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Table S1. Datasets currently contained in the Human Proteoform Atlas.

PI Dataset Title Year Enhanced? Proteins Proteoforms PMIDs Refs
C. Borges Gamma-carboxylation and fragmentation of
osteocalcin in human serum defined by 2015 1 13 25855755 1)
mass spectrometry
C. Hirtz Identification of multiple proteoforms
biomarkers on clinical samples by routine 2018 3 7 29900270 @)

Top-Down approaches

C. Hendrickson Identification and Characterization of
Human Proteoforms by Top-Down LC-21 2017 591 805 27936753
Tesla FT-ICR Mass Spectrometry

D. Strasser Immunoaffinity Targeted Mass
Spectrometry Analysis of Human Plasma
Samples Reveals an Imbalance of Active 2020 1 2 32870689
and Inactive CXCL10 in Primary Sjogren's
Syndrome Disease Patients

D. Nedelkov Mass Spectrometric Immunoassay for the
qualitative and quantitative analysis of the
cytokine Macrophage Migration Inhibitory 2014 1 3 25328446
Factor (MIF)

D. Nedelkov The association of plasma cystatin C
proteoforms with diabetic chronic kidney 2016 1 5 27019641
disease

D. Nedelkov Quantitative mass spectrometric
immunoassay for the chemokine RANTES 2015 1 1 25549571
and its variants

D. Nedelkov The Association of Human Apolipoprotein
C-lIl Sialylation Proteoforms with Plasma 2015 3 7 26633899
Triglycerides

D. Nedelkov Development of quantitative mass
spectrometric immunoassay for Serum 2016 3 15 27308834
Amyloid A

F. Benavente A chemometric approach for
characterization of serum transthyretin in
familial amyloidotic ponneuropathy type | 2018 1 2 29426546
(FAP-I) by electrospray ionization-ion
mobility mass spectrometry
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F. Becher

H. Yassine

I. Messana
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L. Sun

L. Smith

L. Smith
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N. Kelleher
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N. Young

P. Reaven

P. Lescuyer

R. Oliva

T. Cabras

Top-Down and Bottom-Up Proteomics of
Circulating S100A8/S100A9 in Plasma of
Septic Shock Patients

Posttranslational modifications of
apolipoprotein A-Il proteoforms in type 2
diabetes

Proteomic investigation of whole saliva in
Wilson's disease

High-Throughput Analysis of Intact Human
Proteins Using UVPD and HCD on an
Orbitrap Mass Spectrometer

Toward a Universal Sample Preparation
Method for Denaturing Top-Down
Proteomics of Complex Proteomes

Constructing Human Proteoform Families
Using Intact-Mass and Top-Down
Proteomics with a Multi-Protease Global
Post-Translational Modification Discovery
Database

Construction of Human Proteoform Families
from 21 Tesla Fourier Transform lon
Cyclotron Resonance Mass Spectrometry
Top-Down Proteomic Data

Haematopoietic proteoforms (unpublished)

Quantitation and Identification of
Thousands of Human Proteoforms below
30 kDa

Evaluation of the compact high-field
orbitrap for top-down proteomics of human
cells

Integrated Bottom-Up and Top-Down
Proteomics of Patient-Derived Breast
Tumor Xenografts

Advancing top-down analysis of the human
proteome using a benchtop quadrupole-
Orbitrap mass spectrometer

Quantitative Mass Spectrometry Reveals
that Intact Histone H1 Phosphorylations are
Variant Specific and Exhibit Single
Molecule Hierarchical Dependence

Disialylated apolipoprotein C-IlI proteoform
is associated with improved lipids in
prediabetes and type 2 diabetes

Identification of hemoglobin variants by top-
down mass spectrometry using selected
diagnostic product ions

Characterization of Human Sperm
Protamine Proteoforms through a
Combination of Top-Down and Bottom-Up
Mass Spectrometry Approaches

Deep Intact Proteoform Characterization in
Human Cell Lysate Using High-pH and
Low-pH Reversed-Phase Liquid
Chromatography

RP-HPLC-ESI-IT Mass Spectrometry
Reveals Significant Variations of the
Human Salivary Protein Profile Associated
with Predominantly Antibody Deficiencies
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. Sanz-Nebot On-line immunoaffinity solid-phase

extraction capillary electrophoresis mass
spectrometry using Fab’antibody fragments 2017 1 7 28501163
for the analysis of serum transthyretin

. Sanz-Nebot Comparison of capillary electrophoresis and

capillary liquid chromatography coupled to
mass spectrometry for the analysis of 2016 1 14 27052822
transthyretin in human serum

. Sanz-Nebot Analysis of serum transthyretin by on-line

. Ge

. Ge

. Ge

. Zhu

immunoaffinity solid-phase extraction
capillary electrophoresis mass spectrometry ~ 2016 1 6 26842820
using magnetic beads

(Skeletal muscle) Dissecting human
skeletal muscle troponin proteoforms by 2015 4 6 25613324
top-down mass spectrometry

(Vastus lateralis) Dissecting human skeletal
muscle troponin proteoforms by top-down 2015 7 12 25613324
mass spectrometry

(Tibialis anterior) Dissecting human skeletal
muscle troponin proteoforms by top-down 2015 7 10 25613324
mass spectrometry

Sensitive Top-Down Proteomics Analysis of
a Low Number of Mammalian Cells Usinga 520 1655 2735 32374172
Nanodroplet Sample Processing Platform
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