Oryza glumaepatula controls grain 
size and chalkiness in rice The Crop Journal | DOI: 10.1016/j.cj.2022.06.006 
Grain size is a key factor influencing grain yield and appearance quality in rice. We identified twelve 
quantitative trait loci (QTL) for grain length (GL), nine for grain width (GW), and nine for 1000-kernel weight 
(TKW) using GLU-SSSLs, which are single-segment substitution lines with Oryza glumaepatula as donor parent 
and Huajingxian 74 (HJX74) as recipient parent. Among the QTL, qGL1-2, qGL1-4, qGL9-2, qGW2-2, qGW9-1 and 
qTKW9-2 contributed to high grain yield. GL9 was identified as a candidate gene for qGL9-2 by map-based 
cloning and sequencing, and is a novel allele of GS9. The kernel of NIL-gl9 was slenderer and longer than that of 
HJX74, and the TKW and grain yield per plant of NIL-gl9 were higher than those of HJX74. The proportion of 
grain chalkiness of NIL-gl9 was much lower than that of HJX74. Thus, gl9 increased grain yield and appearance 
quality simultaneously. Three pyramid lines, NIL-gs3/gl9, NIL-GW7/gl9 and NIL-gw8/gl9, were developed and 
the kernel of each was longer than that of the corresponding recipient parent lines. The gl9 allele may be 
beneficial for breeding rice varieties with high grain yield and good appearance quality 
https://www.sciencedirect.com/science/article/pii/S2214514122001544?via%3Dihub 
 

Křížkovská B.,Viktorová J., Lipov J, (2022): Approved Genetically Modified Potatoes 
(Solanum tuberosum) for Improved Stress Resistance and Food Safety. J. Agric. Food Chem., 
| https://doi.org/10.1021/acs.jafc.2c03837 
Potatoes (Solanum tuberosum) are one of the most important crops worldwide. However, its production and 
nutrient content are endangered by both biotic and abiotic stresses. The main yield losses are caused by pest 
damage (e.g., Colorado potato beetle and aphids), virus disease (e.g., Potato leafroll virus and Potato viruses Y 
and X), or oomycete pathogens (like Phytophthora infestans), which also significantly affect the production of 
antinutrients and toxic metabolites of plants. Therefore, the use of genetic engineering could be an efficient 
tool, not harmful to the environment, and beneficial to the consumer. In this review, we focus on the main 
sources of problems in the field of potato production according to approved genetic modifications, their 
traditional solution and positive impact of gene transfection reducing economic losses, use of insecticides, and 
improving the nutritional properties of potatoes. We summarize all transgenic events that have been 
performed on potatoes and have been approved for cultivation and/or direct use or processing as feed or food. 



https://pubs.acs.org/doi/abs/10.1021/acs.jafc.2c03837# 
 

Bieker V.C., Martin M.D. et al.(2022): Uncovering the genomic basis of an extraordinary 
plant invasion. Science Advances 8, Issue 34 |DOI: 10.1126/sciadv.abo5115 
Invasive species are a key driver of the global biodiversity crisis, but the drivers of invasiveness, 
including the role of pathogens, remain debated. We investigated the genomic basis of invasiveness 
in Ambrosia artemisiifolia (common ragweed), introduced to Europe in the late 19th century, by 
resequencing 655 ragweed genomes, including 308 herbarium specimens collected up to 190 years 
ago. In invasive European populations, we found selection signatures in defense genes and lower 
prevalence of disease-inducing plant pathogens. Together with temporal changes in population 
structure associated with introgression from closely related Ambrosia species, escape from specific 
microbial enemies likely favored the plant’s remarkable success as an invasive species. 
https://www.science.org/doi/10.1126/sciadv.abo5115 
 

Moutinho A.F., Eyre-Walker A., Dutheil J.Y. (2022): Strong evidence for the adaptive walk 
model of gene evolution in Drosophila and Arabidopsis, PLOS Biology | DOI: 
10.1371/journal.pbio.3001775 
Understanding the dynamics of species adaptation to their environments has long been a central focus of the 
study of evolution. Theories of adaptation propose that populations evolve by “walking” in a fitness landscape. 
This “adaptive walk” is characterised by a pattern of diminishing returns, where populations further away from 
their fitness optimum take larger steps than those closer to their optimal conditions. Hence, we expect young 
genes to evolve faster and experience mutations with stronger fitness effects than older genes because they 
are further away from their fitness optimum. Testing this hypothesis, however, constitutes an arduous task. 
Young genes are small, encode proteins with a higher degree of intrinsic disorder, are expressed at lower 
levels, and are involved in species-specific adaptations. Since all these factors lead to increased protein 
evolutionary rates, they could be masking the effect of gene age. While controlling for these factors, we used 
population genomic data sets of Arabidopsis and Drosophila and estimated the rate of adaptive substitutions 
across genes from different phylostrata. We found that a gene’s evolutionary age significantly impacts the 
molecular rate of adaptation. Moreover, we observed that substitutions in young genes tend to have larger 
physicochemical effects. Our study, therefore, provides strong evidence that molecular evolution follows an 
adaptive walk model across a large evolutionary timescale. 
https://journals.plos.org/plosbiology/article?id=10.1371/journal.pbio.3001775 
 

Rosconi, F., Rudmann, E., Li, J. et al. (2022): A bacterial pan-genome makes gene 
essentiality strain-dependent and evolvable. Nat Microbiol | 
https://doi.org/10.1038/s41564-022-01208-7 
Many bacterial species are represented by a pan-genome, whose genetic repertoire far outstrips that of any 
single bacterial genome. Here we investigate how a bacterial pan-genome might influence gene essentiality 
and whether essential genes that are initially critical for the survival of an organism can evolve to become non-
essential. By using Transposon insertion sequencing (Tn-seq), whole-genome sequencing and RNA-seq on a set 
of 36 clinical Streptococcus pneumoniae strains representative of >68% of the species’ pan-genome, we identify 
a species-wide ‘essentialome’ that can be subdivided into universal, core strain-specific and accessory essential 
genes. By employing ‘forced-evolution experiments’, we show that specific genetic changes allow bacteria to 
bypass essentiality. Moreover, by untangling several genetic mechanisms, we show that gene essentiality can 
be highly influenced by and/or be dependent on: (1) the composition of the accessory genome, (2) the 
accumulation of toxic intermediates, (3) functional redundancy, (4) efficient recycling of critical metabolites 
and (5) pathway rewiring. While this functional characterization underscores the evolvability potential of many 
essential genes, we also show that genes with differential essentiality remain important antimicrobial drug 
target candidates, as their inactivation almost always has a severe fitness cost in vivo. 
https://www.nature.com/articles/s41564-022-01208-7 
 

Liu S., Sun H., Ma G., Zhang T. (2022): Insights into flavor and key influencing factors of 
Maillard reaction products: A recent update. Front. Nutr., Sec. Food Chemistry | 
https://doi.org/10.3389/fnut.2022.973677  
During food processing, especially heating, the flavor and color of food change to a great extent due to Maillard 
reaction (MR). MR is a natural process for improving the flavor in various model systems and food products. 
Maillard reaction Products (MRPs) serve as ideal materials for the production of diverse flavors, which 
ultimately improve the flavor or reduce the odor of raw materials. Due to the complexity of the reaction, MR is 
affected by various factors, such as protein source, hydrolysis conditions, polypeptide molecular weight, 
temperature, and pH. In the recent years, much emphasis is given on conditional MR that could be used in 
producing of flavor-enhancing peptides and other compounds to increase the consumer preference and 
acceptability of processed foods. Recent reviews have highlighted the effects of MR on the functional and 
biological properties, without elaborating the flavor compounds obtained by the MR. In this review, we have 
mainly introduced the Maillard reaction-derived flavors (MF), the main substances producing MF, and 
detection methods. Subsequently, the main factors influencing MF, from the selection of materials (sugar 
sources, protein sources, enzymatic hydrolysis methods, molecular weights of peptides) to the reaction 
conditions (temperature, pH), are also described. In addition, the existing adverse effects of MR on the 
biological properties of protein are also pointed out. 
https://www.frontiersin.org/articles/10.3389/fnut.2022.973677/full 



 

EFSA: ONE Conference 2022 - video recordings now available 
https://www.efsa.europa.eu/de/news/one-conference-2022-video-recordings-now-available 

 

Webinar on confidentiality assessment and content sanitisation in the context of the 
Transparency Regulation 
https://www.efsa.europa.eu/de/events/webinar-confidentiality-assessment-and-content-sanitisation-context-
transparency-regulation 
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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 
 
 


