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ABSTRACT
Therapeutic antibodies have gained prominence in recent years due to their precision in targeting 
specific diseases. As these molecules become increasingly essential in modern medicine, comprehensive 
data tracking and analysis are critical for advancing research and ensuring successful clinical outcomes. 
YAbS, The Antibody Society’s Antibody Therapeutics Database, serves as a vital resource for monitoring 
the development and clinical progress of therapeutic antibodies. The database catalogs detailed infor
mation on over 2,900 commercially sponsored investigational antibody candidates that have entered 
clinical study since 2000, as well as all approved antibody therapeutics. Data for the late-stage clinical 
pipeline and antibody therapeutics in regulatory review or approved (over 450 molecules) are openly 
accessible (https://db.antibodysociety.org). Antibody-related information includes molecular format, 
targeted antigen, current development status, indications studied, and the clinical development timeline 
of the antibodies, as well as the geographical region of company sponsors. Furthermore, the database 
supports in-depth industry trends analysis, facilitating the identification of innovative developments and 
the assessment of success rates within the field. This resource is continually updated and refined, 
providing invaluable insights to researchers, clinicians, and industry professionals engaged in antibody 
therapeutics development.
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Introduction

Natural human immunoglobulin (Ig), i.e., antibodies pro
duced in the body, are glycoproteins composed of two iden
tical heavy chains and two identical light chains that assemble 
to form a Y-shaped structure. Once assembled, these proteins 
have three key domains, two antigen-binding fragments (Fab), 
and one crystallizable fragment (Fc). This structure enables the 
antibody to carry out multiple functions, such as binding 
antigen via the Fabs and mediating effector functions via 
binding Fc receptors on cells such as natural killer cells, 
macrophages, neutrophils, and mast cells.1 Over the past ~40  
y, the biopharmaceutical industry has incorporated these nat
ural functions into recombinant monoclonal antibody (mAb) 
therapeutics.2,3 Of the five classes of antibodies produced by 
human B cells (IgG, IgM, IgE, IgA, IgD), IgG (particularly the 
subclasses IgG1, IgG2, and IgG4) are the most common type of 
antibody therapeutic, although IgG3, IgM, and IgE mAbs have 
also been investigated in clinical studies.

Most currently marketed recombinant monoclonal antibo
dies have a canonical Y-shaped format. The investigational 
clinical pipeline, however, shows a clear trend toward the 
development of therapeutic antibodies that are more 
complex.4–6 In addition to full-length canonical antibodies, 
the pipeline increasingly includes bi- or multispecific 
antibodies7–10 and antibody-drug conjugates (ADCs),11 as 

well as antibody fragments, fragment-Fc and appended Ig, 
which can be naked, conjugated to other molecules or fused 
to non-Ig proteins, and can have monospecific, bispecific, or 
multispecific properties.

In an ongoing effort to support individuals and organiza
tions involved in antibody therapeutics research and develop
ment, The Antibody Society, Inc., an international nonprofit 
trade association, provides business intelligence on global anti
body therapeutic development conducted by the commercial 
sector. As part of their research, the Society determines devel
opment trends, success rates (clinical phase transition rates 
and overall marketing approval rates),5,6,12 and clinical devel
opment phase lengths for antibody therapeutics, which are key 
metrics that inform decisions about resource allocation by the 
biopharmaceutical industry. Given the increasingly complex 
nature of therapeutic antibodies and the substantial growth of 
commercial antibody therapeutics development in the past 
decade,4,5 a comprehensive resource for efficient tracking of 
antibody candidates is essential to The Antibody Society’s 
business intelligence research. Several public (e.g., IMGT/ 
mAb-KG,3 DrugBank,13 TheraSAbDab)14 and commercial 
(e.g., Beacon (beacon-intelligence.com)) databases are avail
able, but none adequately meet our specific objectives due to 
the absence of key clinical, regulatory, and business develop
ment milestone data or insufficient comprehensiveness. To 
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address this issue, the Society has developed and maintains 
their own dataset, which currently includes data for over 2,900 
commercially sponsored antibody therapeutics at various 
stages of development. The dataset enables a broad assessment 
of the global biopharmaceutical industry’s pipeline. Analyses 
can be performed on antibody therapeutics as a class, as well as 
on particular aspects, such as format (e.g., full-length antibody, 
fragment), targeted antigen, therapeutic area, development 
status (e.g., preclinical, Phase 1, regulatory review), or geo
graphic region of the sponsors.

The Society extensively analyzes the data and delivers up-to 
-date insights via presentations and reports, such as the 
“Antibodies to Watch” article series published in mAbs (tand 
fonline.com/journals/kmab20/collections/antibodies-to-watch), 
which informs and educates stakeholders interested in antibody 
therapeutics development. Extracts of the dataset, covering over 
220 antibody therapeutics that are approved or currently in 
regulatory review (https://www.antibodysociety.org/antibody- 
therapeutics-product-data/) and over 170 molecules in late- 
stage clinical development (https://www.antibodysociety.org/ 
antibodies-in-late-stage-clinical-studies/), are available in 
searchable tables on The Antibody Society’s website.

Here, we introduce YAbS, a database developed to provide 
a web interface for searching, filtering, analyzing, and export
ing antibody therapeutics data. YAbS offers extensive filter
ing and search options based on standardized nomenclature, 
functionality, and architecture for variables such as molecular 
category and format, target antigen, development status, 
therapeutic area, company sponsor, and country of origin. 
Furthermore, we provide three use cases, highlighting the 
utility of the database as a categorical stratification or trends 
over time assessment. The YAbS database, accessible at 
https://db.antibodysociety.org, currently offers open access 
to data for over 450 antibody therapeutics that are approved, 
in regulatory review, or in late-stage clinical development. 
Overall, YAbS is a standardized antibody therapeutics 
resource for tracking past and upcoming clinical candidates 
along with their developmental histories. It offers crucial 
insights to support decision-making by researchers, clini
cians, and industry professionals engaged in antibody ther
apeutic development.

Decoding the YAbS database and antibody 
therapeutic data

The YAbS database was developed in Python 3.9 using the 
Django framework, with the dataset stored in an SQL data
base, as previously described.15,16 It serves as a searchable 
interface for a dataset of antibody therapeutics that was 
created in 2012 and subsequently updated regularly. We 
have established strict criteria for molecules that are 
included in the database. Specifically, the molecule must be 
a novel, therapeutic, recombinant protein with at least one 
antigen-binding site derived from an antibody gene, devel
oped or in-licensed by a company, with initial clinical entry 
on or after January 1, 2000. Exceptions are made for 
approved antibody therapeutics that began clinical studies 
in the 1980s or 1990s and molecules in late preclinical 
development. By definition, the following categories of 

molecules are excluded: 1) Biosimilar antibodies; 2) 
Antibodies used solely for non-therapeutic purposes, such 
as disease diagnosis; 3) Polyclonal antibodies derived from 
a natural source; 4) Related molecules that are not protein or 
do not contain an antibody-derived binding site, such as 
antibody-encoding DNA, alternative targeted proteins (e.g., 
designed ankyrin repeat proteins, Anticalin® proteins), and 
Fc fusion proteins (i.e., proteins containing only the Fc 
portion of an antibody); 5) Antibody therapeutics in clinical 
studies sponsored solely by noncommercial organizations 
and not included in a company pipeline; 6) Antibody ther
apeutics that entered clinical study prior to January 1, 2000, 
unless they were granted a marketing approval.

The Antibody Society continuously collects top-level data 
for antibody therapeutics from public sources, including com
pany websites, press releases and presentations, clinical trials 
registries, regulatory agencies, the World Health 
Organization’s lists of recommended international nonpro
prietary names (INN), open-access databases of therapeutic 
antibodies such as TheraSAbDab and IMGT/mAb-DB, as 
well as literature reports and reviews. The YAbS database is 
updated bimonthly from data collected daily, to track the 
development of antibody therapeutics, from preclinical devel
opment to regulatory approval.

To transition from the dataset to a structured database, we 
first standardized the nomenclature to annotate antibody ther
apeutics. The format category encompasses full-length antibo
dies, antibody fragments with or without an Fc, and appended 
Igs. Fragments may contain one or more Ig domains capable of 
antigen binding (e.g., VH, VL, VHH, Nanobody), scFv, dsFv, 
Diabody, DART, Fab, and F(ab)2). Fragment-Fc is composed 
of one or multiple antibody fragments fused to an Fc, while 
appended Ig is a full-length Ig fused to one or multiple anti
body fragments. Each of these formats can be naked, conju
gated to other molecules such as small-molecule drugs or fused 
to non-Ig proteins (Supplemental Figure S1). We annotated 
the general format of the molecules according to the schematic 
in Supplemental Figure S1 and the format detail according to 
the schematic in Supplemental Figure S2. We further categor
ized therapeutic antibodies using the following features: spe
cificity, conjugation status, composition (i.e., one molecule or 
a mixture of two or more), mechanism of action, and antigen- 
binding properties. A therapeutic antibody can be monospe
cific, bispecific, or multispecific. If bispecific or multispecific, 
we noted whether it binds to different antigens or different 
epitopes on the same antigen (biparatopic or multiparatopic). 
Except for ADCs, and Radioimmunoconjugates, we classify 
antibodies that are conjugated to non-protein molecules or 
fused to non-Ig proteins or protein domains as 
Immunoconjugate. Among immunoconjugates, we also 
included molecules which fall under the unconventional 
ADC category, such as Antibody Degrader Conjugate, 
Immune-Stimulating Antibody Conjugate, Antibody 
Oligomer Conjugate, Antibiotic Conjugate, and Steroid 
Conjugate. Furthermore, antibody therapeutics may be formu
lated as a single molecule or a mixture of molecules, have 
canonical mechanisms of action (blocking, agonist, antigen 
clearance, cell mediated effector function, payload delivery) 
or function as vaccines, or be engineered with canonical or 
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conditionally active antigen-binding properties. We used one 
or more of these categories to annotate the general molecular 
category of the molecules, as described in the schematic in 
Supplemental Figure S3.

As of January 2025, the database contains information for 
over 2900 antibody therapeutics, which can be searched in 
a variety of ways (Figure 1) to yield the desired output. The 
search options and result table are dynamically generated, 
allowing for future expansion based on new entries. Users 
can perform a quick search based on target, therapeutic area, 
or the company developing the molecule (Figure 1a), or they 
can use the advanced search page (Figure 1b). On the advanced 

search page, users can search based on the name of the mole
cule (INN or drug code), or apply filters related to the mole
cular characteristics and clinical development. Molecular 
characteristic variables include the general molecular category 
(e.g., ADC, bi- or multi-specific, immunoconjugate), target 
antigen, format (general format category, e.g., full length, 
fragment, appended Ig), heavy- and light-chain isotype, and 
sequence source. Clinical development variables include gen
eral status (e.g., preclinical, clinical, approved), or more spe
cific status, such as the most advanced stage of development 
(e.g., Phase 1, Phase 2, Phase 3), and the primary therapeutic 
area of development. A dropdown menu allows users to select 

Figure 1. YAbS database search and filtering options. (a) The database homepage includes links to four different ways to search antibody molecules: three quick search 
pages based on target, therapeutic area, or name of the company developing the molecule, and an advanced search page (b) with multiple customizable filters.
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milestone clinical development events, while a slider enables 
date-based filtering to retrieve results for specific timeframes. 
Users can also search by the location of the company develop
ing the molecule. A Free Text Search field allows the user to 
search for specific text in any column. To the best of our 
knowledge, the database is unique in allowing filtering by 
date (e.g., initiation of clinical study, Phase 2 or 3 start, first 
approval), which allows analyses of development trends over 
time. Users can filter based on one parameter or a combination 
of parameters. Schematics of the general format, detailed for
mat, and general molecular category classification systems can 
be found in Supplemental Figures S1, S2, and S3, respectively. 
A complete list and descriptions of the database variables are 
provided in Supplemental Table S1.

The advanced search interface enables both broad searches 
(such as all antibodies currently in clinical studies), and highly 
specific queries by applying multiple filtering parameters (such 
as bispecifics targeting BCMA and CD3 that are in Phase 3 
clinical studies for cancer). The search by time feature allows 
filtering based on milestone event dates, such as the start of the 
clinical study period, initiation of the first Phase 2 and Phase 3 
studies, submission dates for biologics license applications 
(BLAs), and first approval dates.

It should be noted that not all companies are forthcoming 
about the nature of the molecules they are developing, parti
cularly those in preclinical and early-stage clinical develop
ment. Thus, at any given time, specific data about molecular 
characteristics, such as target, Fc and light-chain isotype, and 
identity of any fused or conjugated component, may not be 
available for all antibodies in the database. Moreover, the 
indications or therapeutic area may not be known for mole
cules in early-stage clinical studies if the company does not 
divulge the information and Phase 1 studies are conducted in 
healthy volunteers. As noted above, records for the molecules 
in the database are continuously updated as new information 
enters the public domain.

After performing a search using the advanced search panel, 
users are directed to a result page that displays the output in 
the form of pie charts and a table (Figure 2). The pie charts are 
created using the Chart.js library (https://www.chartjs.org/). 
Four pie charts represent the distribution of the general status, 
the general molecular category, the primary therapeutic area, 
and the targets of the filtered molecules. Search boxes located 
at the top of the results page allow users to refine their search 
further by applying additional filtering based on development 
status, molecular category, therapeutic area, and target. The 
table provides detailed data for the filtered molecules, with 
customizable columns. Users can select which columns to 
display and visualize the additional columns by scrolling 
right. The table can be sorted based on a certain column, by 
clicking on the column header. The filtered records can be 
exported, and the exported table will include all columns for 
the filtered records.

The Entry ID column displays a unique YAbS ID for each 
molecule. Users can view the dedicated page for each molecule 
by clicking on the molecule ID. Examples of molecule- 
dedicated pages can be found in Supplemental Figure S4 and 
S5. On the dedicated page, each molecule is described accord
ing to dataset parameters grouped as follows: 1) Antibody 

information, such as format and isotype; 2) Therapeutic infor
mation, such as target, indications studied, and primary ther
apeutic area; 3) Development information, such as the most 
advanced stage of development, key dates of clinical develop
ment, approvals, and development timelines; 4) Company 
information, which may include information on specific clin
ical trials, regulatory agency designations, and company acqui
sitions and collaborations, and the location of the originating 
company; 5) Description/comment, which may include sum
marized details and relevant publications; and 6) Additional 
information, which may include anticipated events, such as the 
start of a clinical study or submission of a marketing applica
tion, as well as reasons for termination of development.

Using the database to evaluate key antibody 
therapeutics development trends

The YAbS database has multiple use cases. First, the database is 
the repository for top-level data on the current commercial 
clinical pipeline of antibody therapeutics, enabling real-time 
knowledge of company portfolios and upcoming events. 
Second, analyses of key variables (such as antibody format, 
target, and indication) allow the determination of trends in 
innovative antibody therapeutics development over time, find
ings that are regularly included in The Antibody Society’s 
presentations and published reports.4–6 Third, the database, 
to the best of our knowledge, includes the most up-to-date 
status of all publicly disclosed, commercially sponsored anti
body therapeutics that were first administered to humans after 
January 1, 2000, which enables the calculation of accurate 
success rates for these molecules. Several analyses of success 
rates derived from data in the YAbS database have been pre
viously published.5,12 Below, we discuss three examples of 
YAbS-derived data analyses.

Use case 1: Assessment of clinical-stage molecules

Figure 3 illustrates the results of four broad searches of the 
YAbS data for antibody therapeutics evaluated in clinical stu
dies (i.e., preclinical molecules were excluded). The data were 
initially stratified by the top-level development status 
(Figure 3a). The molecules in active clinical development 
were then further stratified by current clinical phase, thera
peutic area, and company region (Figures 3b-d). A detailed 
analysis pipeline describing the Advanced Search panel filters 
used for each graph is shown in Supplemental Figure S6. Our 
results show that the majority (55%) of these antibodies are in 
active clinical development (Figure 3a). Among them, most are 
in early-stage development, with nearly three-quarters in 
Phase 1 or 1/2 clinical studies, (Figure 3b) and the majority 
(66%) are treatments for cancer (Figure 3c). Notably, most of 
the molecules currently in clinical studies originated at com
panies based in China or the US (Figure 3d).

Use case 2: Assessment of trends in antibody 
therapeutics development

Several examples of analyses designed to reveal trends in anti
body therapeutics development over time are shown in 
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Figure 4. A detailed analysis pipeline describing the Advanced 
Search panel filters used for each graph is shown in 
Supplemental Figure S7. Each panel shows an aspect of trends 
in annual first-in-human (FIH) studies of antibody therapeu
tics sponsored by commercial firms during 2010 to 2023. 
Figure 4a highlights the substantial increase in the number of 
annual FIH studies during this period and shows the current 
status of the molecules. While the overall trend clearly indi
cates greater participation in commercial antibody therapeu
tics development, downturns compared to the previous year 
can be observed in 2012, 2016, 2019, and 2023. Various factors, 
including budget re-assessments, changes in company priori
ties, and altered projections about the medical landscape, can 
influence company decisions to initiate FIH studies. The data 
also show subsequent increases in the annual number of FIH 
studies after downturns (i.e., in 2013, 2017, and 2020). We 
await further data to determine if the number of FIH studies 

started in 2024 will exceed those of 2023. As would be 
expected, molecules that started in clinical studies recently 
are more likely to still be in clinical studies compared to 
those that entered clinical studies earlier, which are more likely 
to be terminated or approved. Figure 4b presents the same 
annual FIH study data but categorizes molecules by general 
molecular type instead of current status. Substantial increases 
in the number of bi- and multi-specific antibodies and ADCs is 
evident in Figure 4b. Trends in the development of antibodies 
targeting the well-validated human epidermal growth factor-2 
(HER2) antigen over the 2010–2023 period are shown in 
Figure 4c. For reference, we note that the naked, monospecific, 
anti-HER2 antibody trastuzumab (Herceptin®) was developed 
in the 1990s and granted a first marketing approval in 
1998. Our analysis reveals that antibodies targeting 
HER2 were actively developed during 2010–2023, but the 
categories of the molecules have diversified. HER2 is now 

Figure 2. Yabs database results page. The results page is divided into two sections. The top section contains pie charts and corresponding filtering boxes, providing 
a quick graphical overview of the results and allowing further filtering based on general development status, general molecular category, primary therapeutic area, and 
target. The bottom section features a table displaying all filtered molecules, with options to select which columns to display, adjust the number of records per page, 
and the option of sorting the table by clicking on column headers. Additional selected columns on the table can be visualized by scrolling right. Clicking on the Entry ID 
provides detailed information about the antibody candidate. An additional button allows users to export the filtered records. The exported table will include all 
columns for the filtered records.
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the target of ADCs, multispecifics, ADC multispecifics, immu
noconjugates, and antibodies for radioimmunotherapy, in 
addition to naked monospecific antibodies.

Use case 3: Assessment of milestone events for 
different therapeutic molecules

The results in Figure 5 demonstrate another use for the mile
stone event dates. The inclusion of key dates for the start of 
first early- and late-stage studies, as well as BLA submission 
and US Food and Drug Administration (FDA) approval dates, 
enables the calculation of average phase lengths. A detailed 
analysis pipeline describing the Advanced Search panel filters 
used for each graph is shown in Supplemental Figure S7. The 
majority of antibody therapeutics entering clinical studies after 
January 1, 2000, and approved by the FDA by December 31, 
2023, were treatments for cancer (Figure 5a). When stratified 
by general therapeutic area (cancer or non-cancer), we 
observed that, on average, the clinical development and 
approval period for antibodies developed for non-cancer indi
cations was approximately 1 y longer overall due to longer late- 
stage clinical study and regulatory review periods (Figure 5b). 
In general, drugs for cancer are more likely to be granted FDA 
designations, such as Breakthrough Therapy, Fast Track and 
Priority review, that are designed to speed up clinical and 
regulatory review periods, which may be one reason for the 
differences. Figure 5c illustrates that, when further stratified by 
detailed therapeutic area, nearly half the antibodies approved 
for non-cancer indications are treatments for immune- 

mediated or inflammatory diseases. Phase lengths for the top 
four non-cancer indications show substantial variation, with 
cardiovascular/hemostasis agents having the shortest average 
total clinical and regulatory period (slightly less than 7 y) and 
immune-mediated or inflammatory disease agents having the 
longest (nearly 10 y) (Figure 5d). We stratified the data for 
FDA-approved antibodies for cancer indications by general 
molecular category and observed that just over half are 
naked, monospecific antibodies (Figure 5e). According to our 
phase length analyses, these types of antibodies have a longer 
average total clinical and regulatory period compared to ADCs 
and bispecific antibodies (Figure 5f). It should be noted that 
a relatively small number of ADCs and bispecifics have been 
approved, and thus these average phase lengths may change in 
the future.

Discussion

The YAbS database is a comprehensive and dynamic 
resource for researchers, clinicians, and industry profes
sionals. It is designed to address the growing need for 
detailed and accessible information on therapeutic antibo
dies, offering insights into the molecular characteristics, 
developmental timelines, and clinical progress of over 2,900 
antibody candidates. The creation of this resource reflects 
the increasing importance of antibody therapeutics in mod
ern medicine and the challenges associated with their devel
opment. One of the key strengths of the YAbS database is its 
ability to track antibody therapeutics across various stages of 

Figure 3. The current development status of antibody therapeutics that entered clinical study after January 1, 2000, stratified by clinical phase, therapeutic area, and 
company region. (a) Pie chart representing the development status of antibody therapeutics that entered clinical studies (n = 2709). Data for the molecules currently in 
clinical studies (n = 1505) was stratified by (b) most advanced stage of clinical development; (c) therapeutic area; and (d) region and country of the company 
developing the molecule. Data from the YAbS database as of December 12, 2024. A detailed analysis pipeline describing the Advanced Search panel filters used for 
each graph is shown in Supplemental Figure S6.
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development, from preclinical studies to marketing 
approvals, over time. This capability enables insights into 
the landscape of antibody therapeutics, such as identification 
of emerging trends, innovative developments, and potential 
gaps in the market. However, it is important to note that 
some information, particularly for antibodies in early-stage 
development, may not be fully disclosed by companies, lead
ing to gaps in the data available at any given point in time. 
Despite this limitation, the database provides a robust foun
dation for understanding the current state of antibody ther
apeutics development. The inclusion of detailed molecular 
data, such as general molecular category, targets, formats, Fc 

and light-chain isotypes, and conjugated components, allows 
in-depth analysis and comparison of different antibody 
candidates.

Furthermore, the database’s user-friendly interface and 
dynamic search options enable users to perform both broad 
and specific searches, making it a versatile tool for various 
research and development needs. For instance, users can per
form a quick search for antibodies based on their target, 
therapeutic area, or location of the developing companies. 
For a more advanced search, users can filter the dataset 
based on the name of the molecule (INN or drug code), or 
use filters related to the molecular characteristics and clinical 

Figure 4. Annual number of first-in-human (FIH) studies of antibody therapeutics initiated between 2010 and 2023. (a) Annual number of FIH studies stratified by 
current status (n = 2138), (b) Annual number of FIH studies stratified by general molecular category (n = 2138), and (c) Annual number of FIH studies of anti-HER2 
antibodies stratified by general molecular category (n = 82). Data sourced from the YAbS database as of December 12, 2024. A detailed analysis pipeline, describing the 
advanced search panel filters used for each graph is shown in Supplemental Figure S7. Abbreviations: ADC, antibody–drug conjugate; FIH, first-in-human study.
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development of the antibody. The ability to filter results by 
time periods and milestone events, such as the start of clinical 
trials or submission of BLAs, provides valuable insights into 
the pace of development and regulatory progress of antibody 
therapeutics. The database allows users to both extract the 
filtered data and to find details on specific molecules. The 
dedicated page for each antibody candidate includes key 

information about clinical development (e.g., publicly dis
closed upcoming events, dates of clinical transitions, clinical 
trial numbers) and the companies involved in development 
(e.g., company acquisitions and collaborations) that is not 
usually featured in public databases.

Insights derived from the YAbS database can have substan
tial implications for the future of antibody therapeutics. For 

Figure 5. Development phase lengths of antibody therapeutics entering clinical studies after January 1, 2000 and approved by the US Food and Drug Administration by 
December 31, 2023. (a) Pie chart representing the percentage of approved antibodies for non-cancer and cancer indications (n = 103). (b) Stacked bar charts 
representing mean phase lengths for antibodies for non-cancer and cancer indications. (c) Pie chart representing approved antibodies for non-cancer indications 
stratified by therapeutic area (n = 56). (d) Stacked bar charts representing mean phase lengths for approved antibodies in the top four therapeutic areas for non-cancer 
indications (n = 47). (e) Pie chart representing approved antibodies for cancer indications stratified by general molecular category (n = 46). (f) Stacked bar charts 
representing mean phase lengths for approved antibodies in the top three general molecular categories for cancer indications (n = 44). (b, d, f) Error bars represent 
standard deviation. A detailed analysis pipeline describing the Advanced search panel filters used for each graph is shown in Supplemental Figure S7. Data sourced 
from the YAbS database. Abbreviations: ADC, antibody–drug conjugate; BLA, biologics license application; IND, investigational new drug; P3, first Phase 3 clinical study.
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example, the trends observed in FIH studies, as well as the 
development of specific molecular categories such as bispeci
fics and ADCs, highlight the evolving strategies in antibody 
design and application. The detailed analysis of phase lengths 
for antibodies developed for cancer versus non-cancer indica
tions provides valuable information on the challenges and 
opportunities in different therapeutic areas. The ability of the 
YAbS database to support ongoing and future research is 
enhanced by its potential for expansion. As new antibody 
candidates are developed and enter clinical trials, the database 
will be updated to reflect these changes, ensuring that it 
remains a relevant and up-to-date resource.

In summary, the YAbS database is a powerful tool that 
enhances understanding of the antibody therapeutics land
scape. By providing comprehensive, detailed, and dynamic 
data, it supports informed decision-making and fosters the 
advancement of therapeutic antibody research and develop
ment. The continued maintenance and expansion of this data
base will be crucial in keeping pace with the rapid 
developments in the field,17,18 ensuring that it remains an 
invaluable resource for all stakeholders involved in antibody 
therapeutics development.19
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Disclaimer

Data included in YAbS are collected from the public domain. The 
Antibody Society, Inc. makes no representation or warranties with respect 
to the accuracy, completeness, or timeliness of the information and 
specifically disclaims any implied warranties of fitness for a particular 
purpose. The Antibody Society, Inc. assumes no liability, contingent, or 
otherwise, for the accuracy, completeness, or timeliness of the 
Information, or for any decision made or action taken in reliance upon 
the information. The Antibody Society, Inc. reserves the right to control 
access to the YAbS database. Data for the late-stage clinical pipeline, 
antibody therapeutics in regulatory review, and those granted marketing 

approvals in any country are freely available. Access to data for antibody 
therapeutics in early-stage development and those terminated while in 
development or after approval is currently limited.
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Ab antibody
ADC antibody–drug conjugate
BLA biologics license application
Fab antigen-binding fragment
Fc crystallizable fragment
FDA US Food and Drug Administration
FIH first-in-human
HER2 human epidermal growth factor-2
Ig immunoglobulin
IND investigational new drug
INN international nonproprietary name
mAb monoclonal antibody
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