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Abstract 
 

 

 

Introduction 
 
Low-density lipoprotein (LDL) is a complex macromolecular nanoparticle that facilitates the transport of 
fat-soluble molecules such as triglycerides and cholesterol between the liver and peripheral tissues [1]. 
LDL particles range in diameter from ~17-28 nm and consist of a monolayer of phospholipid and free 
cholesterol (CHS) with embedded apolipoproteins, all surrounding a core of primarily triglycerides (TGs) 
and cholesteryl esters (CE) [1-3]. LDL particles are heterogeneous in size, shape, and composition, 
and multiple subclasses of LDL are categorized with different properties and metabolic origins [4]. Some 
start in the liver as large (~40-70 nm) triglyceride-rich very low-density lipoprotein (VLDL), then evolve 
through successive metabolic stages—first into intermediate-density lipoprotein (IDL), then into the 
smaller triglyceride-depleted cholesterol-rich LDL [1]. Other subclasses are synthesized de novo and 
secreted directly as LDL [4]. Central to the structure and function of every LDL particle is a single copy 
of apolipoprotein B100 (apoB100), a ~550KDa protein that not only governs the particle's hepatic 

Low-density lipoprotein (LDL) plays a central role in lipid and cholesterol metabolism and 
is a key molecular agent involved in the development and progression of atherosclerosis, 
a leading cause of mortality worldwide. Apolipoprotein B100 (apoB100), one of the largest 
proteins in the genome, is the primary structural and functional component of LDL, yet its 
size and complex lipid associations have posed major challenges for structural studies. 
Here we overcome those challenges and present the first structure of apoB100 from human 
LDL using an integrative approach of cryo-electron microscopy, AlphaFold2, and 
molecular dynamics-based refinement. The structure consists of a large globular N-
terminal domain that leads into a ~58 nm long x 4 nm wide continuous amphipathic β-sheet 
that wraps completely around the circumference of the particle, holding it together like a 
belt. Distributed symmetrically across the two sides of the β-belt are 9 strategically located 
inserts that vary in size from ~30-700 residues and appear to have diverse functions. The 
largest two form long flexible strings of paired amphipathic helices that extend across the 
lipid surface to provide additional structural support through specific long-range 
interactions. These results suggest a mechanism for how the various domains of apoB100 
act in concert to maintain LDL shape and cohesion across a wide range of particle sizes. 
More generally, they advance our fundamental understanding of LDL form and function 
and will help accelerate the design of potential new therapeutics. 
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synthesis and structural cohesion but also mediates interactions with the LDL receptor (LDL-r), thereby 
directing cellular LDL uptake [1, 5, 6].  
 

While instrumental in lipid and cholesterol homeostasis, LDL also has important pathological 
significance as elevated serum levels contribute to the development and progression of atherosclerosis, 
a leading cause of cardiovascular morbidity and mortality worldwide [7-9]. This pathogenic process 
initiates when LDL particles become retained in the arterial wall and oxidized. The uptake of oxidized 
LDL by macrophages transforms them into cholesterol-laden foam cells, marking the onset of plaque 
formation [8]. Therefore, therapeutic strategies against atherosclerosis have prominently focused on 
lowering LDL levels, with statins and proprotein convertase subtilisin/kexin type 9 (PCSK9) inhibitors 
emerging as the most efficacious pharmaceutical agents [10, 11]. In addition to dietary influences, there 
are >100 mutations in the APOB gene known to affect LDL levels, some associated with early-onset 
disease and mortality [12-14]. 
 

LDL has long resisted structural characterization at the molecular level, not only because of its size and 
complexity but because of the extensive heterogeneity in lipoprotein preparations [15-21].  The last 
decade has seen the emergence of cryo-electron microscopy (cryo-EM) as a viable approach for 
solving high-resolution membrane protein structures [22, 23].  In recent years, it has become possible 
to extend the molecular detail available from mid-resolution cryo-EM maps using the artificial 
intelligence encoded in programs like AlphaFold, which are often applied in tandem with structural 
refinement techniques involving molecular dynamics (MD) simulation [24-28]. Thus, with improvements 
in sample homogeneity and extensive computational sorting and classification of cryo-EM images, 
combined with advances in protein structure prediction and modeling, a detailed understanding of LDL 
molecular structure is now achieved. 

Results 
 

Cryo-EM reconstruction of human LDL 
 
In preparation for structural characterization, LDL isolated from human serum by ultracentrifugation was 
purchased from a commercial vendor and further purified by size-exclusion chromatography (SEC). In 
addition to apoB100, gel electrophoresis revealed several smaller bands possibly corresponding to 
other exchangeable apolipoproteins as well as albumin, most of which were excluded by the SEC step 
(Extended Data Figure 1B-C). The slowest eluting fractions of LDL, corresponding to the smallest 
particles, were pooled, and prepared for cryo-EM imaging (Extended Data Figure 1A). We collected 
~4K micrographs and selected ~600K LDL particles for further processing (Figure 1A-B, Extended Data 
Figure 2A-C, Extended Data Table 1). The particle diameters ranged from 16.2-22.4 nm (mean = 19.3 
nm), suggesting the larger LDL species were successfully excluded, and their mean eccentricity was 
0.48 (Figure 1C, Extended Data Figure 3A-C). Of these particles, ~30% contained well-ordered stacks 
of high-density features in their core shown previously to correspond to the liquid crystalline phase of 
CE (Fig. 1B, Extended Data Figure 2,3) [19-21, 29]. These particles were excluded from the dataset as 
they biased the alignment unfavorably towards the core. A subset of particles that showed high-intensity 
features on their surface, interpreted as apoB100, were selected for further processing (Figure 1B, 
Extended Data Figure 2A). Extensive two-dimensional (2-D) and three-dimensional (3-D) classification 
resulted in a final reconstruction of the entire LDL particle at a global resolution of ~9 Å from ~53K 
images (Figure 1C, Extended Data Figure 2B, Extended Data Movie 1). At high contour levels, the map 
reveals a well-resolved (~6-7 Å local resolution; Extended Data Figure 2D) globular protein domain 
connected to a continuous belt of high density that wraps around the particle’s circumference (Figure 
1D). This belt divides the particle into two sides that when viewed from the “front” can be labeled the 
left (L) and right (R) faces (Figure 1D). At lower contours, additional features appear on the surface, 
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until ultimately most of the exterior and interior are fully occupied. The large-scale morphology of the 
particle is semi-discoidal with polygonal features and dimensions of ~17 nm x 20 nm (Figure 1E), 
placing it within the small dense LDL subclass [30]. The core is mostly disordered but retains a hint of 
liquid-crystalline CE packing, with the planar stacks oriented perpendicular to the curved face of the 
disc (Figure 1E). Reconstructions of different 3-D classes without any ordered CE were also obtained, 
yet no differences in peripheral features were observed (Extended Data Figure 2E). Lastly, using our 
full particle map, we generated a soft mask around the globular domain for focused refinement, 
achieving a reconstruction with local resolutions of up to ~4.5 Å in this region (Extended Data Figure 
2C). 
 

Atomic model of apoB100 
 
We next endeavored to construct an all-atom model of full-length apoB100 guided by our cryo-EM data. 
Given the lack of any existing high-resolution structural data, AlphaFold2 (AF2) [24] was employed to 
predict the complete 4563 residue structure of apoB100 as three contiguous overlapping fragments 
(Extended Data Figure 4A-C), which each exhibited reasonably high pLDDT confidence scores overall 
(Extended Data Figure 4A, D). When combined, the resulting structure could be divided grossly into 
two sections: (1) a globular N-terminal domain (NTD) ~1000 residues in size and (2) a large C-terminal 
domain (CTD) consisting of a continuous ~58-nm long x 4 nm wide β-sheet, which we term the β-belt, 
interspersed with 9 inter-strand inserts ranging in length from ~30-700 residues (Figure 2A-B). The 
overall topology of the NTD and β-belt structures clearly matched the well-resolved regions of density 
in the cryo-EM map (Figure 1D, Extended Data Figure 5A). However, in the absence of the lipid particle, 
which could not be modeled with AF2, the predicted fragment models are collapsed into compact 
structures inconsistent with our data (Extended Data Figure 4A-C). We, therefore, used molecular-
dynamics flexible fitting (MDFF) [27, 28] to refine the fragment conformations sequentially, starting with 
the NTD and then extending the model into the β-belt density (Extended Data Movie 2). These targeted 
regions matched our data well as evidenced by a high corresponding map-to-model cross-correlation 
(Extended Data Figure 5A) and provided a solid basis for interpreting the 9 more sparsely resolved 
inserts. Of these, the small inserts, 3, 5, and 7 (~30-40 residues in length), which are predicted to be 
mostly unstructured, required little or no modification to fit the map, while the intermediate-sized inserts, 
1, 2, 6, and 8 (~90-170 residues in length), primarily required the use of MDFF to ‘flatten’ them out onto 
the surface. The two largest inserts, 4 and 9, which are 695 and 493 residues long, respectively, are 
both predicted to form strings of amphipathic helices that fold back on themselves into pairs separated 
by flexible loops, akin to the helical apolipoproteins like apolipoprotein A-1 (apoA-1) [31-33]. Several 
prominent regions of density in the cryo-EM map suggest that these inserts mediate long-range 
interactions across the LDL particle (Figure 1D) as described in greater detail below. We therefore 
employed a combination of MDFF and distance-based biasing potentials to systematically attract 
segments of these inserts with distal regions of the apoB100 structure whilst preserving their overall 
topology. We found close agreement between our final model and a comprehensive list of chemical 
cross-links reported in a recently published study [34] (Supplemental Information, Extended Data 
Figure 6). Taken together, our cryo-EM data and all-atom model establish for the first time the 
quintessential structural characteristics of full-length apoB100 in its native lipoprotein environment. 
 

Structure of the apob100 NTD 
 
The NTD can be divided into 3 subdomains that we term here: (1) the β-barrel (residues 28-319), (2) 
the helical bundle (residues 320-634), and (3) the baseplate (residues 635-1010) (Figure 2A-C). 
Residue 1010 was chosen to mark the end of the NTD because it corresponds to a small loop that 
separates the baseplate from the C-terminal β-belt. The first 27 residues correspond to a signal peptide, 
which is cleaved from the mature protein [6]. It should be noted that the residue numbering we use here 
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includes the signal peptide. The β-barrel projects away from the surface of the particle at ~35° and is 
the most prominent protein feature in the cryo-EM images (Figure 1B, Extended Data Figure 2A). It is 
composed of 11 strands and 3 helices, with one plugging the core of the barrel and another contacting 
the lipid surface, and it contains the smallest lipid-bound area of any domain (Figure 2D). The helical 
bundle is composed of 17 short helices and its arrangement can be described as a super-helical right-
handed coiled-coil with a two-helix repeating unit [35] (Figure 2B-C). It lies partially on top of the 
baseplate with the central section contacting the lipid surface via 3 amphipathic helices (Figure 2D). 
The baseplate lies underneath the β-barrel and helical bundle and is composed of two amphipathic β-
sheets separated by an amphipathic helix (Figure 2D). The first β-sheet is 6 strands long and has a 75 
residue inter-strand insert between strands 4 and 5 composed of 3 amphipathic helices that project 
down from the baseplate. The second β-sheet is 8 strands long and roughly twice as wide as the first. 
The first 5 strands are the longest and extend upwards into the bottom of the β-barrel, while the last 3 
are shorter and run in the opposite direction within the sheet. The NTD contains 7 of the 8 disulfide 
bonds in apoB100: 4 in the β-barrel, 2 in the helical bundle, and 1 in the baseplate (Extended Data 
Figure 7A).  

 

The NTD Is homologous to other LLTP superfamily members but adopts a 
more planar conformation on the surface of the particle 
 
ApoB100 belongs to the large lipid transfer protein (LLTP) superfamily along with 
vitellogenin/lipovitellin, the main apolipoprotein of egg yolk, and microsomal triglyceride transfer protein 
(MTP), among others [36, 37]. MTP, which is essential for VLDL formation in the liver, is known to 
associate with apoB100 and is responsible for transferring lipids to the apoB100-containing nascent 
lipoprotein particle [38-41]. Both lipovitellin and MTP share ~30-40% sequence similarity with the NTD 
and both have been previously crystallized, displaying similar conformations [35, 42-44]. At the domain 
level, our structure largely confirms previous homology models of the NTD based on these crystal 
structures [34, 45],  however, it exhibits a unique conformation not yet seen in this class of proteins. 
Comparison of the relaxed NTD structure with lipovitellin and MTP yielded root mean squared 
deviations (RMSD) of ~35 Å, with the largest deviations occurring in the helical bundle and baseplate 
(Figure 2E, Extended Data Figure 7B). In both lipovitellin and MTP, these regions exhibit a much tighter 
radius of curvature, which creates a self-contained lipid-binding cavity critical to their function. In line 
with this observation, the initial AF2 prediction of the NTD also exhibited a tighter radius of curvature, 
with some variation in curvature among the top 5 ranking models, which relaxed into a more planar 
conformation during refinement (Figure 2E, Extended Data Figure 7B).  This predicted flexibility is 
further illustrated when the structure is segmented by the AF2 pae matrix [46], which divides the NTD 
in two down the center of the helical bundle and baseplate (Extended Data Figure 7C).  Closer 
inspection of 3-D classification results from our cryo-EM data revealed some flexion in the NTD about 
this axis (Extended Data Movie 3), albeit not as pronounced, while anisotropic network modeling of the 
NTD produced a lowest-energy mode corresponding precisely to this same motion (Extended Data 
Figure 7D), suggesting it is intrinsic to the structure. Therefore, it seems plausible that the NTD of 
apoB100 could also adopt a more curved conformation with a lipid-binding cavity, for instance, during 
the early stages of protein synthesis and particle formation, as previously recognized [42, 45, 47, 48], 
but which can flatten out as the particle matures or curl back up as it is metabolized and shrinks. 
 

The highly conserved β-belt is the primary structural domain of LDL 
 
The CTD of apoB100 can be subdivided into the β-belt (1774 residues) and 9 inter-strand inserts (1779 
residues) (Figure 3A-B). The β-belt is the largest single domain in apoB100 and is highly conserved 
(Extended Data Figure 8A-B). It is composed of 120 strands between 3 and 16 residues long (mean = 
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11), with an average width of ~4 nm (Figure 3B). This implies it cannot account for the full 17 nm width 
of the particle along the curved face (Figure 1D). Indeed, when viewed from the “front”, we see that the 
β-belt is tilted ~35-45° relative to the long axis of the particle (Figure 2B). This tilt arises from the 

staggered arrangement of the first ~20 β-strands which are followed immediately by the only sharp 
bend in the β-belt, a distinctive feature visible in the 2D class averages (Figure 1B, 2B, and Extended 
Data Figure 2A). This bend arises from the twisted arrangement of the β-belt in this region, which is 
present in the initial AF2 prediction and therefore not likely an induced conformation on the particle 
surface (Extended Data Figure 4A), implying it may have an important functional role, such as ensuring 
that the β-belt is properly oriented along the surface. After looping completely around the circumference, 
the β-belt passes back behind the full length of the NTD (Figure 2B). Although a few interactions are 
observed in our model between the NTD and β-belt, as well as between the NTD and inserts 6 and 8, 
these regions do not mesh tightly together and appear largely distinct within our cryo-EM map (Figure 
2B). In light of this, we propose a mechanism whereby the β-belt can freely tighten and loosen, “sliding” 
past the NTD when needed, to accommodate different particle sizes. In addition to possessing this 
necessary flexibility, it has been shown that amphipathic β-sheets of apoB100 are critical structural 
domains that serve as sites for lipid incorporation during particle synthesis [49-51] and are strongly 
associated with the lipid membrane and/or hydrophobic core of particle [52-54]. This is consistent with 
the ~55,720  Å2 of buried surface area observed in our structure. Along these lines, our cryo-EM data 
contains some evidence of coordinated lipids/CHS/CE/TG on the inner face of the β-belt at low-to-
intermediate contour levels (Extended Data Figure 2E). Taken together, these results suggest that the 
β-belt is the primary structural domain of apoB100 responsible for maintaining LDL shape and cohesion. 
 

The nine C-terminal inserts are arranged in evenly spaced pairs along the β-
belt 
 
Interspersed within the β-belt are the 9 inter-strand inserts, which are composed of ~60% amphipathic 
α-helices, ~30% coils, and ~10% small amphipathic β-sheets (Figure 3B-C). They are on average less 
conserved than the other domains in apoB100 (Extended Data Figure 8). The smallest, inserts 3, 5, 
and 7, are mostly unstructured, while inserts 1 and 9 are predominantly helical, inserts 2 and 8 are 
predominantly β-sheets, and inserts 4 and 6 are a mixture of both. Five of the inserts project onto the 
L-face of the particle and four project onto the R-face (Figure 3B-C), and both faces contain one large 
helical insert along with several smaller ones. In addition, the first eight inserts are arranged along the 
β-belt in relatively evenly spaced pairs separated by a single β-strand and such that they project onto 
opposite faces (Figure 3B), suggesting a possible preference for symmetry across the two sides of the 
β-belt. However, despite this paired arrangement, there exists a relative imbalance across the two 
faces, in both the size and structure of the inserts. The L-face (687 residues) contains the 3 small 
unstructured inserts along with inserts 1 and 9, which are both entirely helical; the R-face (1081 
residues) contains the three medium-sized inserts, 2, 6, and 8, which are predominantly β-sheets, and 
insert 4, which also contains a distinct β-sheet domain. This imbalance suggests the two faces of the 
particle may have unique properties and functional roles as described below. 
 

Insert 9 forms an expandable trefoil-shaped appendage and is the primary 
structural domain of the L-face 
 
The L-face of the particle contains the small unstructured inserts 3, 5, and 7, the medium-sized helical 
insert 1, and the large helical insert 9. Insert 9 is located at the C-terminal tip of the β-belt, originating 
on the third to last β-strand on the L-face and returning on the last strand on the R-face, such that the 
β-belt is capped by two strands running in the opposite direction (Figure 3B). It is the only insert that 
does not have a pair on the opposite face. The L-face of our cryo-EM map shows a high-density feature 
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loosely in the shape of a 3-point star with roughly linear segments separated by 120o (Figure 1D, 
Extended Data Figure 5B). Although AF2 predicted insert 9 to be a series of helical bundles that were 
folded back on themselves (Extended Data Figure 4A), the location of several small breaks suggested 
the existence of three distinct arms composed of pairs of helices (Extended Data Figure 9A). Indeed, 
once flattened out and relaxed into the map via MDFF, insert 9 was clearly arranged into a trefoil 
matching the distinct density feature just mentioned (Figure 3B, Extended Data Figure 5B), with the 
three arms meeting roughly in the center, creating the domed shape of the L- face (Figure 3C). 
Interestingly, when bound to the spherical form of high-density lipoprotein, apoA-1 also forms a trefoil 
[55]. If we label each arm by the order it appears in the sequence, we see that arms 1 and 2 are the 
longest (~15-16 nm) and are composed of two pairs of helices separated by linkers that are bent at 
~50° and ~90°, respectively, while arm 3 is the shortest (~10 nm) and is composed of a single pair of 
helices. The arms of insert 9 are arranged perfectly to make long-range contacts at five roughly evenly 
spaced locations along the β-belt. The tip of arm 3 is positioned to contact the edge of the β-belt near 
residue 1720, while arm 2 is positioned to contact both inserts 3 and 5 at the tip and linker, respectively. 
The linker of arm 1 is positioned to contact insert 7 and insert 1 is positioned to contact the proximal 
segment of arm 1. This model for insert 9 is remarkably well-supported by chemical crosslinking data 
(Extended Data Figure 6A). When the L-face is viewed as a whole, it appears that insert 9 forms an 
expandable scaffolding-like appendage that reaches across the entire L-face and that inserts 1, 3, 5, 
and 7 are all positioned strategically along the β-belt to support it. The orientation of the proximal 
segment of arm 1 and its interaction with the β-belt and insert 7 are both predicted by AF2 with relatively 
high pae scores at the interfaces (Extended Data Figure 4D, 9B), suggesting the conformation observed 
here may represent the lowest energy state of apoB100. 

 

Insert 4 forms an extended prong-shaped appendage with two highly 
articulated arms and is the primary structural domain of the R-face 
 
The opposing R-face of the particle contains inserts 2, 4, 6, and 8. Insert 4, which is the largest, forms 
an extended prong-shaped appendage with two highly articulated arms composed mostly of paired 
amphipathic helices separated by linkers. It occupies a region that extends from just below the NTD 
down through to the bottom right edge of the curved face of the semi-discoidal particle (Figure 2B, 3D). 
Consistent with having a more flexible structure, it is less well-resolved on average than insert 9, and 
the cryo-EM density is suggestive of a mixture of conformations. Arm 1 (346 residues) is the most 
uniformly helical, containing ~8 pairs of helices, and it extends >30nm across the particle surface to 
contact the helical insert extending from the bottom of the baseplate (termed insert 0 to distinguish it 
from the β-belt inserts), as well as the helix separating the two β-sheets (Figure 3D). Instead of 
extending straight across the center of the R-face, it follows a curved path running roughly parallel to 
the β-belt, forming the bottom right edge of the particle (Figure 3D). Arm 1, the NTD, and the inner edge 
of the upstream β-belt enclose a circular region ~14 nm wide that makes up the largest and flattest 
protein-free surface on the particle, which consequently has the weakest density in our cryo-EM map 
(Figure 1D). The base of the prong where the two arms meet sits adjacent to the β-belt, with the 
descending edge of arm 2 resting on top of it. This region is the best-resolved section of insert 4 and 
fits well into a prominent density feature in the map (Extended Data Figure 5C). The conformation of 
this segment is also present in the AF2 predictions, providing further support for our model (Extended 
Data Figure 4A, 9B), and again, suggesting this conformation may represent the lowest energy state.  
Arm 2 (327 residues) extends upwards between arm 1 and the β-belt where it can likely take on several 
conformations and interact with insert 2 (Figure 3D). Arm 2 is predicted to be less ordered and less 
uniformly helical. The ascending edge is composed of strings of helices like arm 1 and extends ~24 nm 
across the particle surface, but at the distal end, a loosely ordered group of proline-rich β-hairpins 
flanked by short helices fold back onto the ascending edge, forming a somewhat cohesive domain. 
Although we could not unambiguously determine the orientation of this domain, its center-of-mass fit 
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clearly into the prominent high-density feature at the “pointy” edge of the particle precisely where the 
β-belt makes a relatively sharp bend. Rigid docking of the isolated domain suggests two potential 
orientations, which differ by a ~90o rotation along with an accompanying change in the positioning of 
insert 2, which, given its location, may either interact directly with arm2 or point back towards the NTD 
(Extended Data Figure 5C). It seems plausible that inserts 0 and 2 play a support role for insert 4 like 
the small inserts on the L-face, helping to anchor the two arms in place and/or coordinate their 
dynamics. Despite the reduced local resolution in this region of the map, our proposed structure is well-
supported by the published chemical crosslinking data [34](Extended Data Figure 6). This data also 
shows evidence for a possible alternative conformation where arm 1 contacts insert 6 instead of the 
NTD. Although such a conformation would be physically possible, it is not supported by our cryo-EM 
data (Extended Data Figure 6B).  

 

Inserts 6 and 8 have similar structures and fall within the putative LDL-r 
binding region 
 
The last two inserts, inserts 6 (156 residues) and 8 (166 residues), primarily occupy a region near the 
NTD in our model, forming several loose interactions with each other and the NTD. Overall, they are 
similar in size and structure, composed primarily of loosely folded amphipathic β-hairpins enriched in 
proline residues (Figure 3E). Insert 6 contains a single 35-residue-long α-helix in addition to the only 
disulfide bond outside the NTD (C3194:C3324), which links the ascending and descending strands 
near the base of the domain. Insert 8 has a small α-helix at the tip of the final hairpin, which contacts 
the helix of insert 6 in our model. Between the two, insert 8 is better resolved in our cryo-EM map, and 
fits clearly into a high-density feature positioned directly behind the NTD (Extended Data Figure 5C). 
This is further evident by the higher average pLDDT scores and the more uniform conformations among 
the five top-ranking AF2 predictions (Extended Data Figures 4A, 9C). The structure of insert 8 roughly 
matches the shape of the top boundary of the NTD, suggesting it may serve as a buffer between the 
NTD and β-belt, although its function is still unknown. Insert 6 on the other hand, is the most poorly 
resolved insert in our cryo-EM map (Extended Data Figures 2D, 5C), implying it is either dynamic, 
poorly folded, and/or loosely associated with the lipid surface. Along these lines, this region exhibited 
lower (~40-50) pLDDT scores as well as alternative predicted conformations (Extended Data Figure 
4A, C).  
 

Although the function of insert 6, as with insert 8, is not apparent from the structure alone, current 
evidence suggests that the most probable location of the LDL-receptor (LDL-r) binding site (RBS) falls 
within the region loosely spanning these inserts, with some of the strongest evidence pointing to regions 
within insert 6 [5, 56-65]. For example, of the two most widely discussed proposed locations, termed 
Site A and Site B, Site A is positioned partially within insert 6 (residues 3173–3185), while Site B falls 
within the β-belt between inserts 6 and 8 (residues 3379–3395). A more recent study identified the 
fragment between residues 3209-3242 within the α-helix of insert 6 (Figure 3E) as the principal 
candidate for the RBS [57], while another study reported that an antibody whose epitope contains 
residue 3276, which is within the β-domain of insert 6 (Figure 3E), completely blocks LDL-r binding [56]. 
As a preliminary experiment, we used AF2 to predict the potential complex of LDL-r and insert 6, 
resulting in a model that located the binding site fully within the fragment spanning residues 3209-3242, 
albeit with only modest pae scores at the interface (Extended Data Figure 10A-C). It is believed that 
the RBS on apoB100 only becomes fully exposed after VLDL is converted to LDL and that this 
conversion is associated with a conformational change of apoB100 and/or the loss of other 
exchangeable apolipoproteins[64, 66-68]. It has also been reported that the small dense LDL 
subspecies, which are typically defined as particles with a diameter <22-25 nm, bind LDL-r with lower 
affinity [69-71]. This implies that the RBS may be presented sub-optimally in our structure, which has a 
diameter of only ~20 nm. Given the positioning of insert 6 near insert 8 and the NTD, we expect that its 
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local environment would change as the particle grows and shrinks in a way that could affect potential 
receptor binding, while the disulfide bond at the base would keep it properly folded. It should be noted 
that regions roughly corresponding to inserts 6 and 8 were previously identified based on their high 
proline content and susceptibility to protease digestion [54, 72]. This latter fact led the authors to 
conclude these regions may form compact structures that are unattached to the particle surface. This 
is consistent with our cryo-EM data in the case of insert 6, given its particularly poor resolution 
(Extended Data Figure 2D, 5D). Insert 8, on the other hand, is quite well-resolved and clearly bound to 
the surface; however, it is possible that when not constrained by the NTD on larger particles, it could 
diffuse more freely.  
 

A model for apoB100 conformational change 

ApoB100 containing lipoproteins vary substantially in size, shape, and chemical composition; from the 
largest VLDLs (~70 nm diameter, ~220 nm circumference) to the smallest LDL (~17 nm diameter, ~53 
nm circumference)[1], necessitating that apoB100 be flexible and robust enough to accommodate this 
wide range of conditions. Our structure suggests a potential mechanism for how the various domains 
of apoB100 act together in coordination to maintain particle shape and cohesion at different particle 
sizes (Figure 4). We propose the following four structural changes are able to occur in unison: (1) the 
NTD can curl up or flatten out to match the curvature of the particle, (2) the β-belt can tighten and 
loosen around the circumference, (3) insert 9 on the L-face can expand or compress by bending arms 
1 and 2 about their flexible linkers while maintaining at least 2 additional points of contact along the 
length of the β-belt, and (4) insert 4 on the R-face can compress inward or straighten out by bending 
about its numerous flexible linkers all while maintaining its long-range contacts and orientation along 
the bottom right edge of the particle. While our structure paints a clear picture of how the L-face inserts 
might work together, the conformations and apparent functions of the R-face inserts are less clear. For 
instance, it is unclear what role inserts 6 and 8 might play in this process. On a larger particle, they 
would be freed from behind the NTD and available to potentially interact, either with each other or with 
other inserts like insert 4, as suggested by the chemical crosslinking data [34] (Extended Data Figure 
6A). On a smaller particle, they would be pulled further behind the NTD, becoming even more isolated 
from the rest of the R-face. However, as described above, such changes to inserts 6 and 8 may be 
linked to their potential role in receptor binding and have little to no influence on the structural transitions 
required to maintain particle cohesion. Finally, when modeling the possible conformation of apoB100 
on even larger lipoproteins such as VLDL, it is clear apoB100 would have less of an impact on their 
structure and lose the ability to form long-range interactions between inserts (Figure 4). In support of 
this hypothesis, no long-range chemical cross-links were observed within apoB100 associated with 
VLDL [34].  
 

Discussion 
 
With the structure of apoB100 finally revealed, the past five decades of research can now be placed 
into the proper context. While such a monumental endeavor is beyond the scope of this study, we can 
address some of the important higher-level concepts. For instance, the prevailing structural model of 
apoB100, the pentapartite model, which has remained largely unchanged since its inception [54, 73], 
can now be updated along with the nomenclature. This model divided apoB100 into five domains 
termed βα1, β1, α2, β2, and α3. It was discovered early on that apoB100 contained primarily 
amphipathic secondary structural elements, and for the most part, the pentapartite model correctly 
distinguished between the β-sheet and α-helical content of the protein, although the exact boundaries 
were poorly defined [54]. βα1 corresponds to what had already been termed the NTD. Once the crystal 
structures of lipovitellin and MTP were solved, the exact boundaries of the apoB100 NTD were more 
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clearly delineated based on homology modeling and differ only slightly from the ones we define here 
[54]. For the three sub-domains of the NTD, our nomenclature matches what has been used in the 
literature except for the third sub-domain, which we termed the baseplate, considering its role in 
supporting the other two sub-domains on the particle surface. Next, we found that β1 and β2, which 
were believed to form two independent domains, are part of the same continuous β-sheet, which we 
termed the β-belt. The idea of a belt-like structure has been proposed before [74, 75], though it was 
assumed the belt was broken by the large α2 domain. In addition, our structure reveals that α2 and α3 
correspond to the large inter-strand inserts 4 and 9, respectively. Given their size and structural 
importance, it could be helpful if they retained unique domain names, in which case, we suggest simply 
renaming them α1 and α2 to better match the updated nomenclature. Considering the functions of 
inserts 6 and 8 are unknown, and inserts 1, 2, 3, 5, and 7 all appear to play more subtle roles in 
supporting the α domains, we suggest they be referred to simply by their insert numbering. If it becomes 
apparent that one or more of these inserts have a distinct functional role, for example, if insert 6 proves 
to be the receptor-binding domain, then the nomenclature can be updated. 
 

The APOB gene encodes for both apoB100, and a truncated form called apoB48, a product of RNA 
editing that is composed of the N-terminal 48% of the protein only [76, 77]. ApoB48 is the primary 
apolipoprotein on chylomicrons, the largest class of lipoproteins (100s to >1000 nm in diameter) which 
are synthesized in the intestines and responsible for the packaging and transport of dietary-derived 
lipids[1]. From the structure apoB100, we can infer the structure of apoB48, which ends at residue 
2179, placing the C-terminus within the fourth helix of insert 4, about halfway up the ascending edge of 
arm 1 (Extended Data Figure 11A). The possible function of this short segment of insert 4 is unclear, 
but perhaps it serves as a binding site for other exchangeable apolipoproteins. It is also not clear what 
functions inserts 1-3 would serve. It is clear, however, considering the size of chylomicrons, that apoB48 
would have minimal impact on particle structure. 
 

Metabolically, lipoprotein levels in the blood are tightly regulated, and when they become either too high 
or too low it can lead to serious illness [78]. In the context of atherosclerosis, the atherogenic potential 
of LDL is dose-dependent [9], therefore a significant medical emphasis is placed on maintaining levels 
as low as possible. In addition to being strongly influenced by diet and metabolic health [79], LDL levels 
are also affected by numerous genetic mutations [80]. For instance, there are >100 known disease-
causing mutations in the APOB gene alone. Some of these cause elevated LDL levels, as seen in 
conditions like familial hypercholesterolemia (FH) and familial defective apolipoprotein B100 (FDB), 
while others may lead to lower levels, as in familial hypobetalipoproteinemia (FHBL)[12, 13, 81, 82]. In 
the case of FH, most mutations occur within the LDL-r gene, but there are several known FH mutations 
within apoB100, of which R3527Q is the most common and widely studied [82]. This is the defining 
mutation of FDB, which is a subtype of FH, and it is known to reduce the affinity of apoB100 for LDL-r. 
As such, it is widely believed that R3527 must either be within or near the RBS [54]. Our structure 
reveals that R3527 is located within the β-belt, about halfway between inserts 6 and 8, which we 
deduced was likely not within the RBS (Extended Data Figure 11B). In support of this, there is evidence 
showing that R3527Q does not directly block LDL-r binding but may cause a conformational change 
that disrupts the proper presentation of the RBS [61]. Considering our structure and the evidence 
placing the RBS within insert 6, the latter possibility seems more likely. Nevertheless, we cannot 
completely rule out the possibility that R3527 is within the RBS. For instance, the majority of other rare 
FH/FDB mutations also fall within this same stretch of β-belt, and most involve the loss of specific 
arginine residues, which are believed to be important for LDL-r binding [80] (Extended Data Figure 
11B). Two other rare FH mutations map to insert 9, suggesting disruption of insert 9 structure or its 
long-range interactions could indirectly affect receptor binding (Extended Data Figure 11B). Mutations 
in APOB can also lead to dangerously low lipoprotein levels, like in the case of FHBL, which is most 
commonly caused by mutations in APOB resulting in C-terminal truncations of different sizes [83, 84]. 
Studies of truncated apoB100 mutants show that the length of the main β-sheet domains is directly 
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related to lipoprotein particle size and indirectly related to particle density [51, 54]. This direct 
relationship to particle size is likely a result of insufficient lipid incorporation due to the truncated β-belt 
domain. The influence of the C-terminus (insert 9) is less clear, however. Although the particles appear 
normal, it has been shown that LDL containing apoB89, a common FHBL mutant resulting in the loss 
of insert 9 (Extended Data Figure 11B), are more rapidly cleared than wild-type particles, leading to the 
characteristic hypolipidemia. It was hypothesized that the loss of the C-terminus may lead to enhanced 
presentation of the LDL-r RBS [74, 85, 86]. Considering our structure, it is plausible that the loss of 
insert 9 could affect the conformation of the β-belt in a way that alters the presentation of the RBS. 
Perhaps when the long-range contacts mediated by insert 9 are abolished, the β-belt is no longer 
secured in its preferred orientation and becomes able to diffuse on the surface more freely, leading to 
increased exposure of the RBS while still maintaining particle cohesion. 
 

The results presented here mark the beginning of a new era in LDL research where highly precise 
genetic, structural, functional, and computational studies are now possible. This newly acquired 
knowledge will not just advance our understanding of fundamental concepts related to lipid and 
cholesterol metabolism but will accelerate the design of potential next-generation LDL-modulating 
therapies for the treatment and prevention of atherosclerosis, such as monoclonal antibodies that can 
target LDL, or even specific subclasses of LDL, directly to achieve more precise treatment with 
potentially fewer side effects [87].  
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Materials and Methods 
 

Sample Preparation 
 
~500 ug of human LDL purified by density gradient ultracentrifugation was purchased from Thermo 
Fisher (Catalog number: L3486) and then further purified via size exclusion chromatography using a 
Superose 6 Increase column (Cytiva) and Akta Pure system (Cytiva). To reduce heterogeneity in LDL 
size prior to cryo-EM, the fractions corresponding to the slowest eluting quarter of the LDL peak 
(rightmost tail) were pooled and concentrated to ~1 mg/ml. 4 µl of this sample was then applied to 
plasma-cleaned holey carbon grids (Quantifoil) and plunge frozen with an FEI vitrobot mark IV at 4°C 
and 100% humidity. 
 

SDS-PAGE 
 
Sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE) was performed in a Bio-Rad 
Mini-Protean Tetra Cell chamber using 4–20% gradient precast tris-glycine gels. ~1µg of LDL was 
loaded per lane as measured by apoB100 absorbance at 280nm.  
 

Cryo-EM data collection 
 
Imaging was performed on an FEI Titan Krios G4 Cryo-TEM (Thermo Fisher) equipped with a Gatan 
K3 direct detector and Gatan BioQuantum Imaging Filter. Automated data collection was controlled 
using SerialEM[88]. Detailed imaging statistics can be found in Extended Data Table 1. 
 

Cryo-EM data processing 
 
All data processing was performed with CryoSparc v4.0[89] following the workflow presented in 
Extended Data Figure 2. Briefly, ~600K LDL particles were picked and extracted after frame alignment, 
dose-weighting, CTF estimation, and micrograph curation. Numerous rounds of 2-D classification 
followed by subset selection were performed, selecting for homogeneous particles based on size and 
the presence of visible apoB100 density. Particles with ordered stacks of CE in their core were excluded 
from further processing. Numerous rounds of 3-D classification with and without masks around the NTD 
using different algorithms were performed followed by subset selection, resulting in a final set of ~52K 
homogeneous particles that refined to a global resolution of ~9 Å. All 3-D refinement jobs were 
performed with the non-uniform refinement algorithm. Lastly, a soft mask was generated around the 
NTD of apoB100 and used for local refinement, resulting in a ~6 Å-resolution (global) reconstruction of 
the NTD. Numerous alternative processing pipelines were explored with only minor differences in the 
final appearance and resolution. Local resolution analysis was performed in CryoSparc. All map and 
model visualizations were generated with ChimeraX [46, 90]. 
 

Morphological analysis 
 
Morphological analysis of 2-D class averages was performed in MATLAB v9.12.0.2009381 (R2022a) 
equipped with the Image Processing Toolbox v11.5 (The MathWorks Inc). Class averages were 

generated from the particle stack derived from the first round of classification and subset selection, 
prior to excluding particles with ordered CE core density. 
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Model Building and Refinement 

All protein structure predictions presented in the paper were carried out with AlphaFold2[24] as 
implemented through ColabFold [91]. Due to current single-prediction size limitations, the apoB100 
sequence (Uniprot P04114) was divided into three fragments (residues 1-1820, residues 1681-3500, 
and residues 3361-4563) with 140-residue overlaps to assist with subsequent model concatenation. 
The full-length apoB100 model was constructed progressively through a series of molecular dynamics 
(MD)-based structural refinement simulations, utilizing particularly the molecular dynamics flexible 
fitting (MDFF) methodology [28]. When modeling the insert structures, the collective variables (Colvars) 
module [92] was employed to create appropriate biasing potentials between distant regions of the 
apoB100 structure, which were used in tandem with MDFF. To refine model stereochemistry, the 
structure was first subjected to a series of restrained equilibration simulations and conjugate gradient 
energy minimizations in explicit solvent, followed by real-space refinement in Phenix v1.20 [93] and, 
finally, manual refinement using ISOLDE [94]. 
 

Model building and visualization were done using a combination of VMD v1.9.4 [95] and ChimeraX 
v1.6.1 [46, 96]. All simulations were performed using NAMD v3.0 [97, 98] and the CHARMM36 force 
field [99]. MDFF simulations were performed using standard settings [28] with a coupling factor of 0.3 
applied to the protein backbone. To help overcome regions of heterogeneous resolution in the cryo-EM 
data, we employed a so-called cascade approach [27] in each MDFF simulation, first fitting the target 
region to four Gaussian-blurred maps (more blurred progressing to less blurred) before finally fitting to 
the original map. Harmonic restraints were applied during all fittings to maintain secondary structure 
and to prevent the formation of cis-peptide bonds and chirality errors. 

 

Normal Mode Analysis 

The anisotropic network model of the apoB100 NTD (residues 28-1010) backbone atoms was created 
in ProDy [100, 101] and used to calculate the 10 lowest-energy normal modes of the structure. The 
results were visualized using the normal mode wizard [100] implemented through VMD [95]. 

Data availability 

Cryo-electron microscopy maps and refined atomic models will be deposited into the appropriate public 
databases upon publication of the peer-reviewed article. Extended data movies for this preprint can be 
found at:  https://zenodo.org/doi/10.5281/zenodo.10723756 
 

Code availability 

The Matlab code for performing morphological analysis of 2D class averages can be found at GitHub: 
https://github.com/ZTBioPhysics/morphological-analysis-of-LDL-cryo-EM-2D-class-averages.git 

Acknowledgments 

Z.T.B. would like to thank the staff of the Mizzou Electron Microscopy Core, especially Dr. Min Su, and 
the Mizzou Research Support Solutions staff, especially Matt Stanley and Asif Ahamed Magdoom Ali, 
for their technical support with microscopy and high-performance computing, respectively. 
Computational aspects of this work were partially supported by the high-performance computing 
infrastructure provided by Research Computing Support Services and in part by the National Science 

.CC-BY-ND 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted March 1, 2024. ; https://doi.org/10.1101/2024.02.28.582555doi: bioRxiv preprint 

https://zenodo.org/doi/10.5281/zenodo.10723756
https://github.com/ZTBioPhysics/morphological-analysis-of-LDL-cryo-EM-2D-class-averages.git
https://doi.org/10.1101/2024.02.28.582555
http://creativecommons.org/licenses/by-nd/4.0/


Foundation under grant number CNS-1429294 at the University of Missouri, Columbia MO. Z.T.B would 
like to thank Anvitha Boosani for running SDS-PAGE gels. We would also like to thank Steven Van 
Doren, Michael Chapman, and Gavin King for critical reading of the manuscript. 

Author contributions 

Z.T.B. conceived of the experiments, prepared samples, performed electron microscopy data collection 
and processing, model building, NMA, sequence analysis, interpreted results, prepared figures, and 
wrote the manuscript. C.K.C. performed model building and validation, molecular dynamics simulations, 
and flexible fitting simulations, interpreted the results, and wrote the manuscript. 

Competing interests. 

The authors declare no competing interests. 

Funding 

This work was supported by University of Missouri faculty startup packages for Z.T.B. and C.K.C. from 
the departments of Biochemistry and Physics, respectively. 
  

.CC-BY-ND 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted March 1, 2024. ; https://doi.org/10.1101/2024.02.28.582555doi: bioRxiv preprint 

https://doi.org/10.1101/2024.02.28.582555
http://creativecommons.org/licenses/by-nd/4.0/


References 
 
1. Feingold, K.R., Introduction to Lipids and Lipoproteins, in Endotext, K.R. Feingold, et al., Editors. 2000, 

MDText.com, Inc. Copyright © 2000-2023, MDText.com, Inc.: South Dartmouth (MA). 
2. Prassl, R. and P. Laggner, Molecular structure of low density lipoprotein: current status and future 

challenges. Eur Biophys J, 2009. 38(2): p. 145-58. 
3. Kuklenyik, Z., et al., Core lipid, surface lipid and apolipoprotein composition analysis of lipoprotein 

particles as a function of particle size in one workflow integrating asymmetric flow field-flow fractionation 
and liquid chromatography-tandem mass spectrometry. PLoS One, 2018. 13(4): p. e0194797. 

4. Berneis, K.K. and R.M. Krauss, Metabolic origins and clinical significance of LDL heterogeneity. J Lipid Res, 
2002. 43(9): p. 1363-79. 

5. Yang, C.Y., et al., Sequence, structure, receptor-binding domains and internal repeats of human 
apolipoprotein B-100. Nature, 1986. 323(6090): p. 738-42. 

6. Chen, S.H., et al., The complete cDNA and amino acid sequence of human apolipoprotein B-100. J Biol 
Chem, 1986. 261(28): p. 12918-21. 

7. Linton, M.F., et al., The Role of Lipids and Lipoproteins in Atherosclerosis, in Endotext, K.R. Feingold, et al., 
Editors. 2000, MDText.com, Inc. Copyright © 2000-2023, MDText.com, Inc.: South Dartmouth (MA). 

8. Pahwa, R. and I. Jialal, Atherosclerosis, in StatPearls. 2023, StatPearls Publishing. Copyright © 2023, 
StatPearls Publishing LLC.: Treasure Island (FL). 

9. Ference, B.A., et al., Low-density lipoproteins cause atherosclerotic cardiovascular disease. 1. Evidence 
from genetic, epidemiologic, and clinical studies. A consensus statement from the European 
Atherosclerosis Society Consensus Panel. Eur Heart J, 2017. 38(32): p. 2459-2472. 

10. Gupta, K.K., S. Ali, and R.S. Sanghera, Pharmacological Options in Atherosclerosis: A Review of the Existing 
Evidence. Cardiol Ther, 2019. 8(1): p. 5-20. 

11. Blais, J.E., et al., Trends in lipid-modifying agent use in 83 countries. Atherosclerosis, 2021. 328: p. 44-51. 
12. Whitfield, A.J., et al., Lipid disorders and mutations in the APOB gene. Clin Chem, 2004. 50(10): p. 1725-

32. 
13. MedlinePlus - APOB gene. 1/1/2020 [cited 2023 11/22/2023]; Available from: 

https://medlineplus.gov/genetics/gene/apob/. 
14. Vrablik, M., et al., Genetics of Familial Hypercholesterolemia: New Insights. Front Genet, 2020. 11: p. 

574474. 
15. Sherman, M.B., et al., Structure of triglyceride-rich human low-density lipoproteins according to 

cryoelectron microscopy. Biochemistry, 2003. 42(50): p. 14988-93. 
16. Kumar, V., et al., Three-dimensional cryoEM reconstruction of native LDL particles to 16Å resolution at 

physiological body temperature. PLoS One, 2011. 6(5): p. e18841. 
17. Yu, Y., et al., Polyhedral 3D structure of human plasma very low density lipoproteins by individual particle 

cryo-electron tomography1. J Lipid Res, 2016. 57(10): p. 1879-1888. 
18. Lei, D., et al., Single-molecule 3D imaging of human plasma intermediate-density lipoproteins reveals a 

polyhedral structure. Biochim Biophys Acta Mol Cell Biol Lipids, 2019. 1864(3): p. 260-270. 
19. Cisse, A., et al., Targeting structural flexibility in low density lipoprotein by integrating cryo-electron 

microscopy and high-speed atomic force microscopy. Int J Biol Macromol, 2023. 252: p. 126345. 
20. Ren, G., et al., Model of human low-density lipoprotein and bound receptor based on cryoEM. Proc Natl 

Acad Sci U S A, 2010. 107(3): p. 1059-64. 
21. Liu, Y. and D. Atkinson, Immuno-electron cryo-microscopy imaging reveals a looped topology of apoB at 

the surface of human LDL. J Lipid Res, 2011. 52(6): p. 1111-1116. 
22. Piper, S.J., et al., Membranes under the Magnetic Lens: A Dive into the Diverse World of Membrane 

Protein Structures Using Cryo-EM. Chem Rev, 2022. 122(17): p. 13989-14017. 

.CC-BY-ND 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted March 1, 2024. ; https://doi.org/10.1101/2024.02.28.582555doi: bioRxiv preprint 

https://medlineplus.gov/genetics/gene/apob/
https://doi.org/10.1101/2024.02.28.582555
http://creativecommons.org/licenses/by-nd/4.0/


23. Kühlbrandt, W., Forty years in cryoEM of membrane proteins. Microscopy (Oxf), 2022. 71(Supplement_1): 
p. i30-i50. 

24. Jumper, J., et al., Highly accurate protein structure prediction with AlphaFold. Nature, 2021. 596(7873): 
p. 583--589. 

25. Fontana, P., et al., Structure of cytoplasmic ring of nuclear pore complex by integrative cryo-EM and 
AlphaFold. Science, 2022. 376(6598): p. eabm9326. 

26. He, J., et al., Model building of protein complexes from intermediate-resolution cryo-EM maps with deep 
learning-guided automatic assembly. Nat Commun, 2022. 13(1): p. 4066. 

27. McGreevy, R., et al., Advances in the molecular dynamics flexible fitting method for cryo-EM modeling. 
Methods, 2016. 100: p. 50-60. 

28. Trabuco, L.G., et al., Molecular dynamics flexible fitting: a practical guide to combine cryo-electron 
microscopy and X-ray crystallography. Methods, 2009. 49(2): p. 174-80. 

29. Deckelbaum, R.J., et al., Thermal transitions in human plasma low density lipoproteins. Science, 1975. 
190(4212): p. 392-4. 

30. Ivanova, E.A., et al., Small Dense Low-Density Lipoprotein as Biomarker for Atherosclerotic Diseases. Oxid 
Med Cell Longev, 2017. 2017: p. 1273042. 

31. Borhani, D.W., et al., Crystal structure of truncated human apolipoprotein A-I suggests a lipid-bound 
conformation. Proc Natl Acad Sci U S A, 1997. 94(23): p. 12291-6. 

32. Frank, P.G. and Y.L. Marcel, Apolipoprotein A-I: structure-function relationships. J Lipid Res, 2000. 41(6): 
p. 853-72. 

33. Li, L., et al., Double belt structure of discoidal high density lipoproteins: molecular basis for size 
heterogeneity. J Mol Biol, 2004. 343(5): p. 1293-311. 

34. Jeiran, K., et al., A New Structural Model of Apolipoprotein B100 Based on Computational Modeling and 
Cross Linking. Int J Mol Sci, 2022. 23(19). 

35. Raag, R., et al., Structure of the lamprey yolk lipid-protein complex lipovitellin-phosvitin at 2.8 A 
resolution. J Mol Biol, 1988. 200(3): p. 553-69. 

36. Baker, M.E., Is vitellogenin an ancestor of apolipoprotein B-100 of human low-density lipoprotein and 
human lipoprotein lipase? Biochem J, 1988. 255(3): p. 1057-60. 

37. Shelness, G.S. and A.S. Ledford, Evolution and mechanism of apolipoprotein B-containing lipoprotein 
assembly. Curr Opin Lipidol, 2005. 16(3): p. 325-32. 

38. Rustaeus, S., et al., The microsomal triglyceride transfer protein catalyzes the post-translational assembly 
of apolipoprotein B-100 very low density lipoprotein in McA-RH7777 cells. J Biol Chem, 1998. 273(9): p. 
5196-203. 

39. Bradbury, P., et al., A common binding site on the microsomal triglyceride transfer protein for 
apolipoprotein B and protein disulfide isomerase. J Biol Chem, 1999. 274(5): p. 3159-64. 

40. Juarez Casso, F.M. and K. Farzam, Biochemistry, Very Low Density Lipoprotein, in StatPearls. 2023, 
StatPearls Publishing. Copyright © 2023, StatPearls Publishing LLC.: Treasure Island (FL). 

41. Olofsson, S.O., L. Asp, and J. Borén, The assembly and secretion of apolipoprotein B-containing 
lipoproteins. Curr Opin Lipidol, 1999. 10(4): p. 341-6. 

42. Segrest, J.P., M.K. Jones, and N. Dashti, N-terminal domain of apolipoprotein B has structural homology 
to lipovitellin and microsomal triglyceride transfer protein: a "lipid pocket" model for self-assembly of 
apob-containing lipoprotein particles. J Lipid Res, 1999. 40(8): p. 1401-16. 

43. Thompson, J.R. and L.J. Banaszak, Lipid-protein interactions in lipovitellin. Biochemistry, 2002. 41(30): p. 
9398-409. 

44. Biterova, E.I., et al., The crystal structure of human microsomal triglyceride transfer protein. Proc Natl 
Acad Sci U S A, 2019. 116(35): p. 17251-17260. 

45. Richardson, P.E., et al., Assembly of lipoprotein particles containing apolipoprotein-B: structural model 
for the nascent lipoprotein particle. Biophys J, 2005. 88(4): p. 2789-800. 

.CC-BY-ND 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted March 1, 2024. ; https://doi.org/10.1101/2024.02.28.582555doi: bioRxiv preprint 

https://doi.org/10.1101/2024.02.28.582555
http://creativecommons.org/licenses/by-nd/4.0/


46. Goddard, T.D., et al., UCSF ChimeraX: Meeting modern challenges in visualization and analysis. Protein 
Sci, 2018. 27(1): p. 14-25. 

47. Manchekar, M., et al., Apolipoprotein B-containing lipoprotein particle assembly: lipid capacity of the 
nascent lipoprotein particle. J Biol Chem, 2004. 279(38): p. 39757-66. 

48. Dashti, N., et al., The N-terminal 1000 residues of apolipoprotein B associate with microsomal triglyceride 
transfer protein to create a lipid transfer pocket required for lipoprotein assembly. Biochemistry, 2002. 
41(22): p. 6978-87. 

49. Liang, J., et al., Translocation efficiency, susceptibility to proteasomal degradation, and lipid 
responsiveness of apolipoprotein B are determined by the presence of beta sheet domains. J Biol Chem, 
1998. 273(52): p. 35216-21. 

50. McLeod, R.S., et al., Apolipoprotein B sequence requirements for hepatic very low density lipoprotein 
assembly. Evidence that hydrophobic sequences within apolipoprotein B48 mediate lipid recruitment. J 
Biol Chem, 1996. 271(31): p. 18445-55. 

51. Spring, D.J., et al., Lipoprotein assembly. Apolipoprotein B size determines lipoprotein core circumference. 
J Biol Chem, 1992. 267(21): p. 14839-45. 

52. Wang, L., M.T. Walsh, and D.M. Small, Apolipoprotein B is conformationally flexible but anchored at a 
triolein/water interface: a possible model for lipoprotein surfaces. Proc Natl Acad Sci U S A, 2006. 103(18): 
p. 6871-6. 

53. McNamara, J.R., et al., Differences in LDL subspecies involve alterations in lipid composition and 
conformational changes in apolipoprotein B. J Lipid Res, 1996. 37(9): p. 1924-35. 

54. Segrest, J.P., et al., Structure of apolipoprotein B-100 in low density lipoproteins. J Lipid Res, 2001. 42(9): 
p. 1346-67. 

55. Silva, R.A., et al., Structure of apolipoprotein A-I in spherical high density lipoproteins of different sizes. 
Proc Natl Acad Sci U S A, 2008. 105(34): p. 12176-81. 

56. Milne, R., et al., The use of monoclonal antibodies to localize the low density lipoprotein receptor-binding 
domain of apolipoprotein B. J Biol Chem, 1989. 264(33): p. 19754-60. 

57. Guevara, J., Jr., et al., Identification of Receptor Ligands in Apo B100 Reveals Potential Functional 
Domains. Protein J, 2018. 37(6): p. 548-571. 

58. Knott, T.J., et al., Complete protein sequence and identification of structural domains of human 
apolipoprotein B. Nature, 1986. 323(6090): p. 734-8. 

59. Hospattankar, A.V., et al., Identification of low density lipoprotein receptor binding domains of human 
apolipoprotein B-100: a proposed consensus LDL receptor binding sequence of apoB-100. Biochem 
Biophys Res Commun, 1986. 139(3): p. 1078-85. 

60. Weisgraber, K.H. and S.C. Rall, Jr., Human apolipoprotein B-100 heparin-binding sites. J Biol Chem, 1987. 
262(23): p. 11097-103. 

61. Boren, J., et al., Identification of the low density lipoprotein receptor-binding site in apolipoprotein B100 
and the modulation of its binding activity by the carboxyl terminus in familial defective apo-B100. J Clin 
Invest, 1998. 101(5): p. 1084-93. 

62. Welty, F.K., L. Seman, and F.T. Yen, Purification of the apolipoprotein B-67-containing low density 
lipoprotein particle and its affinity for the low density lipoprotein receptor. J Lipid Res, 1995. 36(12): p. 
2622-9. 

63. Weisgraber, K.H., T.L. Innerarity, and R.W. Mahley, Role of lysine residues of plasma lipoproteins in high 
affinity binding to cell surface receptors on human fibroblasts. J Biol Chem, 1978. 253(24): p. 9053-62. 

64. Mahley, R.W., et al., Inhibition of lipoprotein binding to cell surface receptors of fibroblasts following 
selective modification of arginyl residues in arginine-rich and B apoproteins. J Biol Chem, 1977. 252(20): 
p. 7279-87. 

65. Babin, P.J., F. Deryckere, and F. Gannon, Presence of an extended duplication in the putative low-density-
lipoprotein receptor-binding domain of apolipoprotein B. Cloning and characterization of the domain in 
salmon. Eur J Biochem, 1995. 230(1): p. 45-51. 

.CC-BY-ND 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted March 1, 2024. ; https://doi.org/10.1101/2024.02.28.582555doi: bioRxiv preprint 

https://doi.org/10.1101/2024.02.28.582555
http://creativecommons.org/licenses/by-nd/4.0/


66. Goldstein, J.L., et al., Receptor-mediated endocytosis: concepts emerging from the LDL receptor system. 
Annu Rev Cell Biol, 1985. 1: p. 1-39. 

67. Bradley, W.A., et al., Low-density lipoprotein receptor binding determinants switch from apolipoprotein E 
to apolipoprotein B during conversion of hypertriglyceridemic very-low-density lipoprotein to low-density 
lipoproteins. J Biol Chem, 1984. 259(23): p. 14728-35. 

68. Wang, X., et al., Well-defined regions of apolipoprotein B-100 undergo conformational change during its 
intravascular metabolism. Arterioscler Thromb Vasc Biol, 2000. 20(5): p. 1301-8. 

69. Campos, H., et al., Differences in receptor binding of LDL subfractions. Arterioscler Thromb Vasc Biol, 
1996. 16(6): p. 794-801. 

70. Galeano, N.F., et al., Small dense low density lipoprotein has increased affinity for LDL receptor-
independent cell surface binding sites: a potential mechanism for increased atherogenicity. J Lipid Res, 
1998. 39(6): p. 1263-73. 

71. Krauss, R.M., Small dense low-density lipoprotein particles: clinically relevant? Curr Opin Lipidol, 2022. 
33(3): p. 160-166. 

72. Forgez, P., et al., Identification of surface-exposed segments of apolipoprotein B-100 in the LDL particle. 
Biochem Biophys Res Commun, 1986. 140(1): p. 250-7. 

73. Segrest, J.P., et al., apoB-100 has a pentapartite structure composed of three amphipathic alpha-helical 
domains alternating with two amphipathic beta-strand domains. Detection by the computer program 
LOCATE. Arterioscler Thromb, 1994. 14(10): p. 1674-85. 

74. Chatterton, J.E., et al., Immunoelectron microscopy of low density lipoproteins yields a ribbon and bow 
model for the conformation of apolipoprotein B on the lipoprotein surface. J Lipid Res, 1995. 36(9): p. 
2027-37. 

75. Gantz, D.L., M.T. Walsh, and D.M. Small, Morphology of sodium deoxycholate-solubilized apolipoprotein 
B-100 using negative stain and vitreous ice electron microscopy. J Lipid Res, 2000. 41(9): p. 1464-72. 

76. Chen, S.H., et al., Apolipoprotein B-48 is the product of a messenger RNA with an organ-specific in-frame 
stop codon. Science, 1987. 238(4825): p. 363-6. 

77. Powell, L.M., et al., A novel form of tissue-specific RNA processing produces apolipoprotein-B48 in 
intestine. Cell, 1987. 50(6): p. 831-40. 

78. Duan, Y., et al., Regulation of cholesterol homeostasis in health and diseases: from mechanisms to 
targeted therapeutics. Signal Transduct Target Ther, 2022. 7(1): p. 265. 

79. Agarwala, A., et al., Dietary management of dyslipidemia and the impact of dietary patterns on lipid 
disorders. Prog Cardiovasc Dis, 2022. 75: p. 49-58. 

80. Burnett, J.R. and A.J. Hooper, Common and rare gene variants affecting plasma LDL cholesterol. Clin 
Biochem Rev, 2008. 29(1): p. 11-26. 

81. Andersen, L.H., et al., Familial defective apolipoprotein B-100: A review. J Clin Lipidol, 2016. 10(6): p. 
1297-1302. 

82. Bruikman, C.S., G.K. Hovingh, and J.J.P. Kastelein, Molecular basis of familial hypercholesterolemia. Curr 
Opin Cardiol, 2017. 32(3): p. 262-266. 

83. Burnett, J.R., A.J. Hooper, and R.A. Hegele, APOB-Related Familial Hypobetalipoproteinemia, in 
GeneReviews(®), M.P. Adam, et al., Editors. 1993, University of Washington, Seattle. Copyright © 1993-
2023, University of Washington, Seattle. GeneReviews is a registered trademark of the University of 
Washington, Seattle. All rights reserved.: Seattle (WA). 

84. Schonfeld, G., Familial hypobetalipoproteinemia: a review. J Lipid Res, 2003. 44(5): p. 878-83. 
85. Parhofer, K.G., et al., Positive linear correlation between the length of truncated apolipoprotein B and its 

secretion rate: in vivo studies in human apoB-89, apoB-75, apoB-54.8, and apoB-31 heterozygotes. J Lipid 
Res, 1996. 37(4): p. 844-52. 

86. Parhofer, K.G., et al., Lipoproteins containing the truncated apolipoprotein, Apo B-89, are cleared from 
human plasma more rapidly than Apo B-100-containing lipoproteins in vivo. J Clin Invest, 1992. 89(6): p. 
1931-7. 

.CC-BY-ND 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted March 1, 2024. ; https://doi.org/10.1101/2024.02.28.582555doi: bioRxiv preprint 

https://doi.org/10.1101/2024.02.28.582555
http://creativecommons.org/licenses/by-nd/4.0/


87. Ji, E. and S. Lee, Antibody-Based Therapeutics for Atherosclerosis and Cardiovascular Diseases. Int J Mol 
Sci, 2021. 22(11). 

88. Mastronarde, D.N., SerialEM: A Program for Automated Tilt Series Acquisition on Tecnai Microscopes 
Using Prediction of Specimen Position. Microscopy and Microanalysis, 2003. 9(S02): p. 1182-1183. 

89. Punjani, A., et al., cryoSPARC: algorithms for rapid unsupervised cryo-EM structure determination. Nature 
methods, 2017. 14(3): p. 290--296. 

90. Pettersen, E.F., et al., UCSF ChimeraX: Structure visualization for researchers, educators, and developers. 
Protein Sci, 2021. 30(1): p. 70-82. 

91. Mirdita, M., et al., ColabFold: making protein folding accessible to all. Nature Methods, 2022: p. 1--4. 
92. Fiorin, G., M.L. Klein, and J. Hénin, Using collective variables to drive molecular dynamics simulations. 

Molecular Physics, 2013. 111(22-23): p. 3345-3362. 
93. Liebschner, D., et al., Macromolecular structure determination using X-rays, neutrons and electrons: 

recent developments in Phenix. Acta Crystallographica Section D: Structural Biology, 2019. 75(10): p. 861-
-877. 

94. Croll, T.I., ISOLDE: a physically realistic environment for model building into low-resolution electron-
density maps. Acta Crystallogr D Struct Biol, 2018. 74(Pt 6): p. 519-530. 

95. Humphrey, W., A. Dalke, and K. Schulten, VMD: visual molecular dynamics. J Mol Graph, 1996. 14(1): p. 
33-8, 27-8. 

96. Pettersen, E.F., et al., UCSF Chimera—a visualization system for exploratory research and analysis. Journal 
of computational chemistry, 2004. 25(13): p. 1605--1612. 

97. Phillips, J.C., et al., Scalable molecular dynamics with NAMD. J Comput Chem, 2005. 26(16): p. 1781-802. 
98. Phillips, J.C., et al., Scalable molecular dynamics on CPU and GPU architectures with NAMD. J Chem Phys, 

2020. 153(4): p. 044130. 
99. Huang, J. and A.D. MacKerell, Jr., CHARMM36 all-atom additive protein force field: validation based on 

comparison to NMR data. J Comput Chem, 2013. 34(25): p. 2135-45. 
100. Bakan, A., L.M. Meireles, and I. Bahar, ProDy: protein dynamics inferred from theory and experiments. 

Bioinformatics, 2011. 27(11): p. 1575-7. 
101. Zhang, S., et al., ProDy 2.0: increased scale and scope after 10 years of protein dynamics modelling with 

Python. Bioinformatics, 2021. 37(20): p. 3657-3659. 
102. Zaru, R. and S. Orchard, UniProt Tools: BLAST, Align, Peptide Search, and ID Mapping. Curr Protoc, 2023. 

3(3): p. e697. 
103. Waterhouse, A.M., et al., Jalview Version 2--a multiple sequence alignment editor and analysis 

workbench. Bioinformatics, 2009. 25(9): p. 1189-91. 
 

  

.CC-BY-ND 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted March 1, 2024. ; https://doi.org/10.1101/2024.02.28.582555doi: bioRxiv preprint 

https://doi.org/10.1101/2024.02.28.582555
http://creativecommons.org/licenses/by-nd/4.0/


Tables 
 

 Full Particle 
(EMDB-xxxx) 
(PDB xxxx) 

NTD 
(EMDB-xxxx) 
(PDB xxxx) 

Data collection and processing   

Magnification    85,0000 85,0000 

Voltage (kV) 300 300 

Electron exposure (e–/Å2) 50 50 

Defocus range (μm) -0.8:-2.8um -0.8:-2.8um 

Pixel size (Å) 1.09Å 1.09Å 

Symmetry imposed none none 

Initial particle images (no.) 814,463 814,463 

Final particle images (no.) 52,843 60,333 

Map resolution (Å) 
    FSC threshold 

9.06Å 
0.143 

5.85Å 
0.143 

Map resolution range (Å) ~6-10Å ~4-7Å 

   

Refinement   

Initial model used (PDB code) AlphaFold2 prediction AlphaFold2 
prediction 

Model resolution (Å) 
    FSC threshold 

  

Model resolution range (Å)   

Map sharpening B factor (Å2) 972.2 380.4 

Model composition 
    Non-hydrogen atoms 
    Protein residues 
    Ligands 

 
36357 
4563 
NA 

 

B factors (Å2) 
    Protein 
    Ligand 

  

R.m.s. deviations 
    Bond lengths (Å) 
    Bond angles (°) 

 
0.002 
0.516 

 

 Validation 
    MolProbity score 
    Clashscore 
    Poor rotamers (%)    

 
1.74 
8.42 
0.0 

 

 Ramachandran plot 
    Favored (%) 
    Allowed (%) 
    Disallowed (%) 

 
95.88 
4.03 
0.09 

 

 

Extended Data Table 1 
Cryo-EM data collection, refinement, and validation statistics 
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Figures 
 

 
 
 

Figure 1 | Cryo-EM reconstruction of human LDL.  
A. Representative cryo-EM micrograph showing vitrified LDL particles. B. Representative 2-D class 
averages showing a mixture of classes with clear apoB100 density around the particle exterior (blue) 
and particles with ordered CE cores (orange). C. Histogram of LDL particle diameters (average of the 
two principal axes) and eccentricities for 200 2-D class averages (see Extended Data Figure 2). D. 3-
D reconstruction of the LDL particle at high contour with the globular domain and belt domain 
highlighted in green and blue, respectively, viewed from six different directions. E. Front view and cross-
section through a low contour isosurface with particle dimensions and spacing between CE planes are 
indicated.  
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Figure 2 | Atomic model of apoB100.  
A. Gene diagram of apoB100. B. Full atomic model of apoB100 viewed from six different directions and 
colored according to the gene diagram in panel A. C. Focused refinement of the NTD with relaxed 
atomic model viewed from the front. D. Atomic surface of the NTD viewed from the back and colored 
by lipophilicity with the baseplate outlined in black, the helical bundle in blue, and the β-barrel in red. 
E. Structural alignment of the relaxed NTD model with the unrelaxed AF2 model and the crystal 
structures of lipovitellin (PDB:1LSH) and MTP (PDB:6I7S).  
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Figure 3 | ApoB100 C-terminal inserts.  
A. Reproduction of the apoB100 gene diagram from Figure 1 with the 9 inserts colored uniquely, the 
NTD colored dark gray, and the β-belt light gray. B. Protein topology diagram of the C-terminal domain 
showing the continuous 120-strand β-belt and 9 inter-strand inserts with the R-face and L-face of the 
particle indicated. C. View of the L-face with insert 9 displayed as ribbons and inserts 1,3,5, and 7 as 
ropes. Black arrows point in the N-to-C direction of the protein chains D. View of the R-face with insert 
4 depicted as ribbons along with insert 0 (baseplate insert) and insert 2 depicted as ropes. E. Inserts 6 
and 8 are depicted as ropes with proline residues (maroon), fragment B3181[57] (purple), residue 3276 
(pink), and disulfide bond (yellow) highlighted. 
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Figure 4 | Model for apoB100 conformational change.  
A cartoon representation of different-sized apob100-containing lipoproteins, from VLDL to LDL, drawn 
roughly to scale depicting the proposed conformational changes that occur in apoB100 on the L-face 
(top) and R-face (bottom) of the particle. Transparent arrows and protein domains represent possible 
conformational changes and/or alternative conformations. 
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Extended Data Figures 
 

 

 

Extended Data Figure 1 | SDS-PAGE and SEC of purified LDL 
A. Sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE) and (B) SEC 
chromatogram of human LDL purified by density gradient ultracentrifugation (purchased from 
commercial vendor). The LDL peak is indicated, and the fractions collected for cryo-EM imaging are 
highlighted in yellow. B. SDS-PAGE gel of isolated SEC fractions. 
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Extended Data Figure 2 | Cryo-EM data processing workflow and resolution 
estimates  
A. Data processing workflow showing a representative micrograph, 2-D class averages, and 
intermediate 3-D reconstructions. B-C. Fourier shell correlation curves with global resolution estimate 
and angular distribution heatmaps for the full LDL particle and focused refinement of the NTD. D. Local 
resolution estimates for both maps. E. Alternative reconstruction of the full LDL particle that does not 
contain any liquid crystalline CE viewed from 2 directions and as central slices at low contour. Also 
shown is the density potentially corresponding to coordinated lipids/CE/CHS/TG on the inner face of 
the β-belt. 
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Extended Data Figure 3 | Morphological analysis of 2-D class averages 
A. 200 2-D class averages of LDL particles used for morphological analysis. B. Histogram of average 
particle diameters and eccentricities. C-D. Scatter plot showing average particle diameter vs. mean 
eccentricity and major vs. minor axis length. E. Representative class averages from different extremes 
of the distribution. 
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Extended Data Figure 4 | AlphaFold2 structure prediction for apoB100  
A. AF2 predicted structures for the three contiguous apoB100 fragments colored sequentially and by 
(B) pLDDT score. C. All three AF2 fragments aligned to one another using overlapping sequence 
region. D. Per-residue sequence coverage, pLDDT score, and pae score for each fragment. 
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Extended Data Figure 5 | Map-to-model fits  
A. Per-residue map-to-model cross-correlation plot. B-D. ApoB100 atomic models fit into the cryo-EM 
map containing just the NTD and β-belt at high contour, or the full protein viewed from the L-face and 
R-face at low contour. A Gaussian-filtered map is also shown for the L and R-faces.  
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Extended Data Figure 6 | Long-range chemical cross-links mapped to the 
apoB100 structure 
A-B. Experimentally determined long-range chemical cross-links within the C-terminal inserts mapped 
to the apoB100 structure on the R-face and L-face. Note that model 1 and model 2 differ only in their 
placement of arm 2 of insert 4. C. List of all chemical cross-links and their associated distances 
reproduced from the published study [34] and measured from the two atomic models. 

.CC-BY-ND 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted March 1, 2024. ; https://doi.org/10.1101/2024.02.28.582555doi: bioRxiv preprint 

https://doi.org/10.1101/2024.02.28.582555
http://creativecommons.org/licenses/by-nd/4.0/


 

.CC-BY-ND 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted March 1, 2024. ; https://doi.org/10.1101/2024.02.28.582555doi: bioRxiv preprint 

https://doi.org/10.1101/2024.02.28.582555
http://creativecommons.org/licenses/by-nd/4.0/


Extended Data Figure 7 | Extended structural analysis of apoB100 NTD.  
A.  ApoB100 disulfide bonds in the NTD (top) and insert 6 (bottom). B. Expanded structural comparison 
between the predicted and relaxed models of the apoB100 NTD and the crystal structures of lipovitellin 
and MTP. C. AF2 pae matrix for the NTD alone and the automatic structural segmentation of the NTD 
derived from the pae matrix as implemented in ChimeraX. D. Top view of the NTD colored by secondary 
structural element showing the vectors of motion (gray arrows) calculated from the slowest normal 
mode.  
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Extended Data Figure 8 | Sequence conservation of apoB100.  
A. Per-residue sequence conservation score calculated from a multiple-sequence alignment of 
apoB100 variants plotted on top of the apoB100 gene diagram. The alignment was calculated with 
UniProt BLAST [102] and visualized with Jalview [103]. B. Sequence conservation score mapped to 
the apoB100 atomic model using ChimeraX.  
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Extended Data Figure 9 | Extended AF2 structure analysis.  
A. The three predicted fragments of apoB100 colored by “pae domain” as implemented through 
ChimeraX. B. Important predicted long-range tertiary contacts in helical inserts 4 and 9. C. The five top-
ranking AF2 models for the region containing insert 6 from fragment 2 along with the region containing 
inserts 6 and 8 from an alternative prediction.  
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Extended Data Figure 10 | AF2 modeling of LDL-r in complex with insert 6 
A. The top-ranking AF2 prediction of LDL-r (colored sequentially) in complex with insert 6 (tan). The 
residues corresponding to fragment B3181[57] are colored green. Also shown (right) are the predicted 
contacts (within 6 Å) between the two protein chains colored by relative pae score (yellow = lower pae 
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and higher confidence). B. Close-up view of the predicted interface with lysine residues predicted to be 
within the LDL-r binding site shown with and without the contacts colored. C. The four other top-ranking 
predictions showing alternative conformations of insert 6.  
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Extended Data Figure 11 | Modeling of apoB48 and mapping apoB100 
disease-causing mutations 
A. The structure of apoB100 with the C-terminal residue of apoB48 (2179) highlighted magenta (left) 
and with the C-terminus removed (right). B. Common and rare disease-causing mutations and 
truncations (apoB89) in apoB100. 
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