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            Abstract
The ability of cytoskeletal motors to move unidirectionally along filamentous tracks is central to their role in cargo transport, motility and cell division. Kinesin and myosin motor families have a subclass that moves towards the opposite end of the microtubule or actin filament with respect to the rest of the motor family1,2, whereas all dynein motors that have been studied so far exclusively move towards the minus end of the microtubule3. Guided by cryo-electron microscopy and molecular dynamics simulations, we sought to understand the mechanism that underpins the directionality of dynein by engineering a Saccharomyces cerevisiaeÂ dynein that is directed towards the plus end of the microtubule. Here, using single-molecule assays, we show that elongation or shortening of the coiled-coil stalk that connects the motor to the microtubule controls the helical directionality of dynein around microtubules. By changing the length and angle of the stalk, we successfully reversed the motility towards the plus end of the microtubule. These modifications act by altering the direction in which the dynein linker swings relative to the microtubule, rather than by reversing the asymmetric unbinding of the motor from the microtubule. Because the length and angle of the dynein stalk are fully conserved among species, our findings provide an explanation for why all dyneins move towards the minus end of the microtubule.
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                    Fig. 1: The stalk length is critical to align dynein motility along the long axis of the microtubule.


Fig. 2: The stalk angle is reversed by shifting the position of two conserved prolines.


Fig. 3: Reversal of the stalk angle does not disrupt nucleotide- and force-induced release of dynein from the microtubule.


Fig. 4: The directionality of dynein is reversed by altering the length and the angle of its stalk.



                


                
                    
                
            

            
                Data availability

              
              The generated yeast strains and the data that support the findings of this study are available from the corresponding author upon request.
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Extended data figures and tables

Extended Data Fig. 1 Mechanochemical cycle of dynein.
a, The AAA+ ring of a dynein monomer lies parallel to the microtubule, and the stalk is tilted towards the plus end at its base. In the absence of a nucleotide (apo) at AAA1, dynein is tightly bound to microtubules and the linker has a straight post-power stroke conformation, exiting the ring at AAA4. ATP binding to AAA1 (yellow) triggers microtubule release through a shift in the registry of a coiled-coil stalk, and the linker undergoes the priming stroke. At this pre-power stroke conformation, the linker is bent by a flexible hinge towards the middle of the ring and exits the ring at AAA2. The LSV is aligned with the long axis of the microtubule, and moves the MTBD towards the minus end. After ATP hydrolysis, the dynein head re-binds to the microtubule, and releases the inorganic phosphate (Pi). In the ADP-bound state, the linker undergoes a force-generating power stroke by moving back to its straight conformation. This pulls the cargo towards the minus end (black arrow). After ADP release, dynein returns back to the apo state for the next cycle.


Extended Data Fig. 2 Engineering the directionality of dynein motility.
Schematic of the helices (CC1 and CC2) at the stalk of yeast cytoplasmic dynein shows the heptad repeat hydrophobic contacts (black lines) in the core of the coiled-coil, when dynein is in a low-microtubule-affinity (Î²) state. Conserved proline residues at the base of the Dyn stalk are highlighted by magenta arrows. The three heptads deleted from the stalk of Dynâˆ’3hep are highlighted in green in Dyn. The three- and seven heptad repeats inserted into Dyn+3hep, Dyn+7hep and DynRK+7hep are highlighted in red. The inserted sequences were taken from the Drosophila melanogaster cytoplasmic dynein12. Point mutations inserted into DynRK and DynRK+7hep are highlighted in cyan.


Extended Data Fig. 3 Estimated orientation of the LSV relative to a microtubule as a function of stalk length.
a, A Dyn monomer was manually docked onto a tubulin dimer (PDB 3VKG10, 4RH711, 3J6G36 and 5SYF35). The LSV was defined as the displacement vector of the N terminus of the linker from pre- (V1258 of PDB 4RH7, red bead) to post-power stroke (A1526 of PDB 3VKG, green bead) conformation. The stalk axis was defined as the vector that connects S3100 to S3248 (PDB 4RH7), which lies in the same plane with LSV of Dyn. b, Definition of the principal axes. Dyn was manually docked onto a microtubule. The longitudinal axis (PA1) is directed towards the minus end of the long axis of the microtubule. The radial axis (PA2) is directed from the microtubule centre-of-mass towards the pre-power stroke conformation of the linker (V1258 of PDB 4RH7, red bead). The tangential axis (PA3) is perpendicular to PA1 and PA2, as shown. c, The LSV (black arrow) of Dyn is aligned with the microtubule axis and is parallel to PA1. The expected orientations of Dyn+3hep and Dynâˆ’3hep were modelled by alignment of the coiled-coils after insertions and deletions into the stalk. Insertion of three heptads into the stalk (Dyn+3hep) is expected to reorient the ring and rotate the LSVshort clockwise with respect to the minus end of the microtubule. Shortening the stalk by three heptads (Dynâˆ’3hep) is expected to rotate the LSVshort anticlockwise. d, Velocity analysis of dynein-driven beads around microtubule bridges. All of the beads moved towards the minus end of the microtubule. nÂ =Â 24, 20, 19 and 22 beads, from left to right. Centre line and error bars represent the mean and 5â€“95% confidence intervals. e, The comparison of the average LSV angles from molecular dynamics simulations (nÂ =Â 1,680 conformations from 3 different simulations) and the average pitch angles from helical rotation of dynein-driven beads (nbeadsÂ =Â 24, 20 and 19, and nrotationsÂ =Â 99, 59 and 72 for Dyn, Dyn+3hep, and Dynâˆ’3hep, respectively) reveals that the LSVshort determines the helical directionality of dynein. Error bars represent s.d. In d and e, P values are calculated from a two-sided t-test.


Extended Data Fig. 4 Alignment of the CC1 of the stalk region in 67 dynein heavyÂ chains.
The sequences are oriented from the N terminus to the C terminus in these alignments. Isoforms of dynein used in the alignment were grouped on the basis of the type and the organism (cytoplasmic (cyt1), axonemal outer arm (22Sab, 22Sg), axonemal inner arm (IA) and intra-flagellar transport (cyt2) dyneins). The Î± and Î² registry of the stalk coiled-coils is shown on top. Stalk length is conserved among dyneins. Fully conserved proline residues at the base of the MTBD that cause tilting of the stalk coiled-coils towards the plus end of the microtubule are highlighted in green. Other residues that are conserved at over 90% are highlighted in yellow.


Extended Data Fig. 5 Alignment of the CC2 of the stalk region in 67 dynein heavy-chains.
The sequences are oriented from the N terminus to the C terminus in these alignments. Isoforms of dynein used in the alignment were grouped on the basis of the type and the organism (cytoplasmic (cyt1), axonemal outer arm (22Sab, 22Sg), axonemal inner arm (IA) and intra-flagellar transport (cyt2) dyneins). The Î± and Î² registry of the stalk coiled-coils is shown on top. Stalk length is conserved among dyneins. Fully conserved proline residues at the base of the MTBD that cause tilting of the stalk coiled-coils towards the plus end of the microtubule are highlighted in green. Other residues that are conserved at over 90% are highlighted in yellow.


Extended Data Fig. 6 Calculation of stalk and LSV angles by molecular dynamics simulations.
a, Changes of the stalk angle in three independent molecular dynamics simulations of Dyn and DynRK, and one simulation of DynRK+7hep. In the DynRK1 and DynRK3 simulations, the stalk angle sharply increases around 50Â ns and 400Â ns, respectively and remains pointed towards the minus end after its reversal; 180Â° represents the tilting of the stalk towards the minus end. b, Left, stalk angle distribution for the DynRK simulations; 180Â° represents the tilting of the stalk towards the minus end of the microtubule. Right, the length of the LSV unit vector projected onto the long axis of the microtubule after the reversal of the stalk in DynRK1; âˆ’1 corresponds to LSV pointed towards the minus end. c, Stalk length distributions from molecular dynamics simulations and cryo-EM experiments (meanÂ Â±Â s.d., nÂ =Â 2,400, 2,400, 7,263, 7,263, 392 and 421 conformations, from left to right). Centre line and error bars represents the mean and 5â€“95% confidence intervals. P values are calculated from a two-sided t-test.


Extended Data Fig. 7 Cryo-EM image analysis of dynein monomers on microtubules.
a, A representative cryo-electron micrograph of Dyn monomers bound to microtubules with single monomers indicated with arrows, and enlarged insets. Scale bar, 100Â nm. nÂ =Â 98 micrographs from 1 grid for Dyn, and 235 micrographs from 2 grids for DynRK+7hep. b, A representative cryo-electron micrograph of DynRK+7hep monomers bound to microtubules with single monomers indicated with arrows, and enlarged insets. Scale bar, 100Â nm. c, A simplified depiction of the power spectrum of a microtubule as a method to determine microtubule polarity. Microtubules with different numbers of protofilaments have different degrees of protofilament skew around the long axis. This causes differences in the MoirÃ© patterns produced in cryo-EM images. These visual changes result in changes to the position of certain reflections in the microtubule power spectrum. As a result, right- and left-handed helix architectures can be differentiated by the relative positions of the JS (light green) and JNâ€“S (dark green) reflections. For right-handed helices, the JNâ€“S (RH, pink) reflection is further from the equator (blue) than the JS reflection, whereas for left-handed helices the JNâ€“S (LH, purple) reflection is closer to the equator than the JS reflection. When the microtubule is Fourier-filtered to only include information from the equator (blue), a characteristic arrowhead pattern is formed from the MoirÃ© patterns. For right-handed helix architectures, this points towards the plus end; for left-handed helix architectures, this points towards the minus end.Â ThirteenÂ protofilament microtubules were not included in theÂ analysis becauseÂ they haveÂ noÂ protofilament skew. d, An example power spectrum of an microtubule determined to be a right-handed helix. The enlargement on the right shows that the JS reflection is closer to the equator than the JNâ€“S reflection. e, A Fourier-filtered image produced from the equatorial reflections from the power spectrum in d (blue box). For right-handed helix architectures, the arrowheads point towards the plus end. Scale bar, 100Â nm. f, An example power spectrum of an microtubule determined to be a left-handed helix. The enlargement on the right shows that the JS reflection is further from the equator than the JNâ€“S reflection. g, A Fourier-filtered image produced from the equatorial reflections from the power spectrum in f (blue box). For left-handed helix architectures, the arrowheads point towards the minus end. Scale bar, 100Â nm. h, Orthogonal views of an atomic model of a dynein motor in an arrangement corresponding to the wild-type view, and synthetic projections produced from them. In this arrangement, the motor appears as an even ring. i, As in h, but with the model tilted 30Â° around the indicated axis. In this arrangement, the projection creates a crescent shape similar to that seen in the DynRK+7hep class (Fig.Â 2e), albeit with the ring and stalk unflipped; this suggests that the ring of DynRK+7hep is slightly tilted in relation to the microtubule.


Extended Data Fig. 8 Nucleotide- and force-induced release of Dyn and DynRK+7hep monomers from microtubules.
a, The normalized intensity of 100Â nM GFP-tagged Dyn and DynRK+7hep monomers on sea urchin axonemes under given nucleotide conditions. Similar to Dyn, DynRK+7hep released from microtubules in the ADPâ€“Pi state, mimicked by ATP and vanadate (Vi, nÂ =Â 40 axonemes from three independent measurements, meanÂ Â±Â s.d.). P values are calculated from a two-sided t-test. b, A model of the dyneinâ€“microtubule interaction shows two distinct binding modes in the apo state, with k1 and k2 representing force-induced release rates from the weak and strong states, respectively. The slow rate (k2) represents strong binding of the motor to its tubulin binding site, whereas the fast rate (k1) represents transient or nonspecific interactions of the motor with the microtubule. c, Cumulative probability distributions (solid circles) of the microtubule-bound time of Dyn monomers at given force ranges. The release rates (k1 and k2) were calculated by a two-exponential-decay fit (solid curves). d, Calculated k1 values from the exponential fit (Â±Â 95% confidence intervals) to the DynRK+7hep dwell time has similar force-dependence to Dyn. Each bin contains 120 dwells from 2 independent measurements.


Extended Data Fig. 9 DynRK+7hep monomers exhibit robust plus-end directionality in microtubule gliding and bead-motility assays.
a, Top, schematic of the microtubule gliding assay with monomeric dynein. Bottom, images from time-lapse recordings show gliding of polarity-marked microtubules by Dyn and DynRK+7hep monomers. Dyn glides microtubules with their plus end ahead, whereas DynRK+7hep glides microtubules towards the opposite direction. nÂ =Â 3 biological replicates. b, Microtubule gliding velocity and directionality of Dyn and DynRK+7hep in the presence and absence of 100Â mM KCl. Negative velocities correspond to minus-end directionality. nÂ =Â 45, 47, 27 and 70 from left to right, from two independent measurements. c, Schematic of the bead-motility assay with monomeric dynein (not to scale). N-terminally GFP-tagged monomers are attached to 860-nm diameter GFP-antibody-coated beads from their tail. d, Velocities of the beads driven by Dyn and DynRK+7hep monomers. nÂ =Â 29 and 24 from left to right, from three independent experiments. In b and d, the centre line and edges represent the mean and 5â€“95% confidence intervals, respectively. P values are calculated from a two-sided t-test.


Extended Data Table 1 Engineering and testing of dynein mutantsFull size table
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Video 1: Helical movement of cargo beads carried by dynein.
Example recordings of 500 nm diameter cargo beads driven by Dyn, Dyn+3hep and Dyn-3hep on MT bridges on 2 Âµm diameter beads coated with SRS-MTBD85:82. The movies were acquired at 10 Hz under bright-field illumination. A fluorescent image of Cy3-labeled MTs (arrow) has been superimposed in the first frame. White arrowhead indicates the monodisperse cargo beads that walk on the bridges. The xy positions of the beads were determined by Gaussian fitting and the z position was determined from their intensities (from left to right, nbeads = 24, 20, 19 and nrotations = 99, 59, 72 from two independent experiments).


Video 2: MD simulations show the reversal of dyneinâ€™s stalk by altering the position of the proline residues at its base.
MD simulations of Dyn1 and DynRK-1 (blue and cyan, respectively) are shown over 72 ns. The pre-powerstroke conformation of dynein was selected for the starting point of the simulations. 0 ns represents the minimized and equilibrated structure. Reverse tilt transformation of DynRK takes place during time interval 20-50 ns. Conformers were sampled each 0.1 ns. Each conformer was docked on the MT after the MD simulations. Trajectories were smoothed over a window size of 5. Water and ions were not shown for clarity (n = 3 independent simulations for Dyn and DynRK).


Video 3: Variation in stalk angle from CryoEM images.
For both Dyn and DynRK+7hep, particles were picked and aligned to each other in Relion. Particles were sorted with ascending stalk angles and averaged as sets of 15 frames to increase contrast. Particles have a broad distribution of stalk angles, centered on a pivot at the base of the stalk. The striking difference is the complete reversal of stalk angle of DynRK+7hep compared to Dyn, such that most particles point in the opposite direction. Scale bar corresponds to 20 nm (n = 392 particles from 1 grid in Dyn and 421 particles from 2 grids in DynRK+7hep).


Video 4: Example recordings of MT gliding assays at 0 mM KCl.
GFP-tagged motors were immobilized to the glass surface from their tails via the GFP-antibody. The minus-end of MTs was polarity marked with bright Cy5-labeled NEM tubulin seeds. The assays were performed at 1 mM ATP without additional salt (0 mM KCl). The movies were recorded at 1 Hz under TIRF illumination. Only MTs with a single bright end were analyzed. Dyn glides MTs with their dark (plus) ends in the lead, whereas DynRK+7hep glides MTs with their bright (minus) ends in the lead (n = 38, 49, 59, 49 MTs for Dyn, Dyn+7hep, DynRK and DynRK+7hep, respectively).


Video 5: Example recordings of MT gliding assays with DynRK+7hep at various salt concentrations.
GFP-tagged motors were immobilized to the glass surface from their tails via the GFP-antibody. The assays were performed at 1 mM ATP with 0, 100 and 175 mM additional KCl in the assay buffer. The movies were recorded at 1 Hz under TIRF illumination. The minus end of MTs was polarity marked with bright Cy5-labeled NEM tubulin seeds. Only MTs with a single bright end were analyzed (n = 49, 83 and 53 MTs from left to right).


Video 6: Example recordings of single-molecule motility assays.
Full-length GFP-DynRK+7hep was labeled at its N-terminus with anti-GFP coated 655-nm QDs. At the beginning of the movie, Cy3-labeled polarity marked MTs were imaged under 532 nm excitation to determine the MT polarity. Later, excitation was switched to 488 nm for QD imaging at 1 Hz under TIRF illumination. GFP and QD fluorescence were superimposed after data collection (n = 52 motors).


Video 7: Example recordings of bead motility driven by monomeric dyneins.
500 nm diameter cargo beads were driven by multiple GFP-Dyn or GFP-DynRK+7hep monomers on surface immobilized axonemes. Motors are attached to GFP-antibody coated beads through the GFP tag at their N-termini. MT polarity was determined from the directionality of single TMR-labeled native dynein dimers (GST-Dyn-TMR) added to the assay chamber. GFP (green) and TMR (red) signals were simultaneously recorded at 1 Hz under TIRF illumination. White and yellow arrows indicate the motility of beads and TMR-dynein dimers, respectively, on the same MT (n = 29 and 24 from top to bottom from three independent experiments).
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