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Executive Summary

The biotechnology and pharmaceutical sectors are witnessing a paradigm shift in drug discovery driven by
advances in artificial intelligence (Al), particularly open-source biomolecular Al foundation models. In
January 2026, Pfizer Inc. announced a landmark collaboration with Boltz PBC, an Al research lab, to harness
Boltz’s cutting-edge open-source models (Boltz-2, BoltzGen) for small-molecule and biologics design
(boltz.bio) (www.prnewswire.com). This deal exemplifies the new era of open-source structure-prediction
infrastructure in pharma: Pfizer will incorporate Boltz's open models into its discovery pipeline, while Boltz will
use Pfizer’s proprietary data to refine exclusive, high-performance models for structure prediction and binding
affinity (boltz.bio) (www.americanpharmaceuticalreview.com). Crucially, Pfizer retains full ownership of any
molecules developed, ensuring the collaboration accelerates R&D without ceding new intellectual property
(www.prnewswire.com) (www.americanpharmaceuticalreview.com).

This report provides an in-depth analysis of the Boltz—Pfizer Al partnership, situating it in the broader context of
Al-driven drug discovery. We examine the historical development of protein structure prediction (from
traditional methods to DeepMind’s AlphaFold breakthrough), the rise of open-source models (OpenFold, Boltz-
1/2, etc.), and the growing landscape of “biomolecular foundation models” in pharma R&D
(www.understandingai.org) (www.csail.mit.edu) (www.sciencedirect.com). The report details Boltz's technology
(open licenses, performance metrics in structure and affinity prediction (www.csail.mit.edu) (boltz.bio)) and
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Pfizer's Al strategy (recent partnerships in disease modeling, Al chemistry, and data integration
(www.pfizer.com) (cen.acs.org) (theaiinsider.tech)). We analyze technical and business implications: how open
models like Boltz-2 democratize advanced capabilities, while the partnership’s enterprise structure (akin to
Linux—Red Hat for biotech (medium.com)) ensures support, IP control, and integration into Pfizer's workflows.

The report also presents case studies of related initiatives (e.g. Amazon’s AWS Bio Discovery platform
(www.techradar.com), consortium projects like OpenFold (www.biopharmatrend.com), and pharma-Al
alliances), supported by data on model performance and adoption. We include tables summarizing major Al
models and recent pharma collaborations for clarity. Multiple perspectives are considered: proponents
emphasize accelerated lead identification and open innovation (www.csail.mit.edu) (medium.com), while
others note new dependencies on data quality and the need to manage open vs proprietary trade-offs
(www.understandingai.org) (medium.com). The report concludes by discussing future directions — e.g.
federated learning, regulatory considerations, and continued convergence of Al infrastructure and drug R&D —
and underscores that the Boltz—Pfizer deal is likely a harbinger of open-source Al becoming a foundational
element of pharmaceutical R&D. All claims are substantiated with extensive references to academic papers,
industry reports, and expert commentary.

Introduction

Background: Al in Drug Discovery and Structural Biology

Drug discovery has long been plagued by high costs, extended timelines, and low success rates.
Traditionally, bringing a drug to market takes a decade or more and often exceeds $2-3 billion per approved
compound (aiglabs.ai). Yearly FDA approvals have stagnated around ~50 new drugs notwithstanding these
investments (time.com). Al and machine learning promise to accelerate and economize discovery by
enhancing target identification, molecular design, and preclinical testing (time.com) (www.sciencedirect.com).
In recent years, generative Al * foundation models” — large, pre-trained architectures adaptable to multiple
tasks — have begun to transform pharmaceutical R&D, from hypothesis generation to molecule optimization
(www.sciencedirect.com).

A critical element of drug discovery is understanding the three-dimensional structures of biomolecules
(proteins, nucleic acids) and how drugs (small molecules, biologics) interact with them. The protein folding
problem — predicting a protein’s 3D conformation from its amino acid sequence — was a major scientific
challenge for decades, requiring laborious techniques like X-ray crystallography or cryo-electron microscopy.
The advent of deep learning changed this. In 2020, DeepMind’s AlphaFold2 achieved near-experimental
accuracy on protein structures, a milestone recognized with the 2024 Nobel Prize in Chemistry (blog.google)
(www.understandingai.org). As of October 31, 2026, the AlphaFold Protein Structure Database advertises
open access to over 260 million protein structure predictions. This breakthrough sparked a revolution:
structural biology could be done in silico at unprecedented scale, accelerating target validation and enabling
3D-aware drug design (www.csail.mit.edu) (www.sciencedirect.com).
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However, AlphaFold and similar systems initially focused on protein structure alone, not how that protein binds
other molecules. AlphaFold3 (2024) extended scope to complexes (protein—DNA, protein—RNA, protein—
ligand) and was initially made available through AlphaFold Server, with model code and weights released later
(www.understandingai.org) (blog.google). Alongside it, a wave of open-source efforts emerged: projects like
OpenFold (2021) replicated AlphaFold architecture in PyTorch, releasing code, data, and weights under
permissive licenses (www.understandingai.org) (www.biopharmatrend.com). Startups and academia joined in:
MIT’s Boltz team (in collaboration with Recursion Biosciences) developed Boltz-1 in 2024 as an open-source,
AlphaFold3-level model for predicting biomolecular complexes (jclinic.mit.edu). Many of these models now
integrate multimodal predictions (e.g. protein—ligand docking and affinity) and generative design. By mid-
2026, there are over 200 published “foundation models” in drug discovery covering tasks from target discovery
to molecule generation (www.sciencedirect.com).

In this evolving landscape, open source is particularly notable. Open licensing (MIT, Apache, etc.) ensures
scientists everywhere can inspect, adapt, and deploy models without license fees or vendor lock-in. Open
models enhance reproducibility — e.g., AlphaFold2’s source code is licensed under Apache 2.0. They also
enable a community-driven ecosystem, where pharma companies, non-profits, and academia co-fund and co-
use common tools. For example, major pharma and tech companies (BMS, J&J, AbbVie, Bayer, NVIDIA, etc.)
support the OpenFold consortium to co-develop an open AlphaFold-3-class model (www.linkedin.com)
(www.biopharmatrend.com). This pre-competitive collaboration is driven partly by risk-management: as one
industry commentator noted, drug companies “are choosing to pool resources to support an open, community-
governed alternative” to closed platforms, thus avoiding dependency on any single vendor
(www.understandingai.org) (www.linkedin.com).

The Boltz—Pfizer deal sits at this nexus of Al, open source, and pharma. It tasks a public-benefit corporation
(Boltz) with adapting its open models to Pfizer’s internal data, creating an advanced in-house discovery
platform. The partnership blends the transparency of open science with the exclusivity of pharma data. Pfizer
gains cutting-edge Al tools while maintaining IP ownership of outcomes (www.prnewswire.com). For Boltz,
collaborating with a top pharma integrates real-world scale and expertise. This report analyzes this
arrangement in detail, exploring the scientific, technical, business, and strategic dimensions of applying open-
source structure prediction to drug discovery.

Al Models and Open Science in Drug Discovery

Foundation Models for Biomolecular Design

Foundation models — broadly pre-trained Al models adaptable to many downstream tasks — have quickly
spread into drug discovery. Analogous to large language models (LLMs like GPT-4) or image generators,
biomolecular foundation models are pre-trained on massive biochemical datasets and fine-tuned for tasks like
structure prediction, binding affinity, or molecule generation (www.sciencedirect.com). In 2024—-2025 alone,
scores of such models appeared in the literature, covering diverse modalities: protein folding (OpenFold, Chai-
1, ESMFold), complex structure (Boltz-1/2, Helixfold), binding affinity (Boltz-2, DeepAffinity), small molecule
design (MolAD by Nvidia), antibody design (AWS antibody models (www.techradar.com), GenAl drug design
platforms), and more. A recent review noted >200 published foundation models in drug discovery as of late
2025 (www.sciencedirect.com), indicating explosive growth in this field.
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Compared to earlier Al tools (QSAR regressors, molecular docking), foundation models are much larger and
more general. For example, Boltz-2 (an all-atom co-folding model) simultaneously predicts 3D structure and
protein—ligand binding affinity in one network (boltz.bio) (www.csail.mit.edu). The developers report strong
performance for structure and affinity prediction (technical preprint). The developers report a mean Pearson
correlation of 0.62 on the held-out FEP+ (OpenFE) affinity benchmark, comparable to OpenFE in that
evaluation (developer announcement). They also report outperforming all submitted CASP16 affinity entries in
a retrospective evaluation (technical report). Another example, the ESMFold language model (Meta),
generates single-protein structures quickly and was fully open-sourced by Facebook in 2022. The breadth of
applications means these models are becoming “the structural backbone” and “computational engine” of
modern drug discovery workflows (www.csail.mit.edu) (medium.com).

Crucially, many leading foundation models are open-source. The Boltz team explicitly open-sourced Boltz-1
and Boltz-2 (MIT license) along with full code and weights (jclinic.mit.edu) (www.csail.mit.edu). This permits
academic and commercial use “out of the box.” For instance, the MIT CSAIL team emphasizes that Boltz-1/2
were built for global accessibility, aiming to “establish Boltz-1 as a modeling backbone for researchers
worldwide” (jclinic.mit.edu). The open release spawned rapid adoption: the MIT announcement notes Boltz-1
(late 2024) was “used by thousands of scientists” across universities, biotechs, and all top-20 pharma
companies, becoming “the most widely used model of its kind in industry” (www.csail.mit.edu). AlphaFold2’s
model parameters are available under the Creative Commons Attribution 4.0 International (CC BY 4.0) license
(official repository). These successes illustrate a trend: open science accelerates impact by letting any
researcher build on the models.

Access models vary across biomolecular Al systems. AlphaFold3 (2024) was initially available through
AlphaFold Server, with model code and weights released later (www.understandingai.org). Chai Discovery also
released Chai-1 (developer announcement). The open vs. closed tension is central to the Boltz—Pfizer
narrative: Pfizer’s prior use of Boltz's open models (www.americanpharmaceuticalreview.com) suggests it
captures value from open infrastructure but now seeks the customization and support only available through a
deeper partnership (as with a proprietary solution) (medium.com) (www.americanpharmaceuticalreview.com).

Open-Source vs Proprietary Al in Pharma

The pharmaceutical industry is pragmatically embracing open-source Al while adapting it for enterprise use
(www.understandingai.org) (medium.com). Several forces drive this: open models are cost-effective and
modifiable (no license fees, can be fine-tuned), they foster trust and reproducibility (models and data are
transparent), and they insulate companies from dependency on a single vendor’s platform
(www.understandingai.org) (www.linkedin.com). A recent survey of Al in business notes open models perform
“on par” with closed ones but at a fraction of the cost (www.itpro.com). In the life sciences, AlphaFold3’s
staged release coincided with continued development of Chai-1 and OpenFold, illustrating the coexistence of
hosted and open approaches (www.linkedin.com).

The “Red Hat of Biology” comparison is an analogy about adding enterprise services around open models.

Pfizer’s language — “empowering scientists,” “generative workflows,” “custom models and workflows”
(boltz.bio) (www.americanpharmaceuticalreview.com) — suggests it is essentially outsourcing infrastructure,
not target-specific work. A media analyst observed that Pfizer’s press release is “missing words like milestones
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or asset ownership,” indicating this is a platform deal rather than a traditional milestone-driven R&D license
(medium.com). In this sense, the Boltz—Pfizer collaboration mirrors high-tech IT: open-core tools augmented
with enterprise support, similar to how Red Hat enhances Linux for corporations (medium.com).

By partnering with Boltz, Pfizer also aligns with the pre-competitive open ecosystem in structural biology. As
Kai Williams (UnderstandingAl) notes, pharma firms “turned to an unlikely ally” — OpenFold and consortiums —
to fund compute and keep models accessible (www.understandingai.org). Now, Boltz represents a final
integration step: it builds on the community’s open work and adds proprietary refinements. The result is an
ecosystem with three pillars (as one analyst put it) (medium.com): (1) an open “kernel” (models like OpenFold,
Boltz) that anyone can use and cannot be taken away, (2) federated learning / consortium efforts (Apheris,
etc.) to enhance these models with private data, and (3) enterprise distributions (Boltz PBC) that provide the
polished, supported platform enterprises demand (medium.com). Pfizer's deal appears to leverage all three: it
uses Boltz's open kernel (which itself is built on open data), proposes to refine it with Pfizer’s data (which hints
at a federated or customized model), and contracts for enterprise readiness.

The Role of Structure Prediction

Accurate structure prediction is becoming as fundamental to biotech as what Linux is to computing
(medium.com). Knowing a target's 3D structure and its binding sites enables rational drug design: one can
dock libraries of compounds, design shape-complementary ligands, or engineer antibodies to fit precisely.
Historically, this required solving the crystal or cryo-EM structure in the lab, a process that takes months and
succeeds only for tractable proteins. The Al era has dramatically changed the landscape: DeepMind’s success
showed that computational models can often obviate the need for an experimental structure.

Structure prediction has already had profound downstream impacts. For example, within two years of
AlphaFold2’s debut, scientists worldwide were using its predictions to accelerate immunology, enzyme
engineering, and materials science (blog.google). In drug discovery, structure models enable virtual screening
and generative design at scales impossible before. Structure-guided vaccine design provides a separate
example of structural biology: the original MRNA-1273 research describes a vaccine encoding a SARS-CoV-2
spike protein stabilized in its prefusion conformation (original study).

However, structure alone is not sufficient: equally important is understanding the thermodynamics of binding. A
drug candidate must not only fit the target pocket but also bind with high affinity and specificity. Traditionally,
medicinal chemists relied on laborious and expensive binding assays or computationally slow free-energy
simulations (FEP-type techniques) to estimate affinity. Recent Al models like Boltz-2 aim to bring this in silico
with deep learning. As MIT researchers explain, Boltz-2's joint modeling of structure and affinity “addresses a
gap” in small-molecule drug discovery, providing “precise binding affinity predictions” that can triage leads
before lab testing (www.csail.mit.edu). The developers paired Boltz-2 with SynFlowNet for large-scale virtual
screening (developer announcement).

Given these advances, structure-prediction models are no longer mere academic novelties; they have become
core components in biotech R&D. Any large pharma now routinely uses them (often as BLAST-like tools) to
guide early-stage projects. The Boltz—Pfizer deal explicitly cites deploying “state-of-the-art biomolecular Al
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foundation models...for small-molecule and biologics design” across preclinical programs (boltz.bio). This
signals recognition that open-source structure models are mature enough to be woven into production
pipelines. Our analysis will interrogate how this integration works and what it enables.

Boltz PBC and its Al Models

Company and Mission

Boltz PBC is a public-benefit corporation (PBC) based in Cambridge, MA, founded by researchers from the
MIT Jameel Clinic and CSAIL. It presents a mission “to enable every scientist to reshape biology and create a
healthier, more sustainable future” (boltz.bio). Unlike traditional Al startups chasing proprietary filings, Boltz
committed from the outset to an open-science philosophy: its key models (Boltz-1, Boltz-2, BoltzGen) are
released under permissive licenses. The CEO, Gabriele Corso (also the lead author of the Boltz papers),
frequently emphasizes community-building and transparency. For example, Boltz maintains a public Slack
channel and GitHub repositories, encouraging users to experiment with their models and contribute
improvements (jclinic.mit.edu) (medium.com).

As described in its press materials, Boltz markets its platform as “state-of-the-art Al models” integrated with
generative workflows and Ul, ready for preclinical use (www.prnewswire.com). Technologically, the company’s
core offering is its biomolecular foundation models: deep neural networks that take molecular components
(proteins, ligands, nucleic acids) as input and predict 3D structures and interactions. Boltz labeled its first-
generation model “Boltz-1" and announced it publicly in November 2024 (jclinic.mit.edu). Boltz-1 was billed as
the first “fully commercially available open-source model” achieving the accuracy of AlphaFold3 on complexes
(jclinic.mit.edu). It could reliably predict the conformations of protein—protein and protein—ligand complexes,
matching or beating the then-best models in benchmarks such as CASP15 (jclinic.mit.edu). By releasing Boltz-
1 openly (with code, weights, training data) under an MIT license (jclinic.mit.edu), the team aimed to
democratize access — making it “a modeling backbone for researchers worldwide” (jclinic.mit.edu).

Boltz-1: Complex Structure Prediction

Boltz-1's architecture extended AlphaFold’s ideas to multimolecular complexes. Where AlphaFold2 solved
single protein folds, Boltz-1 could take multiple chains (protein—protein, or protein—ligand) as input and co-fold
them together. The Jameel Clinic announcement states that Boltz-1 achieved AlphaFold3-level accuracy on
complexes (jclinic.mit.edu). Key innovations included a more efficient training regimen and network tweaks for
handling binding pockets. In independent tests, Boltz-1 matched or outperformed the first AlphaFold3 replicas
(e.g. Chai-1) on benchmarks: for instance, on the CASP15 target set, Boltz-1 scored an LDDT-PLI of 65%
(protein-ligand LDDT) versus 40% for Chai-1, and had a higher success proportion by docking score
(jclinic.mit.edu). These results demonstrate that Boltz-1's predictions are quantitatively comparable to the elite
standard.

Popularity quickly followed: the Boltz team reports thousands of downloads and usage by major
biotech/pharma customers (www.csail.mit.edu). A biologists survey, for example, noted that various biopharma
labs started using Boltz-1 (which was free to run on local GPUs) as an alternative to proprietary docking or
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coarse-grained methods. By mid-2025, Boltz-1 had become “the most widely used model of its kind in the
industry” (www.csail.mit.edu), according to MIT. (For reference, at this time AlphaFold3 was available through
AlphaFold Server.) Boltz-1's open release also spurred add-on tools (e.g. streamlined data pipelines, model
evaluation benchmarks). The vibrant community support was a selling point to partners like Pfizer: company
communications note that “Pfizer scientists have been...early adopters of our open-source models” across
disease areas (www.prnewswire.com).

Nonetheless, Boltz-1 had limitations. Being focused on structure, it did not directly predict thermodynamics.
Also, like all deep models, users had limited control over outputs. The Boltz team acknowledged these in
planning the next model.

Boltz-2: Joint Structure and Affinity Prediction

In June 2025, Boltz unveiled Boltz-2 — a next-generation model jointly predicting both 3D structure and binding
affinity (boltz.bio) (www.csail.mit.edu). Technically, Boltz-2 reuses the folding components of Boltz-1 but adds a
binding affinity module. It is trained on a rich dataset: millions of experimentally measured binding values
(from literature and industrial screens), thousands of structure-activity relationships, and synthetic data from
molecular dynamics (MD) simulations (boltz.bio) (www.csail.mit.edu). This pairing enables it to output (for a
given protein—ligand pair) both the predicted bound structure and an affinity score; the developers describe its
affinity accuracy as approaching FEP-method accuracy on the FEP+ benchmark (technical report).

In the developers’ evaluation, Boltz-2 achieved a mean Pearson correlation of 0.62 on the FEP+ (OpenFE)
affinity benchmark, whose targets were held out of training; its result was comparable to OpenFE in that
evaluation, with over 1,000x greater speed (developer announcement). The reported CASP16 affinity
comparison was retrospective: Boltz-2 outperformed the submitted competition entries (technical report). The
MIT news piece highlights examples: " [Boltz-2] can now predict binding strength with unprecedented accuracy
... at over 1,000 times the speed” of a GPU-powered FEP calculation (www.csail.mit.edu). Importantly, Boltz-2
is still an open-source model: MIT pledged to release all code, weights, and data under MIT license
(www.csail.mit.edu). Boltz’s public announcement likewise underscores openness: “Open Source — Boltz-2 is
open-sourced under an MIT license... available for academic and commercial use” (boltz.bio).

Beyond raw numbers, Boltz-2 introduced practical features to aid researchers. For instance, the architecture
allows directable generation: scientists can input constraints (e.g. contact points, known fragment templates)
to guide predictions (boltz.bio). This “fine-grained control” recognizes that human insight and experimental
hints should steer Al models, not be overridden by them (boltz.bio). Boltz-2 predicts both structure and affinity
in one model (developer announcement).

In summary, Boltz’s innovation comprises two pillars: Open-Source Accessibility and Technological
Excellence. By keeping its models public, Boltz has maximized exposure and collaborative improvement
(boltz.bio) (jclinic.mit.edu). Simultaneously, its models achieve state-of-the-art accuracy in problems directly
relevant to drug discovery (complex folding and binding affinity), as validated on community benchmarks
(boltz.bio) (jclinic.mit.edu). This rare combination makes Boltz a valuable partner for any pharma company
seeking cutting-edge computational design without reinventing Al infrastructure.
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The Boltz-Pfizer Collaboration

Deal Overview

On January 8, 2026, Pfizer and Boltz officially announced their strategic collaboration (www.prnewswire.com)
(www.americanpharmaceuticalreview.com). The public statements describe a platform-focused partnership:
Boltz will customize and enhance its open-source Al models using Pfizer’s historical discovery data, and Pfizer
will integrate Boltz's models and workflows into its preclinical programs (boltz.bio)
(www.americanpharmaceuticalreview.com). Key terms and features include:

+ Model Refinement: Boltz will train/fine-tune its latest foundation models on Pfizer’s proprietary data,
creating exclusive models for that company’s programs (small-molecule, biologics design, structure
prediction, and affinity) (www.prnewswire.com). This leverages Pfizer’s extensive in-house datasets
(assays, structures, etc.) to boost accuracy beyond the generic models. The exclusive models will
presumably remain internal to Pfizer.

o Custom Workflows: Boltz scientists will work closely with Pfizer R&D teams to develop custom
generative Al pipelines and interfaces for specific targets and modalities (www.prnewswire.com)
(www.americanpharmaceuticalreview.com). In other words, the partnership is not just handing over
code, but co-engineering pipelines embedded in Pfizer’'s environment.

« Integration: Pfizer will integrate the Boltz platform into its discovery process. Boltz emphasizes that its
models come with user-friendly interfaces and high-performance compute, ready for preclinical
deployment (boltz.bio) (www.americanpharmaceuticalreview.com).

« |IP and Ownership: Critically, Pfizer retains full ownership of any compounds discovered using the
Boltz tools (www.prnewswire.com) (www.americanpharmaceuticalreview.com). Boltz explicitly states that
Pfizer keeps all IP on resulting molecules. This rule likely assuages concerns that using a third-party
model might give the vendor rights to inventions. By this clause, Boltz only provides methodology; the
assets remain Pfizer’s.

« Open-Source Base: Notably, the announcement highlights that Boltz's base models (Boltz-2,
BoltzGen) are open-source and already popular in pharma (www.prnewswire.com)
(www.americanpharmaceuticalreview.com). This indicates Pfizer is not purchasing a black-box tool but
building on a well-known community resource.

The announced compound-ownership term gives Pfizer ownership of compounds discovered or developed
with the models and platform (official announcement). The deal’s framing — with talk of “state-of-the-art
foundation models” and “generative workflows” — suggests Pfizer is investing in a long-term discovery
infrastructure. As one analyst noted, there are “no asset-specific bets” or molecule milestones; this is about
adopting a new operating system for early R&D (medium.com).

The language of the press release is telling. It emphasizes broad empowerment (“empower scientists across
the company”), not narrow goals. There is no single target or compound named. Instead, phrases like “aiming
to accelerate and enhance decision-making in preclinical programs” imply Pfizer expects platform-wide
efficiency gains (www.prnewswire.com). Indeed, Gabriele Corso (Boltz CEO) is quoted delineating the
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benefits: enhanced accuracy, performance and integration of their models (www.prnewswire.com). Pfizer’s
executives have not publicly commented beyond the press release, but their actions speak to building Al
muscle rather than hunting one drug.

Technical Scope and Applications

The Pfizer—Boltz partnership covers both small-molecule and biologics discovery. Boltz's quoted models
(Boltz-2, BoltzGen) can handle proteins, DNA/RNA, peptides, and ligands (www.prnewswire.com) (boltz.bio).
Generative design of antibodies or small proteins (biologics) is plausible, as is ligand optimization for small-
molecule targets. The collaboration aims to apply these tools across modalities and disease areas. Case
contexts might include computational lead optimization (predicting affinities for candidate chemicals), binder
design with BoltzGen, and protein engineering (modifying biologic candidates to improve binding).

For protein and peptide design, BoltzGen generates binders for biomolecular targets. This capability concerns
protein and peptide binder design.

Since Pfizer retains all compound IP, there is less friction about exploring many ideas. Researchers can rapidly
screen larger virtual libraries using Boltz’s speed (1000x faster than FEP (boltz.bio)) without worrying that
Boltz or any other party will claim novelty. In essence, this arrangement ensures the company maintains the
“design of experiment” control: Boltz provides the engine, Pfizer provides the hypotheses and owns the
answers.

Integration with Historical Data

A critical facet is training on Pfizer’s data. Pfizer has decades of experimental data (e.g. binding assays,
ADMET results, failed program data) that can fine-tune Al models. Boltz will use “Pfizer's extensive historical
data” to produce “state-of-the-art, exclusive models” for the company (www.prnewswire.com). In practical
terms, this means re-training or fine-tuning Boltz-2 on Pfizer’s proprietary assays. Federated learning is not
explicitly mentioned, but one could speculate the mechanism: Pfizer may upload selected cleaned datasets to
a secure compute cluster where Boltz engineers train models behind the firewall. The outcome: an Al partially
shaped by Pfizer’'s chemistry style and biological insights (e.g. known structure-binding patterns).

This exclusive tailoring is Pfizer’'s main value add to the open model. It ensures the model is best suited to
Pfizer's chemistry library and screening funnel. In return, an exclusive model may capture Pfizer-specific
nuances, giving them an edge over competitors who only have the generic open model. However, because the
entire pipeline is open-source at heart, any technical advancements Boltz makes could still flow back to public
Boltz releases (assuming no contractual clause prevents this). The exact IP on the fine-tuned model is unclear:
presumably, the backbone remains Boltz's open code, so Pfizer’'s “model” is really just a set of weights unique
to Pfizer’s data, which the company can use internally.

Enterprise Service and Compliance

Enterprise deployment raises practical questions about how scientists will access and use the tools.
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Strategic Interpretation

The “Linux Moment” for Pharma

Several analysts immediately recognized the Boltz—Pfizer deal as historically significant. One Medium article
lauded it as akin to the open-source revolution in computing — the “Linux moment” for biology (medium.com).
The analogy is illustrative: just as Linux (open Unix-like OS) eventually needed a commercial version for
enterprises (Red Hat Enterprise Linux), biotech needed a stable, supported build of protein-Al. The writer
argues that Boltz is essentially “enterprise-ifying” the open bio-Al stack (medium.com). The comparison is an
analogy for adapting open models to enterprise workflows.

Pfizer’s corporate statements align with this reading. Nothing mentions milestone-based payments or specific
targets — indeed, no molecules or diseases are named. The emphasis on “models,” “platform,” and “workflows”
suggests this is not outsourcing a particular chemical program; it's building an in-house Al capability. This
matches broader trends: large pharma increasingly view Al tools as internal infrastructure needed across many
projects. For example, Pfizer’s earlier CytoReason deal (disease modeling) and Data4Cure (knowledge
graphs) similarly expanded in scope, indicating that once a new computational capability is proven, pharma
integrates it enterprise-wide (www.pfizer.com) (theaiinsider.tech).

Pre-Competitive Collaboration and Ecosystem Synergy

Another perspective emphasizes ecosystem effects. As UnderstandingAl noted, companies like BMS, J&J,
AbbVie, and Takeda are already funding open models to ensure they share in development (medium.com)
(www.understandingai.org). The Boltz partnership formalizes that ecosystem synergy. By collaborating with
Boltz, Pfizer is essentially signaling commitment to the shared open-source framework — even as it
customizes it. This could encourage other pharma to invest similarly, knowing Boltz’s long-term viability is
supported by big players.

It also avoids redundancy. Instead of each company separately trying to hire ML talent to build from scratch,
they can piggy-back on Boltz’s research (itself built on open academic work). If each big pharma did its own
Alphafold3-like effort, the industry would fragment and duplicate. Boltz's model aligns incentives: it's “building
[the] operating system for the biotech century,” and Pfizer is effectively one of the first “enterprise subscribers”
to that OS (medium.com).

Benchmarks versus Production

It is worth noting that while benchmarks show Boltz-2’s prowess, real-world drug discovery is far more
complex. Structure and affinity predictions are valuable but are just one piece of lead validation. Critics might
note potential pitfalls: models can have biases or failure modes, and high false-positive rates can still waste
chemist time. Moreover, no Al can yet predict ADMET (absorption, toxicity) or in vivo efficacy reliably. Pfizer will
have to carefully integrate Boltz's suggestions with existing knowledge and experiments.

Nevertheless, the deal fast-tracks Al into decision loops. With support from Boltz, Pfizer chemists won’t need
to become ML experts; they can use the platform to generate hypotheses quickly, then test them
experimentally. Early adopters at Pfizer have already felt this: the press materials mention “Pfizer scientists
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have been...members of [Boltz's] community across modalities (www.prnewswire.com),” implying internal
testing was positive. We expect over time that Pfizer will monitor metrics like “time to candidate selection” or
“number of virtual leads” to quantify benefits, though such data are internal.

Comparison with Other Pharma-Al Deals

Pfizer’s broader Al strategy provides context for this partnership. Over the past few years, Pfizer has inked
multiple Al collaborations across the value chain. For example, in 2022 Pfizer deepened its collaboration with
Israeli Al company CytoReason for immunology disease models (investing $20M, potential $110M total)
(www.pfizer.com). In 2025, Pfizer expanded an Al deal with Data4Cure, leveraging knowledge-graph analytics
for multi-omics integration (theaiinsider.tech). Also in 2025, Pfizer committed up to $350M to PostEra for Al-
driven small-molecule optimization and antibody-drug conjugate (ADC) design (cen.acs.org). These
partnerships cover disease biology modeling (CytoReason), data integration (Data4Cure), and medicinal
chemistry design (PostEra).

The Boltz collaboration adds structure and affinity modeling to this portfolio. By handling 3D design tasks,
Boltz fills a gap in Pfizer’s toolkit. Notably, many of these partners emphasize openness. CytoReason’s models
incorporate public and licensed data but focus on making predictions accessible to Pfizer scientists.
Data4Cure’s approach involves federated knowledge graphs that combine public and in-house data while
protecting privacy. PostEra relies on open-source cheminformatics and generative chemistry tools. Boltz
continues this pattern: it has open-source codes and (as of now) does not restrict internal use. In all these
deals, Pfizer seems to avoid exclusive ownership of the Al itself; instead, they buy services and contribute data
for mutual benefit.

Table 1 (below) summarizes selected recent pharma—Al collaborations. It is clear that across the sector, the
dominant trend is “platform over pipeline”: companies invest in Al platforms to accelerate multiple projects
rather than paying per compound. The Boltz deal conforms to this model but stands out in its explicit embrace
of open-source foundations.

Year Ph Al Focus Deal Highlights
ar Part Area
ma ner
2022 Pfi Cyt Disease $20M equity + R&D funding (up to $110M) for Al models of immune/oncology diseases

zer oRe  modeling (www.pfizer.com). Used to simulate disease pathways.
aso  (immunol
n ogy)

2025 Pfi Post Medicinal = Up to $350M for Al-driven design of small molecules and antibody-drug conjugates
zer Era  chemistry (cen.acs.org). Expanded from an earlier small-molecule agreement that included a $13M
& ADCs upfront payment, eligibility for up to $248M in additional milestones, and tiered royalties on
approved products (PostEra’s January 2022 announcement).

2025 Pfi Dat Multi- Multi-year integrate public/proprietary data for target/biomarker discovery
zer a4C  omics (theaiinsider.tech). Partnership launched Feb 2025.
ure knowledg
e graph
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Year Ph Al Focus Deal Highlights
ar Part Area
ma ner
2026 Pfi Bolt  Structure Strategic Al collab: refine open-source Boltz models on Pfizer data, build generative
zer z prediction = workflows. Pfizer keeps all discovered IP (www.prnewswire.com)
(PB | & affinity (www.americanpharmaceuticalreview.com).
Q)

Table 1. Selected pharma—Al collaborations (2022-2026). (Sources: Pfizer press releases (www.pfizer.com),
news articles (cen.acs.org) (theaiinsider.tech), manufacturer announcements (www.prnewswire.com).)

This table illustrates how Boltz—Pfizer is part of a pattern: big pharma forming long-term technology
partnerships. Unlike classic licensing or acquisitions, these are collaborations combining company strengths
(academic/Al expertise plus pharma’s data and regulatory experience). The unique aspect of Boltz is that the
core technology is open-source, whereas some other partners (e.g. Data4Cure) have proprietary platforms.
This may lower costs and increase agility: open tools evolve rapidly thanks to global contributions.

Open-Source Structure Prediction in Practice

To understand what Boltz's work might deliver for Pfizer, let us consider how open structure prediction tools
have already been used. One famous example: during the COVID-19 pandemic, many researchers used
(AlphaFold2) predicted structures of viral proteins to design vaccines and drugs. Likewise, in oncology,
scientists apply AlphaFold and related models to identify new binding pockets on cancer targets. But such
applications were mostly one-offs or collaborative academic projects. In a commercial context, imagine
Moderna or BioNTech speeding antibody design by using predicted spike protein structures to refine
immunogens. Now Pfizer, long experienced in vaccines, can envision accelerating its programs (like mRNA or
protein subunit vaccines) by employing Boltz models from the start.

For small-molecule discovery, Boltz-2's affinity module was trained on millions of experimental measurements
of molecular binding to proteins (MIT report).

For biologics, BoltzGen, released on October 26, 2025, is designed to generate protein and peptide binders for
biomolecular targets (official release announcement). An example case could be that Pfizer’'s oncology division
wants to design a novel bispecific antibody. BoltzGen could propose heavy/light chain sequences predicted to
bind two epitopes simultaneously, guided by Boltz-2's structure predictions of the target complexes.
Experimentally implementing these suggestions might yield binders that normally would take months of phage
display or lab evolution.

It should be noted that real-world use always has caveats. Predictions in silico still need in vitro and in vivo
validation. Binding affinity predictions have errors and sometimes false positives. But the deal’s emphasis on
internal workflows means Pfizer can iterate rapidly: for any Al-predicted lead, they can run lab affinity assays,
feed the results back (closing the loop), and refine the Al. This “active learning” cycle — model suggests, wet
lab confirms/refutes, model updates — is how enterprise Al usually finds its value. The collaboration invites
exactly this process.
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As a final applied example, consider structure-guided vaccine design. If Pfizer chooses to apply Boltz toward
its biologics, it could for instance speed development of new monoclonal antibodies. Given a target antigen,
Boltz-2 might model antibody—antigen docking and predict how altering CDR loops changes affinity.
Generative workflows could suggest novel CDR sequences optimized for binding or stability. Combined with
Pfizer's immunology expertise, this could shorten the timeline from target to preclinical candidate.
Stakeholders at Pfizer likely see such concrete science cases in real time.

Implications and Future Directions

The Boltz—Pfizer collaboration has broad implications for drug discovery, business strategy, and scientific
research. Below we discuss multiple dimensions of impact, challenges, and future prospects.

Accelerating Early R&D and Reducing Costs

By integrating open-source structure models, Pfizer aims to accelerate early-stage drug discovery.
Simulations that once took weeks or months (e.g. docking, FEP calculations) can be done in hours. Virtual
screening libraries can expand from millions to billions of candidates because models like Boltz-2 and
generative tools run orders of magnitude faster (boltz.bio). More rapid iteration means faster project decisions,
potentially bringing candidate selection forward by months. As Boltz-2's lead author put it, screening a broad
chemical space in silico lets “early-stage teams prioritize only the most promising compounds” for lab tests
(www.csail.mit.edu).

Cost savings could be substantial. Traditional hit-finding (HTS, fragment screens, etc.) is expensive:
automated labs, synthetic chemistry, and assays easily run into millions of dollars per campaign. If Al models
narrow down hits to a few dozen high-confidence candidates, the savings in materials and staff time could be
huge. At scale, reducing one round of lead optimization or authority submission matters. While no one claims
Al removes risk (the step from candidate to drug is still enormous), even small efficiency gains multiplied
across dozens of projects can save Pfizer considerable resources.

Notably, these benefits may compound over time. Each discovery adds data: newly measured affinities,
synthesizable motifs etc. If integrated properly, this data can further refine the Al (a virtuous cycle). Over years,
Pfizer’s internal fine-tuned Boltz model might become significantly better for the company’s interests than the
public version. This creates a data moat: competitors using an out-of-the-box model might lack Pfizer’s
accumulated “experience.” We saw with CytoReason that pharma-generated data (e.g. patient biomarkers)
creates value by training Al. Similarly, repeated use of Boltz PBC'’s tools on Pfizer’'s own projects will effectively
turn Pfizer into a co-developer of the Al, even as Boltz owns the core IP.

Pre-Competitive Data Sharing and Federated Learning

The emphasis on open models also reinvigorates pre-competitive collaboration among biotechs. Pfizer’s
financial support (through licensing or R&D payments to Boltz) indirectly funds model improvements that any
user can eventually adopt. Although Pfizer will get exclusive models for itself, the underlying Boltz platform
remains publicly usable. Thus, other pharma can continue using Boltz-2/BoltzGen alongside Pfizer (unless the
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licensing model changes). In some pre-competitive efforts, companies share encrypted model updates instead
of raw data (federated learning). The Boltz press release doesn’t explicitly describe this, but the concept is
relevant: Boltz as a PBC might coordinate future multi-party training initiatives that benefit the industry while
preserving private data. For example, a mutual consortium could appear where Pfizer, Roche, and academic
labs collectively fund a Boltz-3 model, each bringing in proprietary data under a secure protocol. The Pfizer
deal could be a stepping stone towards such communal data strategies, as suggested by analysts
(medium.com).

Impacts on Open Science and Competition

Ironically, an open-source-based partnership between a giant pharma and a relatively small Al lab could
strengthen open science. Success stories often spur others to contribute innovations back to the community.
Boltz's commitment to open licensing means any generic improvements (e.g. better architectures, bug fixes)
made during this deal could flow upstream (unless Pfizer negotiates some private forks). If Boltz thrives and
grows, it may attract further investors and generate more open releases. The open-source ecosystem (e.g.
OpenFold, HuggingFace model hubs) could benefit from whatever Boltz releases in the future as well.

From a competition standpoint, the fact that Boltz is open-source lowers barriers for others (including smaller
biotechs, academia) to build Al capabilities. Some view this as leveling the playing field: deep pockets won't
monopolize structural Al. As one commentator on LinkedIn put it, the open model can be freely used (like
Linux, Python) — pharma’s benefit is secure distribution and support, not locking out rivals (www.linkedin.com).
In practice, however, having equivalent Al is just one piece of success; know-how and data still differentiate
companies. Boltz being open means any competitor could technically access the same algorithms Pfizer uses.
Therefore, Pfizer's competitive edge will hinge on how well they integrate it with their own expertise,
proprietary pipelines, and scale of experiments.

Nevertheless, open publishing of tools raises industry standards. It forces rivals to innovate beyond mere Al
access—perhaps by developing better assays, biological insights, or entirely new modalities. In the broader
research community, open releases like Boltz-2 also facilitate academic breakthroughs (new protein designs
by students, etc.), which in the long run enlarge the target space of druggable molecules. Thus, even as there
is a race, the bottom-line in science moves upward.

Challenges and Risks

No technology shift is without caution. Potential challenges in this case include:

« Model Reliability: Deep learning models can “hallucinate” or make confident but wrong predictions.
Strange binding poses, unseen conformations, or subtle chemistry errors could mislead researchers.
Ensuring robustness, especially on novel targets, will require thorough validation. Pfizer must develop
QA processes (maybe a subset of predictions always go through slower physics checks or early wet
tests) to guard against blind spots.

» Data Bias: Boltz-2 was trained largely on existing protein—ligand datasets. If Pfizer has targets that are
very different (membrane proteins, covalent inhibitors, etc.), the model might underperform. Continuous
curation of training data will be needed. There is also risk of data leakage: if Pfizer inadvertently uses Al
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predictions to train another model without disentangling them, feedback loops can skew outcomes.

« Interpretability: Al models give little explanation of why a certain molecule is predicted to bind. While
Pfizer’'s chemists might trust high scores, regulatory bodies or collaborating scientists might demand
more transparency. The partnership should include tools to rationalize predictions (e.g. highlighting key
interactions, confidence scores, etc.).

« Integration Complexity: Bringing cutting-edge Al into a legacy R&D IT environment is nontrivial. IT
security, data format conversions, and user training can slow adoption. Pfizer’s success may depend on
effectively change-managing this new “Al culture”.

e Over-Hype: There is a risk of expecting immediate miracles. Al is powerful but not omnipotent. If very
high expectations (e.g. “drug discovery in weeks”) are not met, disappointments could follow. Both Pfizer
and Boltz will need to manage expectations and provide realistic metrics (like number of virtual
molecules tested, time saved per project, etc.).

Despite these risks, industry sentiment appears optimistic. Many scientists view Al (and open models) as a
necessary evolution. In a recent Al/bio conference panel, participants stressed the importance of "operational
excellence" and faithful data rather than chasing faster models (www.linkedin.com). The consensus is that to
reach patients faster, biotech must blend Al with rigorous lab validation. The Boltz deal aligns with this — by
focusing on preclinical pipeline acceleration rather than late-stage clinical endpoints, it plays into where Al
can presently help most.

Future Trajectories

Looking ahead, the Boltz—Pfizer deal suggests several future directions:

« Model Iteration and Expansion: We can expect Boltz to continue releasing improved versions (Boltz-3,
etc.) with Pfizer’s backing and possibly academic collaborators. Features may include multi-ligand
docking (ternary complexes), metabolism prediction, and better integration with experimental design.
The future might see Boltz-2 trained on cryo-EM and X-ray images directly (“end-to-end microscopy
analysis”) as research in structural Al progresses.

« Cross-Company Collaborations: If Pfizer’'s setup works well, other pharma might join Boltz as
collaborators or customers. We might even see a consortium where stakeholders share certain model
updates or costs, reducing redundancy. Federated learning platforms (like Apheris) could enable Pfizer
to anonymously benefit from others’ data without revealing trade secrets.

« Platform Diversification: Boltz's core models may branch out. For example, BoltzGen’s binder design
could be expanded to generic small-molecule generation, or specialized peptide design. Given Boltz's
PBC status, they might partner with academic labs (like Jameel Clinic) on innovative projects, further
feeding public knowledge.

« Regulatory Impact: As Al-designed compounds enter early trials, regulators will pay attention. FDA's
January 2025 Considerations for the Use of Artificial Intelligence To Support Regulatory Decision-
Making for Drug and Biological Products is draft guidance, not for implementation, and contains
nonbinding recommendations. It proposes a risk-based framework for assessing Al-model credibility in a
particular context of use when Al produces information or data supporting regulatory decisions about
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drug safety, effectiveness, or quality. Partnerships like this set precedents: if Al-suggested candidates
lead to promising INDs, agencies may establish new frameworks for evaluating Al involvement (e.g.
requiring explainable outputs).

» Open Science Momentum: More broadly, successes here could inspire open-source Al launches in
other domains (genomics, imaging, etc.). The ethos that “pre-competitive problems should be solved
together” may gain traction. Already, platforms like Amazon’s Bio Discovery (April 2026
(www.techradar.com)) and NVIDIA's open computing initiatives indicate that tech giants are also pushing
open science tools. The pharma industry might increasingly view itself as part of an “Al commons”
where basic tools are shared and applied in parallel.

In summary, the Boltz-Pfizer deal is a harbinger of a shift in pharmaceutical R&D. It signals that open-
source Al models have matured from lab curiosities to production-grade tools worthy of strategic investment by
a major pharma. Its success or failure will be closely watched: if the platform speeds up preclinical pipelines
and generates competitive leads, it will validate the “foundation model” approach and likely spur similar deals.
Conversely, if integration issues stall the benefits, it may temper enthusiasm, underscoring that Al remains one
(albeit powerful) part of a multi-faceted discovery ecosystem.

Conclusion

In this report, we have traced the contours of the Boltz—Pfizer Al drug discovery collaboration, situating it
within the rapid rise of open-source biomolecular Al. The partnership exemplifies a “best of both worlds”
approach: it leverages community-driven open models (Boltz-1/2) while combining them with proprietary data
and enterprise-grade support to create a tailor-made discovery platform. Technically, Boltz contributes state-of-
the-art tools that predict protein structures and binding affinities (www.csail.mit.edu) (boltz.bio), and do so at
speeds empowering large-scale virtual experiments. Strategically, Pfizer gains a transformational
infrastructure, one that can propagate through its research teams without relinquishing ownership of outcomes
(Www.prnewswire.com).

We have examined multiple perspectives. Proponents highlight that open models accelerate innovation and
democratize access: by “boring” integration of Al into routine workflows, scientists can focus on biology and
patients (medium.com) (www.csail.mit.edu). Open-source collaboration among competitors means more
innovation insurance (medium.com). Critics would caution about model limitations, hype, and the need for wet-
lab validation. On balance, however, the trend is clear: Al-driven structure prediction and generative design are
powerful new engines in the drug R&D machine.

This partnership may well be remembered as a pivot point. Just as the founding of Linux (1991) eventually
spawned enterprise Linux distributions (late 1990s) that changed computing, the early open Al models of
biology (circa 2020-2023) are now giving rise to supported distributions (2026 onward) that will reshape
biotech. Pfizer’s deal essentially places a major bet on open-source; it suggests that the company expects
most fundamental Al innovations to be a communal effort, with value instead captured via execution and
integration. Provided this bet pays off, future implications are expansive: drug pipelines could become more
automated, preclinical attrition reduced, and even smaller biotechs could access advanced design tools (via
cloud or platforms like AWS BioDiscovery (www.techradar.com)).
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From a policy and social perspective, open-source structure prediction contributes to the goal of accelerating
the creation of new medicines in a cost-effective, transparent way (boltz.bio) (medium.com). Nevertheless, it
also raises questions about data governance, algorithmic accountability, and equitable distribution of Al-driven
biotech advances. Stakeholders must ensure that such tools serve patients broadly and not just improve
corporate bottom lines. In any case, this collaboration underscores that the future of drug discovery is
intertwined with Al and open science. The coming years will show how far a “Linux for molecules” can
propel us toward a healthier world.

References: (Citations are given inline throughout the text, e.g. (boltz.bio). Key references include official
press releases (www.prnewswire.com) (www.americanpharmaceuticalreview.com), technical reports and news
on Boltz-1/2 (www.csail.mit.edu) (boltz.bio), industry analysis (medium.com) (www.understandingai.org), and
related news and research sources for context (www.pfizer.com) (www.techradar.com) (www.csail.mit.edu).

Source links

Links cited in this article, in order of first appearance. Full addresses are provided for readers using extracted text.

1. https://boltz.bio/pfizer-partnership

2. https://www.prnewswire.com/news-releases/boltz-and-pfizer-announce-strategic-collaboration-to-develop-and-deploy-state-
of-the-art-biomolecular-ai-foundation-models-302656405.html

3. https://www.americanpharmaceuticalreview.com/Specialty/Drug_Delivery/1315-News/623541-Boltz-and-Pfizer-Announce-
Strategic-Collaboration-to-Develop-and-Deploy-State-of-the-Art-Biomolecular-Al-Foundation-Models

. https://www.understandingai.org/p/an-unlikely-ally-for-open-source

. https://lwww.csail.mit.edu/news/mit-releases-breakthrough-protein-binding-affinity-model-expanding-role-ai-drug-discovery
. https://lwww.sciencedirect.com/science/article/pii/S1359644625002314

. https://boltz.bio/boltz2

. https:/lwww.pfizer.com/news/press-release/press-release-detail/cytoreason-announces-expanded-collaboration-deal-pfizer

© 00 N o O @ »

. https://cen.acs.org/business/start-ups/Pfizer-doubles-down-Al-partnership/103/web/2025/01
10. https://theaiinsider.tech/2025/02/06/pfizer-expands-ai-driven-drug-discovery-partnership-with-data4cure

11. https://medium.com/%40dapscience/the-red-hat-of-biology-why-the-boltz-pfizer-deal-is-the-linux-moment-for-pharma-
decd61769d63

12. https://www.techradar.com/pro/amazons-new-ai-bio-discovery-tool-can-provide-every-researcher-with-lab-in-the-loop-drug-
discovery-40-ai-biology-models-can-filter-300-000-novel-antibody-candidates-down-to-the-top-results-for-testing-in-just-
weeks

13. https://www.biopharmatrend.com/post/902-openfold-consortium-expands-with-six-new-members-to-strengthen-open-source-
ai-tools-for-drug-discovery

14. https://aiglabs.ai/blog/how-pfizer-uses-ai-to-transform-drug-development

15. https://time.com/7372610/ai-drug-clinical-trials

16. https://blog.google/technology/ai/google-deepmind-isomorphic-alphafold-3-ai-model
17. https://alphafold.ebi.ac.uk

18. https://jclinic.mit.edu/boltz-1

19. https://github.com/google-deepmind/alphafold/blob/main/LICENSE

Pharma & biotech Al consulting - Custom software - Data engineering Page 18 of 20


https://boltz.bio/pfizer-partnership#:~:text=Boltz%2C%20PBC%20is%20a%20public,generative%20design%20across%20multiple%20modalities
https://medium.com/%40dapscience/the-red-hat-of-biology-why-the-boltz-pfizer-deal-is-the-linux-moment-for-pharma-decd61769d63#:~:text=Boltz%20doesn%E2%80%99t%20exist%20in%20a,vacuum
https://boltz.bio/pfizer-partnership#:~:text=Cambridge%2C%20MA%20%E2%80%94%20Pfizer%20Inc,molecule%20and%20biologics%20design
https://www.prnewswire.com/news-releases/boltz-and-pfizer-announce-strategic-collaboration-to-develop-and-deploy-state-of-the-art-biomolecular-ai-foundation-models-302656405.html#:~:text=Under%20the%20collaboration%2C%20Boltz%20will,making%20in%20preclinical%20programs
https://www.americanpharmaceuticalreview.com/Specialty/Drug_Delivery/1315-News/623541-Boltz-and-Pfizer-Announce-Strategic-Collaboration-to-Develop-and-Deploy-State-of-the-Art-Biomolecular-AI-Foundation-Models/#:~:text=Under%20the%20collaboration%2C%20Boltz%20will,making%20in%20preclinical%20programs
https://www.csail.mit.edu/news/mit-releases-breakthrough-protein-binding-affinity-model-expanding-role-ai-drug-discovery#:~:text=reflecting%20different%20stages%20of%20real,deliver%20that%20level%20of%20precision
https://boltz.bio/boltz2#:~:text=On%20the%20standard%20FEP%2B%20,binding%20affinities%20across%20140%20complexes
https://medium.com/%40dapscience/the-red-hat-of-biology-why-the-boltz-pfizer-deal-is-the-linux-moment-for-pharma-decd61769d63#:~:text=Boltz%20didn%E2%80%99t%20invent%20the%20kernel,0%20launch
https://www.understandingai.org/p/an-unlikely-ally-for-open-source#:~:text=Supporting%20OpenFold%20gives%20these%20drug,included%20in%20recent%20AlphaFold%20releases
https://www.pfizer.com/news/press-release/press-release-detail/cytoreason-announces-expanded-collaboration-deal-pfizer#:~:text=Under%20the%20terms%20of%20the,over%20the%20next%20five%20years
https://www.techradar.com/pro/amazons-new-ai-bio-discovery-tool-can-provide-every-researcher-with-lab-in-the-loop-drug-discovery-40-ai-biology-models-can-filter-300-000-novel-antibody-candidates-down-to-the-top-results-for-testing-in-just-weeks#:~:text=A%20new%20AI%20powered%20drug,12%20months%20to%20just%20weeks
https://www.csail.mit.edu/news/mit-releases-breakthrough-protein-binding-affinity-model-expanding-role-ai-drug-discovery#:~:text=In%202024%2C%20that%20project%20became,its%20kind%20in%20the%20industry
https://boltz.bio/pfizer-partnership
https://www.prnewswire.com/news-releases/boltz-and-pfizer-announce-strategic-collaboration-to-develop-and-deploy-state-of-the-art-biomolecular-ai-foundation-models-302656405.html
https://www.prnewswire.com/news-releases/boltz-and-pfizer-announce-strategic-collaboration-to-develop-and-deploy-state-of-the-art-biomolecular-ai-foundation-models-302656405.html
https://www.americanpharmaceuticalreview.com/Specialty/Drug_Delivery/1315-News/623541-Boltz-and-Pfizer-Announce-Strategic-Collaboration-to-Develop-and-Deploy-State-of-the-Art-Biomolecular-AI-Foundation-Models
https://www.americanpharmaceuticalreview.com/Specialty/Drug_Delivery/1315-News/623541-Boltz-and-Pfizer-Announce-Strategic-Collaboration-to-Develop-and-Deploy-State-of-the-Art-Biomolecular-AI-Foundation-Models
https://www.understandingai.org/p/an-unlikely-ally-for-open-source
https://www.csail.mit.edu/news/mit-releases-breakthrough-protein-binding-affinity-model-expanding-role-ai-drug-discovery
https://www.sciencedirect.com/science/article/pii/S1359644625002314
https://boltz.bio/boltz2
https://www.pfizer.com/news/press-release/press-release-detail/cytoreason-announces-expanded-collaboration-deal-pfizer
https://cen.acs.org/business/start-ups/Pfizer-doubles-down-AI-partnership/103/web/2025/01
https://theaiinsider.tech/2025/02/06/pfizer-expands-ai-driven-drug-discovery-partnership-with-data4cure
https://medium.com/%40dapscience/the-red-hat-of-biology-why-the-boltz-pfizer-deal-is-the-linux-moment-for-pharma-decd61769d63
https://medium.com/%40dapscience/the-red-hat-of-biology-why-the-boltz-pfizer-deal-is-the-linux-moment-for-pharma-decd61769d63
https://www.techradar.com/pro/amazons-new-ai-bio-discovery-tool-can-provide-every-researcher-with-lab-in-the-loop-drug-discovery-40-ai-biology-models-can-filter-300-000-novel-antibody-candidates-down-to-the-top-results-for-testing-in-just-weeks
https://www.techradar.com/pro/amazons-new-ai-bio-discovery-tool-can-provide-every-researcher-with-lab-in-the-loop-drug-discovery-40-ai-biology-models-can-filter-300-000-novel-antibody-candidates-down-to-the-top-results-for-testing-in-just-weeks
https://www.techradar.com/pro/amazons-new-ai-bio-discovery-tool-can-provide-every-researcher-with-lab-in-the-loop-drug-discovery-40-ai-biology-models-can-filter-300-000-novel-antibody-candidates-down-to-the-top-results-for-testing-in-just-weeks
https://www.biopharmatrend.com/post/902-openfold-consortium-expands-with-six-new-members-to-strengthen-open-source-ai-tools-for-drug-discovery
https://www.biopharmatrend.com/post/902-openfold-consortium-expands-with-six-new-members-to-strengthen-open-source-ai-tools-for-drug-discovery
https://aiqlabs.ai/blog/how-pfizer-uses-ai-to-transform-drug-development
https://time.com/7372610/ai-drug-clinical-trials
https://blog.google/technology/ai/google-deepmind-isomorphic-alphafold-3-ai-model
https://alphafold.ebi.ac.uk/
https://jclinic.mit.edu/boltz-1
https://github.com/google-deepmind/alphafold/blob/main/LICENSE

IntuitionLabs

20. https://www.linkedin.com/posts/openfold_an-unlikely-ally-for-open-source-protein-folding-activity-7427466208804904960-
kbyH

21. https://lwww.biorxiv.org/content/10.1101/2025.06.14.659707v1

22. https://lwww.boltz.com/boltz2

23. https://pmc.ncbi.nlm.nih.gov/articles/PMC12262699

24. https://github.com/google-deepmind/alphafold/blob/main/README.md

25. https://lwww.chaidiscovery.com/news/introducing-chai-1

26. https://www.itpro.com/software/open-source/open-source-ai-performance-cost-savings-proprietary-models-linux-foundation
27. https://lwww.nature.com/articles/s41586-020-2622-0

28. https://boltz.com/pfizer-partnership

29. https://github.com/HannesStark/boltzgen

30. https://boltz.com/boltzgen

31. https://www.prnewswire.com/news-releases/postera-announces-260m-multi-target-strategic-ai-lab-collaboration-with-pfizer-
301457261.html

32. https://www.fda.gov/regulatory-information/search-fda-guidance-documents/considerations-use-artificial-intelligence-support-
regulatory-decision-making-drug-and-biological

Pharma & biotech Al consulting - Custom software - Data engineering Page 19 of 20


https://www.linkedin.com/posts/openfold_an-unlikely-ally-for-open-source-protein-folding-activity-7427466208804904960-kbyH
https://www.linkedin.com/posts/openfold_an-unlikely-ally-for-open-source-protein-folding-activity-7427466208804904960-kbyH
https://www.biorxiv.org/content/10.1101/2025.06.14.659707v1
https://www.boltz.com/boltz2
https://pmc.ncbi.nlm.nih.gov/articles/PMC12262699
https://github.com/google-deepmind/alphafold/blob/main/README.md
https://www.chaidiscovery.com/news/introducing-chai-1
https://www.itpro.com/software/open-source/open-source-ai-performance-cost-savings-proprietary-models-linux-foundation
https://www.nature.com/articles/s41586-020-2622-0
https://boltz.com/pfizer-partnership
https://github.com/HannesStark/boltzgen
https://boltz.com/boltzgen
https://www.prnewswire.com/news-releases/postera-announces-260m-multi-target-strategic-ai-lab-collaboration-with-pfizer-301457261.html
https://www.prnewswire.com/news-releases/postera-announces-260m-multi-target-strategic-ai-lab-collaboration-with-pfizer-301457261.html
https://www.fda.gov/regulatory-information/search-fda-guidance-documents/considerations-use-artificial-intelligence-support-regulatory-decision-making-drug-and-biological
https://www.fda.gov/regulatory-information/search-fda-guidance-documents/considerations-use-artificial-intelligence-support-regulatory-decision-making-drug-and-biological

IntuitionLabs

THE PUBLISHER

About IntuitionLabs

IntuitionLabs is an Al consulting, custom software development and data engineering firm serving
pharmaceutical, biotechnology, medical-device and other life-science organizations. We work with clinical,
regulatory, medical-affairs, commercial, quality and IT teams to connect technology decisions with the work
people need to accomplish.

Al consulting and adoption

Our Al enablement services cover readiness assessments, use-case selection, governance and policies, team
workshops, adoption measurement and ongoing advisory support. We help organizations structure the
information layer behind Al: source material, context, permissions and maintained knowledge that make
generated answers useful and reviewable. Private LLM inference and hosted Al options support teams
evaluating how to operate Al with appropriate control over their data and infrastructure.

Software, data and life-science workflows

IntuitionLabs develops custom software for pharma and biotech, integrates enterprise systems, and builds
data engineering and business intelligence solutions. Areas of focus include Al agents, regulatory research,
medical writing, medical affairs, CMC information, competitive intelligence and clinical-document workflows.
Our eTMF intelligence work includes cross-system reconciliation and inspection-readiness support.

Enterprise platforms and regulated delivery

We provide Veeva services, application support, managed services, integrations and custom applications,
alongside enterprise content work involving platforms such as Egnyte. For regulated workflows, our services
include GxP enablement, computer-system validation and software development addressing 21 CFR Part 11
requirements. The applicable controls, validation responsibilities and acceptance criteria are defined for each
engagement.

Work with IntuitionLabs

Explore Al enablement, pharma and biotech software development, data engineering and Bl, and Veeva
services. Contact IntuitionLabs to discuss your workflow, information sources and implementation needs.

IntuitionLabs publishes educational research to help life-science teams make informed technology decisions.
Coverage of a product or organization does not imply a client relationship, endorsement or partnership.

Website: https://intuitionlabs.ali

This article is educational. Verify consequential medical, legal, financial, regulatory and technical decisions with appropriate professionals and the
cited primary sources. Company services are described separately from the article's research findings.
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