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                            Here, the authors determine the structure of the human outer kinetochore KMN network complex, showing that it forms an extended and rigid rod-like structure and that it exists in an auto-inhibited state which can be relieved by phosphorylation.
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                            During cell division, kinetochores anchor chromosomes to spindle microtubules. Here, the authors report a comprehensive structure–function analysis of the kinetochore’s main microtubule receptor, the KMN network, shedding new light on its organization.
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                            Here, the authors report the structure of the native Commander complex and reveal key interactors by mass spectrometry-based proteomics.
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                            Here, the authors ask how much regulatory activity DNA is expected to have in the absence of selection. In yeast and humans, they find that gene regulatory activity is common in evolutionarily naive DNA, suggesting that activity is not always indicative of function.
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                            JADE is a subunit of human acetyltransferase complex HBO1 that is essential in transcriptional regulation. Gaurav et al. characterize the molecular mechanism by which JADE mediates genomic association and enzymatic and pathological activities of the HBO1 complex.

                        

                    
                
                
                    
	Nitika Gaurav
	Akinori Kanai
	Tatiana G. Kutateladze



                
                
            

        

        
            
    
        Article06 Mar 2024
        
        
    


        
    


    


                    
	
                        
    
    
        
            
                
                    
                
            
            
                
                    Author Correction: Shifted PAMs generate DNA overhangs and enhance SpCas9 post-catalytic complex dissociation
                

                
                    
                
                
                    
	Jinglong Wang
	Julien Le Gall
	Terence R. Strick



                
                
            

        

        
            
    
        Author CorrectionOpen Access05 Mar 2024
        
        
    


        
    


    


                    
	
                        
    
    
        
            
                
                    
                
            
            
                
                    Good reasons for structural biology
                

                
                    
                
                
                    
	Patrick Cramer



                
                
            

        

        
            
    
        Correspondence01 Mar 2024
        
        
    


        
    


    


                    
	
                        
    
    
        
            
                
                    
                        
                            
                                
                                
                            
                        

                    
                
            
            
                
                    The open gate of the AMPA receptor forms a Ca2+ binding site critical in regulating ion transport
                

                
                    
                        
                            A calcium ion binding site, hidden in the highly conserved gate of the synaptic AMPA-type ionotropic glutamate receptor, reveals upon gating and controls ion transport across the membrane, providing new mechanistic insights on ion permeation.

                        

                    
                
                
                    
	Terunaga Nakagawa
	Xin-tong Wang
	Derek Bowie



                
                
            

        

        
            
    
        Article26 Feb 2024
        
        
    


        
    


    


                    
	
                        
    
    
        
            
                
                    
                        
                            
                                
                                
                            
                        

                    
                
            
            
                
                    Nucleosome-bound NR5A2 structure reveals pioneer factor mechanism by DNA minor groove anchor competition
                

                
                    
                        
                            The authors determined a cryo-EM structure of the pioneer factor NR5A2 bound to a nucleosome. NR5A2 releases nucleosomal DNA from histones by DNA minor anchor groove competition, providing a mechanism for pioneer factor activity during reprogramming
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                    The CNK–HYP scaffolding complex promotes RAF activation by enhancing KSR–MEK interaction
                

                
                    
                        
                            Using biochemistry, cell biological, X-ray crystallography and cryo-EM methods, Maisonneuve et al. reveal how the scaffolding proteins CNK and HYP enhance the binding of KSR to MEK, which in turn allosterically controls RAF activation in Drosophila.
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                            Researchers unveiled the structural details of sphingomyelin synthase (SMSr), shedding light on its role in sphingolipid biosynthesis. SMSr transfers the phosphoethanolamine from PE to ceramide, adding complexity to the field of lipid homeostasis.
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                            Here, using mathematical modeling and an in vitro deadenylation system, the authors quantitatively demonstrate the effect of non-adenosines in the poly(A) tail and exemplify how tail sequence regulates mRNA stability.
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                            First discovered more than five decades ago, protein ubiquitylation has proven to be an omnipresent post-translational modification regulating virtually every eukaryotic cellular process. With novel clinical applications and recent studies demonstrating ubiquitylation of biomolecules other than proteins, the interest in ubiquitin will not waver any time soon.
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                            In addition to its role in proteasomal degradation, ubiquitin has multiple roles in autophagy. It can mark proteins for autophagic degradation and actively drive autophagosome formation. Recent work shows that ubiquitin can also be conjugated to phospholipids and other biomolecules.
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                    Chemical rewiring of ubiquitination by degraders and their selectivity routes
                

                
                    
                        
                            Ubiquitination is an essential process that curtails cellular levels of damaged and redundant proteins. Chemical biologists have harnessed this natural system to induce the degradation of disease-relevant proteins. We reflect here on the potential of ‘degraders’ for targeted selectivity, and discuss the role of computer-aided drug design in shaping future advances.
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                    Protein-intrinsic properties and context-dependent effects regulate pioneer factor binding and function
                

                
                    
                        
                            By investigating key transcription factors in Drosophila, the authors show that pioneering activity is not an intrinsic, binary property. Instead, it is heavily influenced by the level of chromatin occupancy of the transcription factors, which is controlled by multiple protein domains and protein-extrinsic features.
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                            The modification of proteins with the small protein ubiquitin constitutes a Daedalian system of posttranslational modifications in every eukaryotic cell, which is often referred to as the ubiquitin code1. Here we consider the scale and complexity of the ubiquitin system in light of recent developments.
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