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Fcg receptors (FcgRs) are membrane-bound glycoproteins that bind to the

fragment crystallizable (Fc) constant regions of IgG antibodies. Interactions

between IgG immune complexes and FcgRs can initiate signal transduction

that mediates important components of the immune response including

activation of immune cells for clearance of opsonized pathogens or infected

host cells. In humans, many studies have identified associations between FcgR
gene polymorphisms and risk of infection, or progression of disease, suggesting a

gene-level impact on FcgR-dependent immune responses. Rhesus macaques

are an important translational model for most human health interventions, yet

little is known about the breadth of rhesus macaque FcgR genetic diversity. This

lack of knowledge prevents evaluation of the impact of FcgR polymorphisms on

outcomes of preclinical studies performed in rhesus macaques. In this study we

used long-read RNA sequencing to define the genetic diversity of FcgRs in 206

Indian-origin Rhesus macaques, Macaca mulatta. We describe the frequency of

single nucleotide polymorphisms, insertions, deletions, frame-shift mutations,

and isoforms. We also index the identified diversity using predicted and known

rhesus macaque FcgR and Fc-FcgR structures. Future studies that define the

functional significance of this genetic diversity will facilitate a better

understanding of the correlation between human and macaque FcgR biology

that is needed for effective translation of studies with antibody-mediated

outcomes performed in rhesus macaques.

KEYWORDS

rhesus macaques, Fc receptor, Long-read RNA sequencing, FcgR SNPs, FcgR structures,
genetic diversity

Frontiers in Immunology frontiersin.org01

OPEN ACCESS

EDITED BY

Sachiyo Yoshio,
National Center For Global Health and
Medicine, Japan

REVIEWED BY

Gabriella Palmieri,
Sapienza University of Rome, Italy
Michal Pyzik,
Brigham and Women’s Hospital and Harvard
Medical School, United States

*CORRESPONDENCE

Kevin Wiehe

Kevin.wiehe@duke.edu

Justin Pollara

justin.pollara@duke.edu

†
PRESENT ADDRESS

David Easterhoff,
Moderna Incorporated, Cambridge, MA,
United States

‡These authors have contributed equally to
this work

RECEIVED 03 October 2023

ACCEPTED 20 December 2023
PUBLISHED 09 January 2024

CITATION

Conley HE, He MM, Easterhoff D, Kirshner HF,
Cocklin SL, Meyer J, Hoxie T, Berry M,
Bradley T, Tolbert WD, Pazgier M,
Tomaras GD, Schmitz JE, Moody MA,
Wiehe K and Pollara J (2024) Defining genetic
diversity of rhesus macaque Fcg receptors
with long-read RNA sequencing.
Front. Immunol. 14:1306292.
doi: 10.3389/fimmu.2023.1306292

COPYRIGHT

© 2024 Conley, He, Easterhoff, Kirshner,
Cocklin, Meyer, Hoxie, Berry, Bradley, Tolbert,
Pazgier, Tomaras, Schmitz, Moody, Wiehe and
Pollara. This is an open-access article
distributed under the terms of the Creative
Commons Attribution License (CC BY). The
use, distribution or reproduction in other
forums is permitted, provided the original
author(s) and the copyright owner(s) are
credited and that the original publication in
this journal is cited, in accordance with
accepted academic practice. No use,
distribution or reproduction is permitted
which does not comply with these terms.

TYPE Original Research

PUBLISHED 09 January 2024

DOI 10.3389/fimmu.2023.1306292

https://www.frontiersin.org/articles/10.3389/fimmu.2023.1306292/full
https://www.frontiersin.org/articles/10.3389/fimmu.2023.1306292/full
https://www.frontiersin.org/articles/10.3389/fimmu.2023.1306292/full
https://www.frontiersin.org/journals/immunology
https://www.frontiersin.org
http://crossmark.crossref.org/dialog/?doi=10.3389/fimmu.2023.1306292&domain=pdf&date_stamp=2024-01-09
mailto:Kevin.wiehe@duke.edu
mailto:justin.pollara@duke.edu
https://doi.org/10.3389/fimmu.2023.1306292
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/immunology#editorial-board
https://www.frontiersin.org/journals/immunology#editorial-board
https://doi.org/10.3389/fimmu.2023.1306292
https://www.frontiersin.org/journals/immunology


1 Introduction

Fragment crystallizable receptors (FcRs) are antibody isotype-

specific binding molecules mainly expressed by myeloid and

lymphoid cells that play a fundamental role in regulating

antibody mediated effector functions and cell activation (1). The

Type I receptors for IgG — Fcg receptors (FcgRs) — are clinically

important as IgG Fc–FcgR interactions initiate a variety of immune

functions including antibody-dependent cellular cytotoxicity

(ADCC), antibody-dependent cellular phagocytosis (ADCP),

immune complex-mediated antigen presentat ion, and

enhancement of antibody neutralization activity (2–7).

Humans express six extracellular type I Fc receptors that

interact with the IgG Fc domain. Cell activation is tightly

regulated by complex interactions with either activating receptors

FcgRI, FcgRIIa, FcgRIIc, FcgRIIIa and FcgRIIIb or the inhibitory

receptor FcgRIIb (1, 6). Allelic variation of human FcgR includes

single nucleotide polymorphisms (SNPs) impacting amino acids

located within IgG contact regions. These SNPs are associated with

predisposition to infections (8–10), autoimmunity (9, 11, 12),

outcomes of solid organ transplantation (13, 14), efficacy of

immunotherapies (15, 16), and decreased risk of HIV-1

acquisition in HIV-1 vaccine trials (17–22). Hence, FcgR genetic

variation can have broad impacts on human health, including

outcomes of health interventions.

Rhesus macaques are an essential preclinical research model for

understanding the etiology of disease (23) and for developing new

biomedical interventions and therapies, such as vaccines and

antibody-based biologic drugs (24). Considering the important

roles of FcgRs and antibody-mediated effector functions identified

in human studies and the numerous identified impacts of FcgR
genetic variation on health outcomes, it is clear that a

comprehensive characterization of rhesus macaque FcgR genetic

variation is critical for interpreting the translatability of disease

progression, passive antibody administration, and active

vaccination studies performed in rhesus macaques.

Rhesus macaques are anatomically, physiologically, and

phylogenetically similar to humans. Rhesus macaques and humans

have approximately 93% overall genomic sequence identity (25), and

homologous type I FcgR genes have been identified in rhesus

macaques. Rhesus FcgRI has 94%-95% sequence similarity to

human FcgRIa (26), FcgRIIA has 88%-90% sequence similarity to

human FcgRIIa (26), FcgRIIB has 87% sequence similarity to human

FcgRIIb (27), and FcgRIII has 91.7% sequence similarity to human

FcgRIIIa (28). Prior investigations of genetic diversity in rhesus

macaque type I FcgR genes have been limited in either the number

of genes evaluated, the number or source of rhesus macaques, or the

sequencing technology utilized (26, 28, 29). Our study evaluated FcgR
genetic variation of rhesus macaques from at least 5 study sites. We

also identified isoforms of FcgRIIA, FcgRIIB, and FcgRIII.
The purpose of this study was to perform a comprehensive

analysis of Indian origin rhesus macaque type I FcgR sequences to

identify the magnitude of genetic variation. We used Pacific

Biosciences (PacBio) long-read sequencing technology to identify

diversity of actively transcribed type I FcgR genes from peripheral

blood mononuclear cells (PBMCs) isolated from 206 rhesus

macaques. To date, this is the largest survey of rhesus macaque

FcgR genetic diversity. We report the frequency of single nucleotide

polymorphisms (SNPs), insertions, deletions, frame-shift

mutations, and isoforms. We also used AlphaFold2 structural

predictions (30) to map the locations of genetic variability onto

models of FcgR structures to provide insight on the possible

implications of nonsynonymous mutations. Our approach and

data form an organized framework for systematically cataloging

rhesus macaque type I FcgR genetic variation to identify

functionally significant FcgR polymorphisms that may influence

study outcomes and translation.

2 Methods

2.1 Peripheral blood collection

Peripheral blood was collected by venipuncture from adult

Indian origin rhesus macaques (Macaca mulatta) enrolled in a

diverse assortment of research studies at multiple institutions.

Specifically, leftover blood samples from completed studies were

used for the current study. These blood samples represent 206

Indian origin rhesus macaques, sourced from several different

vendors, providers, or colonies. All blood was collected in

accordance with protocols approved by the appropriate

Institutional Animal Care and Use Committees.

2.2 Reverse transcription-PCR
amplification of FcgR genes

Cryopreserved rhesus macaque (RM) PBMCs were rapidly

thawed and washed with RPMI media (Gibco, Thermo Fisher

Scientific, Waltham, MA) supplemented with 10% fetal bovine

serum (FBS). Cell count and viability was obtained with a Muse®

Count and Viability Assay (Luminex Corporation, Austin, TX).

RNA and genomic DNA (gDNA) was extracted using AllPrep

DNA/RNA isolation kit (Qiagen, Germantown, MD) following

the manufacturer’s protocol. Total RNA was reverse transcribed

in a 20 µL reaction volume with the QuantiTect Reverse

Transcription Kit (Qiagen). First, potential contaminating gDNA

was eliminated by adding 2µL of gDNA Wipeout Buffer to ≤1µg of

RNA in DNase/RNase free water (Gibco, total reaction volume of

14 µL) and incubating for 2 minutes at 42°C. Then 1µL of

Quantiscript reverse transcriptase, 4µL Quantiscript RT buffer

and 1µL of RT primer mix was added. Reverse transcription

reaction was performed at 42°C for 15 minutes and then 95°C for

3 minutes. RM FcgR genes were then amplified by PCR using gene-

specific primers designed with PacBio barcodes (Pacific Biosciences,

Menlo Park, CA, Figure S1). All PCR reactions were performed in

25µL reaction volume containing 3µL cDNA, 0.5µL 10µM Forward

primer, 0.5µL 10µM Reverse primer, 12.5µL Platinum Hot Start

Master Mix (Thermo Fisher) and 8.5µL DNase/RNase free water

(Gibco). FcgR gene amplification was performed at 94°C for 2

minutes, 94°C 30 seconds, 64°C 30 seconds, 72°C for 1 minute, 72°C
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for 7 minutes with 34 cycles. PCR products were purified using ZR-

96 DNA clean and Concentrator™-5 (Zymo Research, Irvine, CA)

following the manufacturer’s protocol. Samples were eluted in 20µL

volume of elution buffer.

2.3 Long-read RNA sequencing

PacBio SMRTbell library preparation was performed in

accordance with manufacturer’s recommendations (Pacific

Biosciences, Menlo Park, CA). DNA concentrations were

determined by Qbit quantification (Thermo Fisher) and equal

concentrations of ~30 amplicons were pooled and loaded onto a

single SMRT cell. Sequencing was performed on a PacBio Sequel

instrument using version 2.1 chemistry (Pacific Biosciences).

2.4 PacBio sequence analysis and
variant identification

The subreads of PacBio datasets were demultiplexed

using PacBio Lima (version 2.0.0) (https://github.com/

pacificbiosciences/barcoding/) and CCS (version 6.00) (https://

github.com/PacificBiosciences/ccs) for generating HiFi circular

consensus sequence (CCS) reads. Quality controls were assessed

by analyzing productivity and sequence read length before and after

trimming. Data analysis was conducted using a pipeline similar to

that previously described (31). HiFi CCS reads were aligned to the

latest version reference sequences of rhesus macaque rheMac10

(http://hgdownload.soe.ucsc.edu/goldenPath/rheMac10/bigZips/)

using the long-read sequence alignment tool minimap2 (version

2.17) (32). SNPs and small insertions/deletions (indels) were

identified using the GATK Haplotype Caller (version 4.1.9) using

the default parameters recommended by GATK for long-read

variant calling including a MAPQ threshold of >50 (33). Variants

were then annotated using the program ANNOVAR (34). We

retained only variants that were detected in at least 2% of the

animals within the cohort.

2.5 Isoform analysis

The relative abundances of isoform-specific gene expression

were estimated by using long-read RNA-seq data aligned to

reference isoforms of rhesus macaque FcgR genes using LIQA

(35). To obtain reference isoforms, we retrieved all rhesus

macaque isoforms from the rheMac10 assembly via the UCSC

genome browser (http://genome.ucsc.edu) and subsequently

selected the subset specific to the FcgR isoforms. For downstream

analysis and visualization of isoforms, we applied a selection

criterion. Specifically, we included only those isoforms that

showed a relative abundance greater than 1% in at least one

monkey for each FcgR gene. Identification of novel isoforms was

not attainable due to limitations of the Pacbio sequencing protocol

that was performed.

2.6 Whole genome sequencing and FcgR
gDNA analysis

Purified gDNA (isolated as described above) was prepped using

the Nextera DNA Library Prep Kit (Illumina, San Diego, CA) and

sequenced using the Illumina 150 bp NextSeq 6000 platform.

Both whole genome sequencing data and FcgR gDNA short-

read data were aligned to the reference rheMac10 genome using

BWA version 0.7.17 (36). Variants including both SNPs and indels

were identified using the GATK Haplotype Caller (version 4.1.9)

using the default parameters for short-read sequencing (33) and

annotated with ANNOVAR (34).

2.7 AlphaFold2 structure predictions

Detailed atomic-level models of protein structures were

predicted using AlphaFold2 (https://github.com/deepmind/

alphafold/) (30) with default parameters. All models shown are

the top scoring model from AlphaFold2.

2.8 Receptor – IgG interface predictions

Nonsynonymous SNPs were mapped onto the crystal structures

of human FcgR receptor complexes with human IgG1 Fc (FcgRI,
FcgRIIa, and FcgRIIb) and the macaque FcgRIII complex with

macaque IgG1 Fc available in the Brookhaven Protein Databank

(PDB IDs 4ZNE, 3RY6, 3WJJ, and 7KCZ respectively). FcgRI Fc
contact residues include 85-88, 109-111, 113-117, 119, 124-129,

131-132, and 155-159 based upon human FcgRI-Fc complex

structures PDB IDs 4w40 and 4zne. FcgRIIa Fc contact residues

include: 86-87, 110, 114, 116-117, 125-127, 129, 131, and 155-157

based upon the human FcgRIIa-Fc complex structure PDB ID

3RY6. FcgRIIb Fc contact residues: 85-87, 110, 113, 117, 119, 126-

131, and 157-160 based upon the human FcgRIIb-Fc complex

structure PDB ID 3WJJ. Figures were made with Pymol

(http://pymol.org).

3 Results

3.1 FcgR primer design

Most rhesus macaque FcgR type I primers have been designed

to regions of homology with human FcgR type I genes (26, 28). Use

of similar designed primers in this study identified several rhesus

macaques refractory to RT-PCR amplification. Since very few

rhesus macaque FcgR type I reference sequences were publicly

available to refine primer design, two rhesus macaques refractory

to RT-PCR amplification were whole genome shotgun sequenced

on the Illumina platform. FcgR type I sequences were aligned to

Mmul_8.0.1 and new rhesus macaque FcgR type I gene specific

primers were designed to the 5′ and 3′ untranslated region of each

FcgR gene. In addition, primer design was cross-checked with
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publicly available rhesus macaque genome sequencing data (37). To

increase coverage for FcgRIII, two forward primers were used

(Figure S1A).

Primer design was validated using RNA extracted from

cryopreserved rhesus macaque PBMCs. FcgR genes were RT-PCR

amplified and assessed by gel electrophoresis (Figures S1B, C).

Visible bands were gel extracted and Sanger sequenced. All primers

efficiently amplified FcgR genes with the expected molecular weight

(Gene + untranslated region) FcgRI ~1000 bp; FcgRIIa, FcgRIIb,
FcgRIIIa ~800bp (26) (Figure S1C) and were confirmed by

sequencing to be the indicated FcgR gene.

3.2 FcgR polymorphisms

To probe rhesus macaque FcgR sequence diversity, FcgRI,
FcgRIIa, FcgRIIb and FcgRIII genes were RT-PCR amplified from

206 rhesus macaques using the newly designed primers with

symmetric PacBio barcodes added. PCR amplicons underwent

long-read sequencing on a PacBio Sequel instrument as described

in the Methods section. FcgR sequences were then aligned to

references sequences from the rheMac10 draft genome.

We detected multiple SNPs in rhesus macaque FcgRI, FcgRIIa,
FcgRIIb and FcgRIII genes (Figure 1). We have summarized the

observed genetic variation in Tables 1–4. In these tables, we first

indicate the chromosomal location of the variant. We also provide a

description of the type of genetic variation: nonsynonymous SNPs,

synonymous SNPs, or insertions (frame shift or non-frame shift).

We next provide the nucleotide mutation and amino acid changes

based on ANNOVAR numbering relative to the rheMac10 draft

genome (34). Position 1 in ANNOVAR numbering is where the

open reading frame begins. We also included nucleotide and amino

acid numbering based on the mature protein: Position 1 is the first

amino acid of the predicted mature protein sequence with the signal

peptide amino acids are denoted by negative integers. We refer to

the mature protein numbering throughout the manuscript.

Similarly, all isoform descriptions are based on the mature

protein amino acid positions. Finally, the tables also indicate the

percentage of rhesus macaque carriers for each variant among the

206 animals sequenced. SNP detection with PacBio was confirmd

with Sanger sequencing (Table S1).

Six nonsynonymous and one synonymous FcgRI SNPs were

identified in more than 2% of the 206 sequenced animals: V28A,

R67S, V60A, Q25E, L136F, P12L (Table 1; Figure 2A). We used

AlphaFold2 modeling (30) to predict the mature protein

structures and map the location of the amino acid changes

associated with the nonsynonymous SNPs (Figure 2B). V28A,

R67S, V60A, and Q25E all occur in the extracellular domains.

They are also outside of the predicted Fc binding region of FcgRI
(Figure S2A) based upon human FcgRI-Fc complex structures

(PDB IBDs: 4W40 and 4ZNE).

Seven nonsynonymous and five synonymous SNPs were

identified in FcgRIIa (Table 2; Figure 3A). As shown in

Figures 3B, C, AlphaFold2 predictions indicate that all but one

nonsynonymous SNPs occur in the extracellular domain. M268L

occurs in the cytoplasmic tail of FcgRIIa. One SNP, N128K, occurs
at an N-linked glycosylation site and results in the elimination of

the glycan site. Four of the extracellular nonsynonymous SNPs

occur in residues outside the predicted FcgRIIa-Fc binding interface
(M55R, N128K, N133D, and Q140R). Two SNPs occur within the

predicted FcgRIIa-Fc interface based upon the human FcgRIIa-Fc
complex structure (PDB ID: 3RY6) (K125I and H131P) (Figure

S2B). Due to its proximity to binding residues and removal of a

glycosylation site, the N128K SNP also likely modulates Fc binding;

FIGURE 1

Frequency of SNPs detected in rhesus macaque FcgR genes. The total number of nonsynonymous and synonymous SNPs for FcgRI, FcgRIIa, FcgRIIb
and FcgRIII. Black shading indicates previously described SNPs, and gray shading indicates previously undescribed SNPs identified in our study.

Conley et al. 10.3389/fimmu.2023.1306292

Frontiers in Immunology frontiersin.org04

https://doi.org/10.3389/fimmu.2023.1306292
https://www.frontiersin.org/journals/immunology
https://www.frontiersin.org


however, it is unclear from the structure if the N133D and Q140R

SNPs are close enough to the interface to have an impact.

Five nonsynonymous SNPs were identified in FcgRIIb: T119A,
I125K, S126A, N133D, and Q140R along with four synonymous

SNPs (Table 3; Figure 4A). As shown in Figure 4B, AlphaFold2

predicts all SNPs occur in the extracellular domain of FcgRIIb. Two
of the nonsynonymous SNPs (T119A and S126A) occur in residues

within the predicted FcgRIIb-Fc interface (based upon the human

FcgRIIb-Fc complex structure PDB ID 3WJJ), and two are adjacent

to the predicted interface (I125K and N133D) (Figure S2C) It is

unclear from the structure if the Q140R SNP is close enough to the

interface to have an impact on Fc binding.

Four nonsynonymous SNPs were identified in FcgRIII: V215I,
V211M, I158V, and A8S (Table 4; Figure 5A). We also identified

three synonymous SNPs. AlphaFold2 predictions indicate that

SNPs V215I and V211M occur in the cytoplasmic tail, and I158V

and A8S occur in the extracellular domain (Figure 5B) (29, 38). The

I158V SNP occurs at the same Fc-FcR contact region (Figure S2D)

as the human FcgRIIIa V158F. The V158F SNP reduces binding to

human IgG1 and abrogates binding to human IgG2 and IgG4 (39,

40); therefore, it is likely to impact antibody Fc-effector function.

Prior papers use nomenclature that is the reverse of our variant

designations: V215I vs I215V and V211M vs M221V. These

differences are attributed to the chosen reference sequence for the

studies. Interestingly, our data demonstrated that a higher

percentage of monkeys sequenced carried the I215 and M211

variants of FcgRIII. This indicates that the reference FcgRIII allele
does not actually reflect the major allele most commonly observed

in our sample population.

3.3 FcgR short structural variants

We next assessed FcgR short structural variants in FcgRI and
FcgRIIa. In FcgRI, we found a frameshift insertion, denoted as V6fs,

resulting from a duplication of adenine at position 66. This variant

occurred in exon 3 and was found in six of the animals we

sequenced (Table 1). In contrast, a majority of animals (n=140)

exhibited a non-frameshift insertion in the cytoplasmic tail of

FcgRIIa (Figure 3C), denoted as R264delinsDR. This variant

occurred in exon 7 and resulted from a three-nucleotide insertion

at position 894 (Table 2). We identified no short structural variants

in either FcgRIIb or FcgRIII (Tables 3, 4).

3.4 FcgR isoforms

We then evaluated isoforms expressed at a frequency greater

than >1% of the total per-gene transcripts in at least one monkey by

aligning FcgR reads to established macaque reference isoforms

(Rhesus FcgRI has only one reference isoform and was excluded

from this analysis) (Figure 6; Table 5). Here, we adopt the

convention of indicating transcript variation relative to the most

abundant isoform per FcgR gene in our cohort of monkeys (see

isoform sequence alignments, Figures S3–S5). For FcgRIIa, we
detected all four reference isoforms, each distinguished by a

unique combination of two variable regions (Figure S3). These

regions consist of a single amino acid deletion of an alanine at

position 36 within the signal peptide and a 5-amino-acid insertion

at positions 207-211 in the extracellular portion. The 5-amino-acid

TABLE 1 FcgRI genetic variation observed in 206 Indian-origin rhesus macaques using long-read RNA sequencing.

Variant Description Exon
ANNOVAR

NT1
ANNOVAR

AA2
Transcript

NT3
Mature

protein AA4 Domain
%

Carriers5

chr1:101378924:
A>G

nonsynonymous
SNP6

3 c.T134C p.V45A T83C V28A Extracellular
25.2

(52/206)

chr1:101378806:
C>G

nonsynonymous
SNP

3 c.G252C p.R84S G201C R67S Extracellular
17.5

(36/206)

chr1:101378828:
A>G

nonsynonymous
SNP

3 c.T230C p.V77A T179C V60A Extracellular
13.6

(28/206)

chr1:101378934:
G>C

nonsynonymous
SNP

3 c.C124G p.Q42E C73G Q25E Extracellular 4.8 (10/206)

chr1:101374528:
G>A

nonsynonymous
SNP

4 c.C457T p.L153F C406T L136F Extracellular 3.4 (7/206)

chr1:101378991:
>T

fs7 insertion 3 c.66dupA8 p.V23fs 15dupA V6fs Extracellular 2.9 (6/206)

chr1:101373136:
C>T

synonymous SNP 5 c.G603A p.P201P G552A P184P Extracellular 2.4 (5/206)

chr1:101378972:
G>A

nonsynonymous
SNP

3 c.C86T p.P29L C35T P12L Extracellular 2.4 (5/206)

Only variants found in more than 2% of sequenced animals are shown.
1Nucleotide mutation by ANNOVAR numbering relative to NCBI reference sequence NM_001257304, 2Amino acid mutation by ANNOVAR numbering, 3Nucleotide mutation using full
transcript numbering, 4Amino acid mutation by mature protein numbering, 5percentage of carriers from 206 sequenced animals, 6SNP: Single nucleotide polymorphism, 7fs: Frame shift, 8dup:
duplication. All mutations are shown in relation to the reference sequences from the rheMac10 draft genome. Bolded text in mature protein AA column indicates nonsynonymous SNP not
previously described in the literature.
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insertion corresponds to an alternative 5’ splice site in exon 5 that

includes 15 additional nucleotides. The two isoforms with the 5-

amino-acid insertion were carried in 111 of 206 macaques (Table 5).

Interestingly, the five-amino-acid insertion was unique to rhesus

macaques; we did not observe the insertion in human FcgRIIa
reference isoforms (Figure S3). We performed AlphaFold2

structural prediction on an isoform with the 5-amino-acid

insertion which revealed that the insertion is located between the

transmembrane domain and the immunoglobulin-like domains and

is mostly helical (Figure 7A). The Alphafold2 structural prediction

suggests that the insertion could play a functional role by increasing

the distance between the Fc binding regions and the cell surface.

FcgRIIb has four known isoform reference sequences. Two of

these isoforms contain a 19-amino-acid insertion in the cytoplasmic

domain, starting at position 257, relative to the most abundant

FcgRIIb isoform (Figure S4). The 19-amino-acid insertion is

generated by alternative splicing by including exon 6. While

isoforms resulting from exon skipping of exon 6 were found in all

206 sequenced macaques, the isoforms including exon 6 were

detected in 196 macaques. In addition, the isoforms including

exon 6 had lower relative expression than isoforms without exon

6 in most monkeys (179 out of 196) (Figure 6). Alphafold2

structural predictions for both isoforms showed the truncated

cytoplasmic tail in the isoform without exon 6 (Figure 7B). The

exon 6 including rhesus macaque FcgRIIb isoform is similar to the

human isoform FcgRII-B1 (NP_003992.3 in Figure S4), which also

features an almost identical 19-amino-acid insertion in the

cytoplasmic tail region, relative to the FcgRII-B2 isoform

(NP_001002273.1) (41).

Finally, for FcgRIII, we detected all seven known rhesus

macaque isoforms expressed at >1% frequency in at least one

monkey in our cohort. These isoforms differ in length only by a

single amino acid insertion in the signal peptide (Figure S5,

Figure 7C). The isoforms with the single amino acid insertion

were carried by 134 sequenced rhesus macaques, while isoforms

without this insertion were found in all 206 macaques (Figure 6).

TABLE 2 FcgRIIA genetic variation observed in 206 Indian-origin rhesus macaques using long-read RNA sequencing.

Variant Description Exon
ANNOVAR

NT1
ANNOVAR

AA2
Transcript

NT3
Mature

protein AA4 Domain
%

Carriers5

chr1:89419258:
>ATC

non-fs6 insertion 7 c.894_895insGAT7 p.R299delinsDR8 789_790insGAT R264delinsDR Cytoplasmic 68 (140/206)

chr1:89431476:
C>T

synonymous
SNP

3 c.G114A p.P38P G9A P3P Extracellular
11.6

(24/206)

chr1:89431321:
A>C

nonsynonymous
SNP

3 c.T269G p.M90R T164G M55R Extracellular
11.6

(24/206)

chr1:89431407:
A>G

synonymous
SNP

3 c.T183C p.C61C T78C C26C Extracellular
11.1

(23/206)

chr1:89427299:
G>T

nonsynonymous
SNP

4 c.C489A p.N163K C384A N128K Extracellular
11.1

(23/206)

chr1:89431374:
G>A

synonymous
SNP

3 c.C216T p.T72T C111T T37T Extracellular
11.1

(23/206)

chr1:89419246:
T>G

nonsynonymous
SNP

7 c.A907C p.M303L A802C M268L Cytoplasmic
10.7

(22/206)

chr1:89427309:
T>A

nonsynonymous
SNP

4 c.A479T p.K160I A374T K125I Extracellular 7.8 (16/206)

chr1:89427264:
T>C

nonsynonymous
SNP

4 c.A524G p.Q175R A419G Q140R Extracellular 6.3 (13/206)

chr1:89427254:
G>A

synonymous
SNP

4 c.C534T p.H178H C429T H143H Extracellular 3.9 (8/206)

chr1:89427291:
T>G

nonsynonymous
SNP

4 c.A497C p.H166P A392C H131P Extracellular 2.4 (5/206)

chr1:89427286:
T>C

nonsynonymous
SNP

4 c.A502G p.N168D A397G N133D Extracellular 2.4 (5/206)

chr1:89419298:
G>A

synonymous
SNP

7 c.C855T p.G285G C750T G250G Cytoplasmic 2.4 (5/206)

Only variants found in more than 2% of sequenced animals are shown.
1Nucleotide mutation by ANNOVAR numbering relative to NCBI reference sequence NM_001257300, 2Amino acid mutation by ANNOVAR numbering, 3Nucleotide mutation using full
transcript numbering, 4Amino acid mutation by mature protein numbering, 5percentage of carriers from 206 sequenced animals, 6fs: Frame shift, 7ins: Insertion, 8delins: Deletion/Insertion,
9SNP: Single nucleotide polymorphism. All mutations are shown in relation to the reference sequences from the rheMac10 draft genome. Bolded text in mature protein AA column indicates
nonsynonymous SNP not previously described in the literature.
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4 Discussion

This study designed novel FcgR sequencing primers to the 5′
and 3′ UTR of each FcgR gene allowing for amplification of all

rhesus FcgR genes in a large set of rhesus macaques, followed by

PacBio long-read sequencing for full-length sequencing of the

actively transcribed genes. After sequencing FcgR genes from 206

Indian-origin rhesus macaques, we identified six nonsynonymous

SNPs in FcgRI, seven in FcgRIIa, five in FcgRIIb and four in FcgRIII
that occur in more than 2% of sequenced animals. Several of the

identified SNPs occur in predicted IgG amino acid contact sites

(FcgRIIa H131P and N128K, FcgRIIb T119A and S126A, and

TABLE 3 FcgRIIB genetic variation observed in 206 Indian-origin rhesus macaques using long-read RNA sequencing.

Variant Description Exon ANNOVAR
NT1

ANNOVAR
AA2

Transcript
NT3

Mature
protein AA4

Domain %
Carriers5

chr1:89331119:
T>C

nonsynonymous
SNP

4 c.A532G p.N178D A397G N133D Extracellular
20.9

(43/206)

chr1:89331140:
A>C

nonsynonymous
SNP

4 c.T511G p.S171A T376G S126A Extracellular
14.6

(30/206)

chr1:89331111:
G>A

synonymous
SNP

4 c.C540T p.N180N C405T N135N Extracellular
14.1

(29/206)

chr1:89326856:
A>G

synonymous
SNP

7 c.T846C p.D282D T711C D237D Extracellular 8.2 (17/206)

chr1:89331097:
T>C

nonsynonymous
SNP

4 c.A554G p.Q185R A419G Q140R Extracellular 5.8 (12/206)

chr1:89331161:
T>C

nonsynonymous
SNP

4 c.A490G p.T164A A355G T119A Extracellular 4.4 (9/206)

chr1:89331142:
A>T

nonsynonymous
SNP

4 c.T509A p.I170K T374A I125K Extracellular 2.9 (6/206)

chr1:89331246:
G>A

synonymous
SNP

4 c.C405T p.L135L C270T L90L Extracellular 2.9 (6/206)

chr1:89331024:
A>G

synonymous
SNP

4 c.T627C p.P209P T492C P164P Extracellular 2.4 (5/206)

Only variants found in more than 2% of sequenced animals are shown.
1Nucleotide mutation by ANNOVAR numbering relative to NCBI reference sequence NM_001257302, 2Amino acid mutation by ANNOVAR numbering, 3Nucleotide mutation using full
transcript numbering, 4Amino acid mutation by mature protein numbering, 5percentage of carriers from 206 sequenced animals, 6SNP: Single nucleotide polymorphism. All mutations are shown
in relation to the reference sequences from the rheMac10 draft genome. Bolded text in mature protein AA column indicates nonsynonymous SNP not previously described in the literature.

TABLE 4 FcgRIII genetic variation observed in 206 Indian-origin rhesus macaques using long-read RNA sequencing.

Variant Description Exon
ANNOVAR

NT1
ANNOVAR

AA2
Transcript

NT3
Mature

protein AA4 Domain
%

Carriers5

chr1:89392794:
G>A

nonsynonymous
SNP6

5 c.G805A p.V269I G643A V215I Cytoplasmic
67.5

(139/206)

chr1:89392782:
G>A

nonsynonymous
SNP

5 c.G793A p.V265M G631A V211M Cytoplasmic 67 (138/206)

chr1:89387252:
G>A

synonymous SNP 3 c.G411A p.Q137Q G249A Q83Q Extracellular 17 (35/206)

chr1:89390827:
A>G

nonsynonymous
SNP

4 c.A634G p.I212V A472G I158V Extracellular 7.8 (16/206)

chr1:89392727:
T>C

synonymous SNP 5 c.T738C p.S246S T576C S192S Extracellular 3.9 (8/206)

chr1:89390721:
G>A

synonymous SNP 4 c.G528A p.T176T G366A T122T Extracellular 3.9 (8/206)

chr1:89387025:
G>T

nonsynonymous
SNP

3 c.G184T p.A61S G22T A8S Extracellular 2.9 (6/206)

Only variants found in more than 2% of sequenced animals are shown.
1Nucleotide mutation by ANNOVAR numbering relative to NCBI reference sequence NM_001271653 where position 1 starts with the open reading frame (position 54 in reference
NM_001271653.1_RhM), 2Amino acid mutation by ANNOVAR numbering, 3Nucleotide mutation using full transcript numbering, 4Amino acid mutation by mature protein numbering,
5percentage of carriers from 206 sequenced animals, 6SNP: Single nucleotide polymorphism. All mutations are shown in relation to the reference sequences from the rheMac10 draft genome.
Bolded text in mature protein AA column indicates nonsynonymous SNP not previously described in the literature.
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BA

FIGURE 2

Identified SNPs in FcgRI. (A) Lollipop diagram showing frequency, domain location, and type of observed SNP. (B) AlphaFold2 plot showing the
extracellular domain and the corresponding amino acid changes (magenta = domain 1, orange = domain 2, cyan = transmembrane, gray =
other regions).

B C
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FIGURE 3

Identified SNPs in FcgRIIa. (A) Lollipop diagram showing frequency, domain location, and type of observed SNP. AlphaFold2 plots showing
corresponding amino acid changes in the (B) extracellular domain and (C) the cytoplasmic domain (magenta = domain 1, orange = domain 2, cyan
= transmembrane, gray = other regions).
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FcgRIII I158V) and therefore have the potential to impact the

response to immune complex formation (27). FcgRIIA M268L and

FcgRIII V251I and V221M are located in the cytoplasmic tail, and

thus may influence cell signaling. We also identified one SNP

(FcgRIIa N128K) that occurs in an N-linked glycosylation site

(26), which may alter the receptor function and antibody binding

properties (42).

We identified six nonsynonymous SNPs in FcgRI (V28A, R67S,
V60A, Q25E, L136F, P12L), and three were previously identified in

other studies (V28A, V60A, and R67S) (26, 27). Chan et al.

evaluated three allotypes of FcgRI that consisted of the possible

combinations of V28A and R67S and found that these allotypes had

similar IgG binding affinities. Further, all three variants

preferentially bound rhesus IgG1>IgG3>IgG4=IgG2. In contrast,

the rhesus FcgRI allotypes bound human IgG3>IgG1>IgG4>IgG2

(27). We identified three additional nonsynonymous SNPs and a

frameshift insertion that are not documented in the literature. All

identified SNPs occur in the extracellular domain of FcgRI. None of
the nonsynonymous SNPs in FcgRI occur in IgG binding regions, so

it is unlikely that these SNPs would directly alter IgG binding

properties. However, it remains possible that some of these

mutations may contribute to protein stability and thus indirectly

influence surface expression or antibody interactions.

We identified seven nonsynonymous SNPs in FcgRIIa, and all

but M268L were previously described (26, 27, 29). The functional

implications for 6 of these have not yet been investigated; the sole

exception is H131P SNP, which is analogous to the well

characterized human FcgRIIa H/R SNP at position 131 known to

impact binding interactions with IgG (29). Recently, Grunst and

collaborators used JNL reporter cells transduced to express

membrane bound receptors and determined that the rhesus

macaque H131 variant had improved IgG binding when

compared to the P131 variant (29). Prior work from the

Ackerman laboratory evaluated binding activities of four observed

allotypes of FcgRIIa using BioLayer Interferometry (BLI), Surface

Plasmon Resonance (SPR), and multiplex IgG binding analyses.

Allotype FcgR2A-4 was the only one to contain the H131P SNP, and

they observed lower binding affinities for this allotype compared to

the others (27). Because both Grunst et al. and Chan et al. evaluated

H131P in cells expressing specific allotypes, other SNPs were also

present which complicates the ability to interpret how individual

SNPs may influence functional activity. However, in the study

performed by Grunst, the rhesus allotypes expressing H131 all

bound more strongly to rhesus IgG2 indicating that H131 likely

does contribute to higher binding properties in the presence of the

other SNPs (29).

BA

FIGURE 5

Identified SNPs in FcgRIII. (A) Lollipop diagram showing frequency, domain location, and type of observed SNP. (B) AlphaFold2 plot of full-length
protein with corresponding amino acid changes (magenta = domain 1, orange = domain 2, cyan = transmembrane, gray = other regions).

BA

FIGURE 4

Identified SNPs in FcgRIIb. (A) Lollipop diagram showing frequency, domain location, and type of observed SNP. (B) AlphaFold2 plot showing the
extracellular domain and the corresponding amino acid changes (magenta = domain 1, orange = domain 2, cyan = transmembrane, gray =
other regions).
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The FcgRIIa and FcgRIIb genes are highly similar in the

extracellular regions but have differing transmembrane and

cytoplasmic domains (43). We identified five nonsynonymous

SNPs in FcgRIIb (N133D, S126A, Q140R, T119A, I125K). Two

were previously identified (N133D and I125K) and three also occur

in FcgRIIa (N133D, Q140R, I125K) (27). T119A and S126A are

documented in the literature as occurring in FcgRIIa (27, 29), but

we detected these two SNPs only in FcgRIIb. It is possible that

differences in methodologies made it difficult for other studies to

assign these SNPs specifically to FcgRIIb. Both T119A and S126A

occur in IgG binding domains, and future studies are needed to

evaluate their potential impacts on antibody binding interactions.

Chan et al. also identified two allotypes of FcgRIIb based on SNPs

I14T and L88P. L88P occurs in a predicted IgG binding region, and

the allotype containing L88P had very poor binding ability to all

rhesus IgGs. The binding defects were also observed when the

allotype was evaluated with human IgGs (27). We did not identify

either the I14T or L88P in the animals we sequenced. Although the

206 rhesus macaques we sequenced for this project were sourced

from multiple studies and colonies, this difference indicates that

additional genetic diversity exists beyond what we have described

and supports continued research in this area.

We identified four nonsynonymous SNPs in FcgRIII (V125I,
V211M, I158V, A8S). Three SNPs were discovered previously

(I158V, V215I, and V211M) (27–29). We are the first to identify

A8S, which occurs in the extracellular domain. Studies of human

FcgRIII genetic diversity identified that the V158 of FcgRIII has

higher binding affinity for IgG1 (39). Given that the rhesus FcgRIII
SNP occurs at the same location, studies have evaluated the

functional impact of rhesus FcgRIII I158V. The recent study by

Grunst and collaborators did not identify any differences between

FcgRIII allotypes that included I158 and V158 variants in IgG

binding capabilities when using Jurkat cells transduced to

express FcgRIII allotypes and a NFAT-driven luciferase reporter

(JNL cells), including no differences in rhesus IgG subclass binding

(29). This study did show that Rhesus FcgRIII allotypes

demonstrate a hierarchy in subclass binding to human IgGs:

huIgG1>IgG3=IgG4 and minimal responses to huIgG2 (29). Prior

work by Chan and collaborators also found that the I158 allotype

(FcgR3A-1) had slightly higher binding capabilities than the V158

allotype (FcgR3A-3) when measured using BLI although the

differences were not significant (27). The greater IgG binding

capabilities of I158 compared to V158 was confirmed by Tolbert

et al., except for rhesus FcgRIII V158 binding more tightly to rhesus

IgG4 than I158 (38). Further, both Chan et al. and Tolbert et al.

observed that FcgRIII IgG binding affinity can be altered based on

FcgR glycosylation status (27, 38). Tolbert et al. also evaluated

whether the I158 or V158 variant impacts the level of ADCC (29).

They demonstrated that NK-92 clones expressing high levels of

Rhesus macaque FcgRIII I158 have slightly increased ADCC

capabilities when used as effector cells with either the human A32

IgG1 monoclonal antibody or the rhesus macaque J4R monoclonal

antibody (38). As differences in glycosylation status have been

TABLE 5 Frequency of rhesus macaque FcgR isoforms in 206 Indian-
origin rhesus macaques using long-read RNA sequencing.

Nucleotide
Isoform1

Translated
Protein Isoform2

%
Carriers3

FCGR2A_XM_015113136.2 XP_014968622.2
93.2

(192/206)

FCGR2A_XM_028846297.1 XP_028702130.1
52.9

(109/206)

FCGR2A_NM_001257300.1 NP_001244229.1
41.7

(86/206)

FCGR2A_XM_028846295.1 XP_028702128.1
30.1

(62/206)

FCGR2B_XM_015113204.2 XP_014968690.1
97.6

(201/206)

FCGR2B_XM_015113196.2 XP_014968682.1
95.1

(196/206)

FCGR2B_NM_001271648.2 NP_001258577.2 4.4 (9/206)

FCGR2B_NM_001257302.1 NP_001244231.1 0.48 (1/206)

FCGR3_NM_001271657.1 NP_001258586.1
97.6

(201/206)

FCGR3_XM_015113171.2 XP_014968657.2
68.4

(141/206)

FCGR3_XM_015113175.2 XP_014968661.2
65.0

(134/206)

FCGR3_NM_001271654.1 NP_001258583.1 1.94 (4/206)

FCGR3_NM_001271653.1 NP_001258582.1 1.46 (3/206)

FCGR3_NM_001271656.1 NP_001258585.1 1.46 (3/206)

FCGR3_NM_001271655.1 NP_001258584.1 0.97 (2/206)

Only isoforms carried in 1% transcripts in at least one animal are shown.
1Nucleotide isoform collected from NCBI. 2Translated protein isoform collected from NCBI.
3percentage of carriers of 206 sequenced animals.

FIGURE 6

Frequency of expression of FcgR isoforms. The heatmap reports relative abundance of FcgR isoforms identified in 206 Indian-origin rhesus macaques
using long-read RNA sequencing. Only isoforms that account for at least 1% of total transcripts in a given FcgR gene in at least one animal are
shown. Each row denotes a specific isoform from the FcgR genes FcgRIIa, FcgRIIb or FcgRIII (FcgRI is not represented as it only has one reference
isoform). Columns correspond to individual macaques.
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found to impact the affinity of FcgRIII for IgG, it is possible

glycovariation contributed the phenotypic impact observed for

the 158I variant in the Tolbert study and the lack of a difference

observed in the Grunst study.

Grunst and colleagues also tested allotypes of FcgRIII that

included either the V211M or V215I variant in the JNL reporter

cell assay and found similar responses in IgG binding across

allotypes, suggesting the SNPs in the transmembrane domain and

cytoplasmic domain do not have significant effects on signaling in

this model. In contrast, an in vivo study by Miller et al. found that

monkeys with FcgRIII SNPs 211M and 215I (numbered Met229

and Iso233 within reference) were more refractory to CD20

depletion with rituximab when compared to monkeys with the V/

V variants (44). These findings suggest that SNPs in FcgRIII
transmembrane domain could have in vivo importance that

cannot be captured in vitro. The majority of monkeys we

evaluated also express 211M and 215I, and future studies will

need to further evaluate the functional implications of these

SNPs. Future work should also focus on testing the impact of

each SNP on in vivo protein expression and conformational

presentation on different cell types that may relate to Fc-FcgR
function. Future passive antibody administration and vaccination

studies that include FcgR sequencing will be critical for providing

phenotypic evidence for functionally significant alleles.

In addition to novel SNPs, we detected expression of four

isoforms of FcgRIIa, four isoforms of FcgRIIb and seven isoforms

of FcgRIII in our study cohort. To identify isoforms within our

sequencing data, we aligned our FcgR reads to established macaque

reference isoforms. Two rhesus FcgRIIa isoforms have a small

insertion (five amino acids) in the extracellular domain, which is

predicted to increase the distance between the cell surface and the

receptor. These isoforms may impact antibody binding interactions

and future studies will evaluate the functional impact of this

insertion. A single amino acid deletion also observed in human

isoforms is present in two of the rhesus isoforms (Figure S3). In our

cohort, we detected macaques expressing two previously identified

FcgRIIb isoforms, each with a 19 amino acid insertion in the

cytoplasmic domain, which may modify signal transduction. An

isoform with an almost identical 19 amino acid insertion also exists

in humans (FcgRII-B1) (41). This insertion may have a role in

inhibition of endocytosis resulting in prolonged surface expression

levels (45–47). In mice, FcgRIIb isoforms are differentially expressed

based on cell types. This isoform is found at slightly higher levels in

inflammatory macrophages compared to homeostatic macrophages

in humans (48), but future studies to determine cell type expression

levels in rhesus macaques are needed. Two of the rhesus FcgRIIb
isoforms have a single amino acid insertion, which is also found in

the human isoform FcgRII-B2 (Figure S4). The FcgRIII isoforms

differ by the insertion of one amino acid in the signal peptide

sequence (Figure S5). Future studies are needed to further elucidate

the functional impact of all rhesus FcgR isoforms.

Using long-read RNA sequencing, we characterized the genetic

diversity of 206 Indian-origin rhesus macaque FcgR. We confirmed

three nonsynonymous SNPs in FcgRI, six in FcgRIIa, two in FcgRIIb,
and three in FcgRIII that were already described (26–29). We also

discovered 8 novel nonsynonymous SNPs: three in FcgRI, one in

FcgRIIa, three in FcgRIIb, and one in FcgRIII. Long read sequencing

also facilitated identification of transcript structural variation, which

allowed us to characterize isoforms among our cohort. We identified

four isoforms in FcgRIIa, four in FcgRIIb, and seven in FcgRIII in our

study cohort. Our investigation demonstrates that the rhesus

macaque FcgR genome is more complex than currently

appreciated. Moreoever, while 206 rhesus macaques is a large

cohort of animals, we do not rule out that future FcgR sequencing

may discover even more diversity of SNPs and isoforms.

Other macaque species, such as cynomolgus macaques (Macaca

fascicularis) and pig-tailed macaques (Macaa nemestrina) are also

frequently used for vaccination and passive antibody administration

experiments. FcgR information for these macaque species is also

very limited. Sequencing analysis of cynomolgus macaques show

one SNP in FcgRI (Q25E) similar to rhesus macaques in our study

(27). There are similarities in FcgRIIa and FcgRIIb with rhesus,

cynomolgus, and pig-tailed macaques sharing many SNPs (27, 28,

49, 50). Both cynomolgus and rhesus macaques have the FcgRIII

B CA

FIGURE 7

Alphafold2 structural predictions of FcgR isoforms. (A) FcgRIIa isoform (cyan) resulting from 5-amino-acid insertion (red) in region between domain 2
and transmebrane domain. (B) FcgRIIb isoform (cyan) resulting from 19-amino-acid insertion (red) in cytoplasmic tail. (C) FcgRIII isoform (cyan)
resulting from single amino acid insertion in signal peptide. In each panel, the reference isoform is colored accordingly: domain 1 (magenta), domain
2 (orange), transmembrane domain (blue), all other regions (gray).
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I158V SNP in the IgG contact region (27, 28). Based on our

investigation of rhesus macaques, cynomolgus and pig-tailed

macaques may also have greater FcgR genetic diversity than what

is currently known.

Our study expands on previous work to further characterize the

genetic diversity of Indian-origin rhesus macaques. The few in vitro

studies performed have shown that some models of IgG binding are

impacted by FcgR SNPs; however, more in vivo and in vitro studies

are needed to further elucidate the impact of FcgR genetic diversity

on clinical outcomes. The functionality of individual SNPs in vivo

may also be influenced by homozygosity/heterozygosity, FcgR gene

copy number, activation levels of FcgR-bearing cells, linkage

disequilibrium, etc.; therefore, future studies should consider all

these factors in when determining the functional role of SNPs.

Rhesus macaque FcgR genetic diversity has the potential to

confound study outcomes, thus including FcgR sequencing to

quantify this effect in humoral immunity-based studies is critical.

Data availability statement

The data presented in the study are deposited in The National

Center for Biotechnology (NCBI) BioProject Repository, accession

number PRJNA1030012 (https://www.ncbi.nlm.nih.gov/bioproject).

Ethics statement

Leftover blood samples from completed studies at multiple

institutions were used for the current study. These blood samples

represent 206 Indian origin rhesus macaques, sourced from several

different vendors, providers, or colonies. All blood was collected in

accordance with protocols approved by the appropriate

Institutional Animal Care and Use Committee. The study was

conducted in accordance with the local legislation and

institutional requirements.

Author contributions

HC: Investigation, Methodology, Writing – original draft,

Writing – review & editing. MH: Data curation, Formal analysis,

Writing – review & editing. DE: Investigation, Methodology,

Writing – original draft, Writing – review & editing. HK: Writing

– review & editing, Formal analysis, Methodology, Visualization.

SC: Writing – review & editing, Conceptualization. JM:

Investigation, Writing – review & editing. TH: Investigation,

Writing – review & editing. MB: Writing – review & editing,

Investigation. TB: Writing – review & editing, Investigation. WT:

Writing – review & editing, Formal analysis, Visualization. MP:

Writing – review & editing, Formal analysis, Visualization. GT:

Funding acquisition, Writing – review & editing, Supervision. JS:

Writing – review & editing, Conceptualization. MM: Supervision,

Writing – review & editing, Conceptualization. KW: Methodology,

Supervision, Writing – review & editing, Formal analysis,

Visualization. JP: Supervision, Writing – original draft, Writing –

review & editing, Formal analysis, Conceptualization,

Funding acquisition.

Funding

The author(s) declare financial support was received for the

research, authorship, and/or publication of this article. Funding for

this study was provided by the National Institute of Health grants:

P01 AI120756 to GT, P01 AI162242 to GT, NIH T32 AI007392,

with support from the Duke University Center for AIDS Research

5P30 A1064518. The funders had no role in study design, data

collection and analysis, decision to publish, or preparation of the

manuscript, and the contents of this publication are solely the

responsibility of the authors.

Acknowledgments

We thank the Duke University School of Medicine for the use of

the DHVI Sequencing Core for providing Illumina service and the

Sequencing and Genomic Technologies Shared Resource for

providing PacBio service.

Conflict of interest

The authors declare that the research was conducted in the

absence of any commercial or financial relationships that could be

construed as a potential conflict of interest.

The author(s) declared that they were an editorial board

member of Frontiers, at the time of submission. This had no

impact on the peer review process and the final decision.

Publisher’s note

All claims expressed in this article are solely those of the authors

and do not necessarily represent those of their affiliated organizations,

or those of the publisher, the editors and the reviewers. Any product

that may be evaluated in this article, or claim that may be made by its

manufacturer, is not guaranteed or endorsed by the publisher.

Author disclaimer

The views expressed in this manuscript are those of the authors and

do not reflect the official policy or position of the Uniformed Services

University, USArmy, theDepartment of Defense, or theUSGovernment.

Supplementary material

The Supplementary Material for this article can be found online

at: https://www.frontiersin.org/articles/10.3389/fimmu.2023.1306292/

full#supplementary-material

Conley et al. 10.3389/fimmu.2023.1306292

Frontiers in Immunology frontiersin.org12

https://www.ncbi.nlm.nih.gov/bioproject
https://www.frontiersin.org/articles/10.3389/fimmu.2023.1306292/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fimmu.2023.1306292/full#supplementary-material
https://doi.org/10.3389/fimmu.2023.1306292
https://www.frontiersin.org/journals/immunology
https://www.frontiersin.org


References

1. Ravetch J, Kinet J. Fc receptors. Annu Rev Immunol (1991) 9:457–92. doi:
10.1146/annurev.iy.09.040191.002325

2. Bournazos S, Klein F, Pietzsch J, Seaman MS, Nussenzweig MC, Ravetch JV.
Broadly neutralizing anti-HIV-1 antibodies require Fc effector functions for in vivo
activity. Cell (2014) 158(6):1243–53. doi: 10.1016/j.cell.2014.08.023

3. Bournazos S, Ravetch JV. Fcgamma receptor pathways during active and passive
immunization. Immunol Rev (2015) 268(1):88–103. doi: 10.1111/imr.12343

4. Bournazos S, Ravetch JV. Fcgamma receptor function and the design of
vaccinat ion strategies . Immunity (2017) 47(2) :224–33. doi : 10.1016/
j.immuni.2017.07.009

5. Bournazos S, Ravetch JV. Anti-retroviral antibody FcgammaR-mediated effector
functions. Immunol Rev (2017) 275(1):285–95. doi: 10.1111/imr.12482

6. Nimmerjahn F, Ravetch JV. Fcgamma receptors as regulators of immune
responses. Nat Rev Immunol (2008) 8(1):34–47. doi: 10.1038/nri2206

7. Tay MZ, Wiehe K, Pollara J. Antibody-dependent cellular phagocytosis in
antiviral immune responses. Front Immunol (2019) 10:332. doi: 10.3389/
fimmu.2019.00332

8. Joller N, Weber SS, Oxenius A. Antibody-Fc receptor interactions in protection
against intracellular pathogens. Eur J Immunol (2011) 41(4):889–97. doi: 10.1002/
eji.201041340

9. Li X, Gibson AW, Kimberly RP. Human FcR polymorphism and disease. Curr
Top Microbiol Immunol (2014) 382:275–302. doi: 10.1007/978-3-319-07911-0_13

10. van Sorge N, van der Pol W-L, van de Winkel P. FcgammaR polymorphisms
Implications for function disease susceptibility. Tissue Antigens (2003) 61(3):189–202.
doi: 10.1034/j.1399-0039.2003.00037.x

11. Li X, Ptacek TS, Brown EE, Edberg JC. Fcgamma receptors: structure, function
and role as genetic risk factors in SLE. Genes Immun (2009) 10(5):380–9. doi: 10.1038/
gene.2009.35

12. Takai T. Roles of Fc receptors in autoimmunity. Nat Rev Immunol (2002) 2
(8):580–92. doi: 10.1038/nri856

13. Litjens N, Peeters A, Gestel JK, Klepper M, Betjes M. The FCGR3A 158 V/V-
genotype is associated with decreased survival of renal allografts with chronic active
antibody-mediated rejection. Sci Rep (2021) 11(1):7903. doi: 10.1038/s41598-021-
86943-3

14. Paul P, Pedini P, Lyonnet L, Di Cristofaro J, Loundou A, Pelardy M, et al.
FCGR3A and FCGR2A genotypes differentially impact allograft rejection and patients’
Survival after lung transplant. Front Immunol (2019) 10:1208. doi: 10.3389/
fimmu.2019.01208

15. Kaifu T, Nakamura A. Polymorphisms of immunoglobulin receptors and the
effects on clinical outcome in cancer immunotherapy and other immune diseases: a
general review. Int Immunol (2017) 29(7):319–25. doi: 10.1093/intimm/dxx041

16. Mellor JD, Brown MP, Irving HR, Zalcberg JR, Dobrovic A. A critical
review of the role of Fc gamma receptor polymorphisms in the response to
monoclonal antibodies in cancer. J Hematol Oncol (2013) 6:1. doi: 10.1186/1756-
8722-6-1

17. Forthal DN, Gilbert PB, Landucci G, Phan T. Recombinant gp120 vaccine-
induced antibodies inhibit clinical strains of HIV-1 in the presence of Fc receptor-
bearing effector cells and correlate inversely with HIV infection rate. J Immunol (2007)
178(10):6596–603. doi: 10.4049/jimmunol.178.10.6596

18. Li SS, Gilbert PB, Carpp LN, Pyo C-W, Janes H, Fong Y, et al. Fc gamma receptor
polymorphisms modulated the vaccine effect on HIV-1 risk in the HVTN 505 HIV
vaccine trial. J Virol (2019) 93(21):e02041-18. doi: 10.1128/JVI.02041-18

19. Li SS, Gilbert PB, Tomaras GD, Kijak G, Ferrari G, Thomas R, et al. FCGR2C
polymorphisms associate with HIV-1 vaccine protection in RV144 trial. J Clin Invest
(2014) 124(9):3879–90. doi: 10.1172/JCI75539

20. Neidich SD, Fong Y, Li SS, Geraghty DE, Williamson BD, Young WC, et al.
Antibody Fc effector functions and IgG3 associate with decreased HIV-1 risk. J Clin
Invest (2019) 129(11):4838–49. doi: 10.1172/JCI126391

21. Peng X, Li SS, Gilbert PB, Geraghty DE, Katze MG. FCGR2C polymorphisms
associated with HIV-1 vaccine protection are linked to altered gene expression of fc-
gamma receptors in human B cells. PloS One (2016) 11(3):e0152425. doi: 10.1371/
journal.pone.0152425

22. Cocklin SL, Schmitz JE. The role of Fc receptors in HIV infection and vaccine
e fficacy . Curr Op in HIV AIDS (2014) 9 (3) : 257–62 . do i : 10 . 1097 /
COH.0000000000000051

23. Gardner MB, Luciw PA. Macaque models of human infectious disease. ILAR J
(2008) 49(2):220–55. doi: 10.1093/ilar.49.2.220

24. Shedlock DJ, Silvestri G, Weiner DB. Monkeying around with HIV vaccines:
using rhesus macaques to define ‘gatekeepers’ for clinical trials. Nat Rev Immunol
(2009) 9(10):717–28. doi: 10.1038/nri2636

25. Rhesus Macaque Genome Sequencing and Analysis Consortium GR, Rogers J,
Katze MG, Bumgarner R, Weinstock GM, Mardis ER, et al. Evolutionary and
biomedical insights from the rhesus macaque genome. Science (2007) 316
(5822):222–34. doi: 10.1126/science.1139247

26. Nguyen DC, Scinicariello F, Attanasio R. Characterization and allelic
polymorphisms of rhesus macaque (Macaca mulatta) IgG Fc receptor genes.
Immunogenetics (2011) 63(6):351–62. doi: 10.1007/s00251-011-0514-z

27. Chan YN, Boesch AW, Osei-Owusu NY, Emileh A, Crowley AR, Cocklin SL,
et al. IgG binding characteristics of rhesus macaque fcgammaR. J Immunol (2016) 197
(7):2936–47. doi: 10.4049/jimmunol.1502252

28. Rogers KA, Scinicariello F, Attanasio R. IgG Fc receptor III homologues in
nonhuman primate species: genetic characterization and ligand interactions. J Immunol
(2006) 177(6):3848–56. doi: 10.4049/jimmunol.177.6.3848

29. Grunst MW, Grandea AG3rd, Janaka SK, Hammad I, Grimes P, Karl JA, et al.
Functional interactions of common allotypes of rhesus macaque fcgammaR2A and
fcgammaR3A with human and macaque igG subclasses. J Immunol (2020) 205
(12):3319–32. doi: 10.4049/jimmunol.2000501

30. Jumper J, Evans R, Pritzel A, Green T, Figurnov M, Ronneberger O, et al. Highly
accurate protein structure prediction with AlphaFold. Nature (2021) 596(7873):583–9.
doi: 10.1038/s41586-021-03819-2

31. Wenger AM, Peluso P, Rowell WJ, Chang PC, Hall RJ, Concepcion GT, et al.
Accurate circular consensus long-read sequencing improves variant detection and
assembly of a human genome. Nat Biotechnol (2019) 37(10):1155–62. doi: 10.1038/
s41587-019-0217-9

32. Li H. Minimap2: pairwise alignment for nucleotide sequences. Bioinformatics
(2018) 34(18):3094–100. doi: 10.1093/bioinformatics/bty191

33. DePristo MA, Banks E, Poplin R, Garimella KV, Maguire JR, Hartl C, et al. A
framework for variation discovery and genotyping using next-generation DNA
sequencing data. Nat Genet (2011) 43(5):491–8. doi: 10.1038/ng.806

34. Wang K, Li M, Hakonarson H. ANNOVAR: functional annotation of genetic
variants from high-throughput sequencing data. Nucleic Acids Res (2010) 38(16):e164.
doi: 10.1093/nar/gkq603

35. Hu Y, Fang L, Chen X, Zhong JF, Li M, Wang K. LIQA: long-read isoform
quantification and analysis. Genome Biol (2021) 22(1):182. doi: 10.1186/s13059-021-
02399-8

36. Li H, Durbin R. Fast and accurate short read alignment with Burrows-Wheeler
transform. Bioinformatics (2009) 25(14):1754–60. doi: 10.1093/bioinformatics/btp324

37. Zimin AV, Cornish AS, Maudhoo MD, Gibbs RM, Zhang X, Pandey S, et al. A
new rhesus macaque assembly and annotation for next-generation sequencing analyses.
Biol Direct (2014) 9(1):20. doi: 10.1186/1745-6150-9-20

38. Tolbert WD, Gohain N, Kremer PG, Hederman AP, Nguyen DN, Van V, et al.
Decoding human-macaque interspecies differences in Fc-effector functions: The
structural basis for CD16-dependent effector function in Rhesus macaques. Front
Immunol (2022) 13:960411. doi: 10.3389/fimmu.2022.960411

39. Bruhns P, Iannascoli B, England P, Mancardi DA, Fernandez N, Jorieux S, et al.
Specificity and affinity of human Fcgamma receptors and their polymorphic variants
for human IgG subclasses. Blood (2009) 113(16):3716–25. doi: 10.1182/blood-2008-09-
179754

40. Wu J, Edberg JC, Redecha PB, Bansal V, Guyre PM, Coleman K, et al. A novel
polymorphism of fcgammaRIIIa (CD16) alters receptor function and predisposes to
autoimmune disease. J Clin Invest (1997) 100(5):1059–70. doi: 10.1172/JCI119616

41. Van Der Herik-Oudijk IE, Capel PJA, van der Bruggen T, Van de Winkel JGJ.
Identification of signaling motifs within human fc gamma RIIa and Fc gamma RIIb
isoforms. Blood (1995) 85(8):2202–11. doi: 10.1182/blood.V85.8.2202.
bloodjournal8582202

42. Mimura Y, Church S, Ghirlando R, Ashton PR, Dong S, Goodall M, et al. The
influence of glycosylation on the thermal stability and effector function expresson of
human IgG1-Fc: properties of a series of truncated glycoforms.Mol Immunol (2000) 37
(12-13):697–706. doi: 10.1016/S0161-5890(00)00105-X

43. Brooks D, Qiu W, Luster A, Ravetch J. Structure and expression of human IgG
FcRII(CD32). Functional heterogeneity is encoded by the alternatively spliced products
of multiple genes. J Exp Med (1989) 170(4):1369–85. doi: 10.1084/jem.170.4.1369

44. Miller CJ, Genesca M, Abel K, Montefiori D, Forthal D, Bost K, et al. Antiviral
antibodies are necessary for control of simian immunodeficiency virus replication. J
Virol (2007) 81(10):5024–35. doi: 10.1128/JVI.02444-06

45. Van Den Herik-Oudijk IE, Westerdaal NA, Henriquez NV, Capel PJ, Van De
Winkel JG. Functional analysis of human Fc gamma RII (CD32) isoforms expressed in
B lymphocytes. J Immunol (1994) 152(2):574–85. doi: 10.4049/jimmunol.152.2.574

46. Miettinen HM, Matter K, Hunziker W, Rose JK, Mellman I. Fc receptor
endocytosis is controlled by a cytoplasmic domain determinant that actively prevents
coated pit localization. J Cell Biol (1992) 116(4):875–88. doi: 10.1083/jcb.116.4.875

Conley et al. 10.3389/fimmu.2023.1306292

Frontiers in Immunology frontiersin.org13

https://doi.org/10.1146/annurev.iy.09.040191.002325
https://doi.org/10.1016/j.cell.2014.08.023
https://doi.org/10.1111/imr.12343
https://doi.org/10.1016/j.immuni.2017.07.009
https://doi.org/10.1016/j.immuni.2017.07.009
https://doi.org/10.1111/imr.12482
https://doi.org/10.1038/nri2206
https://doi.org/10.3389/fimmu.2019.00332
https://doi.org/10.3389/fimmu.2019.00332
https://doi.org/10.1002/eji.201041340
https://doi.org/10.1002/eji.201041340
https://doi.org/10.1007/978-3-319-07911-0_13
https://doi.org/10.1034/j.1399-0039.2003.00037.x
https://doi.org/10.1038/gene.2009.35
https://doi.org/10.1038/gene.2009.35
https://doi.org/10.1038/nri856
https://doi.org/10.1038/s41598-021-86943-3
https://doi.org/10.1038/s41598-021-86943-3
https://doi.org/10.3389/fimmu.2019.01208
https://doi.org/10.3389/fimmu.2019.01208
https://doi.org/10.1093/intimm/dxx041
https://doi.org/10.1186/1756-8722-6-1
https://doi.org/10.1186/1756-8722-6-1
https://doi.org/10.4049/jimmunol.178.10.6596
https://doi.org/10.1128/JVI.02041-18
https://doi.org/10.1172/JCI75539
https://doi.org/10.1172/JCI126391
https://doi.org/10.1371/journal.pone.0152425
https://doi.org/10.1371/journal.pone.0152425
https://doi.org/10.1097/COH.0000000000000051
https://doi.org/10.1097/COH.0000000000000051
https://doi.org/10.1093/ilar.49.2.220
https://doi.org/10.1038/nri2636
https://doi.org/10.1126/science.1139247
https://doi.org/10.1007/s00251-011-0514-z
https://doi.org/10.4049/jimmunol.1502252
https://doi.org/10.4049/jimmunol.177.6.3848
https://doi.org/10.4049/jimmunol.2000501
https://doi.org/10.1038/s41586-021-03819-2
https://doi.org/10.1038/s41587-019-0217-9
https://doi.org/10.1038/s41587-019-0217-9
https://doi.org/10.1093/bioinformatics/bty191
https://doi.org/10.1038/ng.806
https://doi.org/10.1093/nar/gkq603
https://doi.org/10.1186/s13059-021-02399-8
https://doi.org/10.1186/s13059-021-02399-8
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1186/1745-6150-9-20
https://doi.org/10.3389/fimmu.2022.960411
https://doi.org/10.1182/blood-2008-09-179754
https://doi.org/10.1182/blood-2008-09-179754
https://doi.org/10.1172/JCI119616
https://doi.org/10.1182/blood.V85.8.2202.bloodjournal8582202
https://doi.org/10.1182/blood.V85.8.2202.bloodjournal8582202
https://doi.org/10.1016/S0161-5890(00)00105-X
https://doi.org/10.1084/jem.170.4.1369
https://doi.org/10.1128/JVI.02444-06
https://doi.org/10.4049/jimmunol.152.2.574
https://doi.org/10.1083/jcb.116.4.875
https://doi.org/10.3389/fimmu.2023.1306292
https://www.frontiersin.org/journals/immunology
https://www.frontiersin.org


47. Budde P, Bewarder N, Weinrich V, Schulzeck O, Frey J. Tyrosine-containing
sequence motifs of the human immunoglobulin G receptors FcRIIb1 and FcRIIb2
essential for endocytosis and regulation of calcium flux in B cells. J Biol Chem (1994)
269(48):30636–44. doi: 10.1016/S0021-9258(18)43861-6

48. Santegoets KC, Wenink MH, van den Berg WB, Radstake TR. Fc gamma receptor
IIb on GM-CSF macrophages controls immune complex mediated inhibition of
inflammatory signals. PloS One (2014) 9(10):e110966. doi: 10.1371/journal.pone.0110966

49. Trist HM, Tan PS, Wines BD, Ramsland PA, Orlowski E, Stubbs J, et al.
Polymorphisms and interspecies differences of the activating and inhibitory
FcgammaRII of Macaca nemestrina influence the binding of human IgG subclasses. J
Immunol (2014) 192(2):792–803. doi: 10.4049/jimmunol.1301554

50. Haj AK, Arbanas JM, Yamniuk AP, Karl JA, Bussan HE, Drinkwater KY, et al.
Characterization of mauritian cynomolgus macaque fcgammaR alleles using long-read
sequencing. J Immunol (2019) 202(1):151–9. doi: 10.4049/jimmunol.1800843

Conley et al. 10.3389/fimmu.2023.1306292

Frontiers in Immunology frontiersin.org14

https://doi.org/10.1016/S0021-9258(18)43861-6
https://doi.org/10.1371/journal.pone.0110966
https://doi.org/10.4049/jimmunol.1301554
https://doi.org/10.4049/jimmunol.1800843
https://doi.org/10.3389/fimmu.2023.1306292
https://www.frontiersin.org/journals/immunology
https://www.frontiersin.org

	Defining genetic diversity of rhesus macaque Fcγ receptors with long-read RNA sequencing.
	Recommended Citation
	Creator(s)

	Defining genetic diversity of rhesus macaque Fc&gamma; receptors with long-read RNA sequencing
	1 Introduction
	2 Methods
	2.1 Peripheral blood collection
	2.2 Reverse transcription-PCR amplification of Fc&gamma;R genes
	2.3 Long-read RNA sequencing
	2.4 PacBio sequence analysis and variant identification
	2.5 Isoform analysis
	2.6 Whole genome sequencing and Fc&gamma;R gDNA analysis
	2.7 AlphaFold2 structure predictions
	2.8 Receptor – IgG interface predictions

	3 Results
	3.1 Fc&gamma;R primer design
	3.2 Fc&gamma;R polymorphisms
	3.3 Fc&gamma;R short structural variants
	3.4 Fc&gamma;R isoforms

	4 Discussion
	Data availability statement
	Ethics statement
	Author contributions
	Funding
	Acknowledgments
	Conflict of interest
	Publisher’s note
	Author disclaimer
	Supplementary material
	References


