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Abstract 

Scientists have recently identified IFI16 as a Pattern Recognition Receptor (PRR) that 

senses foreign DNA. In this role, it plays an important part in the initiation of the innate 

immune response to many viral infections. Along with its innate immune function, IFI16 

has been implicated in various other immune functions largely involved in intracellular 

defense from viral infection. These immune functions are categorized as intrinsic immune 

functions. A family member of IFI16, known as IFIX, has significant structural 

similarities to IFI16, and has also been identified as a PRR for foreign DNA. Unlike 

IFI16, however, the intrinsic immune functions of IFIX have not been as extensively 

explored. This study, therefore, aimed to explore in greater detail the similarities between 

IFI16 and IFIX in order to better explore the individual roles they play in immune 

response to viral infection. We started by performing a phylogenetic analysis on the 

primate orthologs of IFI16 and IFIX, through which we identified multiple duplication 

events that led to the emergence of two IFI-like PYHIN proteins in lemurs and simians, 

respectively. From there, we went on to explore a specific immune function of IFI16: the 

inhibition of the HIV-1 promoter, the Long Terminal Repeat (LTR). We correctly 

hypothesized that given the structural and functional similarities between IFI16 and IFIX, 

they would share in their inhibitory function of the LTR. We then went on to show that 

IFIX binds to APOBEC3A, a cytosine deaminase that also inhibits the LTR and had been 

shown previously to physically interact with IFI16. From these data we concluded that 

IFIX like IFI16 likely plays a role in intrinsic immune defense against HIV-1, and likely 

has other intrinsic immune functions as well.  
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Abbreviations 

5FMC: 5 Friends of Methylated Chromatin 

AIDS: Acquired Immune Deficiency Syndrome 

AIM2: Absent in Melanoma 2 

ALR: AIM2-Like Receptors 
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HIV: Human Immunodeficiency Virus 
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IFI16: Interferon gamma inducible protein 16 

IFIX: Interferon gamma inducible protein X 
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IFN: Interferon 

IL: Interleukin 
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ISG: Interferon stimulated gene 
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NCBI: National Center for Biotechnology Information 

NF-κB: Nuclear Factor kappa-light-chain-enhancer of activated B cells 

NLR: Nod-Like Receptors 

PAMP: Pathogen-Associated Molecular Pattern 

PCR: Polymerase Chain Reactions 

PMA: Phorbol Myristate Acetate 

PRR: Pattern Recognition Receptor 

PYHIN: Pyrin-and-HIN-200 containing protein 

RL-TK: Renilla Luciferase controlled by TK promoter 

RLR: RIG-I-Like Receptor 

RNA: Ribonucleic Acid 

RPM: Rotations per Minute 
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SAINT: Significance Analysis of Interactome 
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STING: Stimulator of Interferon Genes 

TBST: Tris-Buffered Saline with Tween 

TNF-α: Tumor Necrosis Factor alpha 
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Introduction 

 One of the first rules of biology is structure is driven by function. This is apparent 

in all aspects of biology, from the organismal level down to the molecular. This rule is 

exemplified is in the human immune system, where a host of organs, cells, and molecules 

work together to protect the body from the environment. The outermost layer of 

immunity consists of barrier defenses (Marshall et al., 2018). These defenses – structures 

such as skin, mucosal linings, and stomach acidity – function to physically prevent 

pathogens from entering the body and infecting cells within it. If a pathogen can subvert 

those physical barriers, it faces a secondary set of defenses within the cell categorized as 

intrinsic immunity (Bieniasz, 2004). These defenses, a set of constitutively expressed 

enzymes, transcription factors, and other molecules, function as the first internal defense 

for a cell. They can act in immediate response to a pathogen, without having to change 

cellular expression characteristics or recruit external immune elements. Concurrent with 

the intrinsic immune response is the innate immune response, which relies on the 

recognition of broad classes of pathogens as different from the host, and the subsequent 

recruitment of cells and molecules which defend the body against them (Marshall et al., 

2018). These cells include phagocytes such as macrophages and neutrophils as well as 

granulocytes such as basophils and mast cells which release signaling molecules like 

histamine which drive inflammation. Barrier, intrinsic, and innate immunity are all 

similar in that the responses they mediate are not dependent on the pathogen that they are 

defending against, which allows them to respond quickly to threats.  

The final and most specific layer of the immune system is adaptive immunity. 

This layer of the immune system is populated by millions of unique immune cells known 
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as lymphocytes, each of which express receptors that have the potential to bind to 

specific portions of individual pathogens. The two major categories of adaptive 

lymphocytes are B cells and T cells. B cells are responsible for the production of 

antibodies that bind specifically to pathogens can prevent them from continuing to infect 

the body through a variety of mechanisms, such as increasing their susceptibility to 

phagocytosis in a process known as opsonization or neutralizing them by preventing them 

from binding to host cells. T cells have a variety of jobs centered around purging the 

body of an infectious agent. CD8+ cytotoxic T cells, target and kill infected host cells, 

while CD4+ helper T cells recruit various innate immune cells (i.e., macrophages, 

neutrophils) to sites of infection. These hyper-specific cells function to formulate an 

immune response dependent on the characteristics of the individual pathogen. Adaptive 

and innate immunity are often directly contrasted. While innate immune defenses are 

generally faster-acting and remain the same each time a pathogen is encountered, the 

adaptive immune system acts more slowly, but through “memory cells” its response to 

the same pathogen improves with the number of times that pathogen is encountered.  

 Despite this seemingly rigid categorization of the immune system, all parts are 

interconnected and function as a whole to defend the body from pathogens (Marshall et 

al., 2018). Within the barrier immune structures like skin and mucosa are innate and 

adaptive immune cells. As previously stated, intrinsic immunity exists in all cells at all 

times as a defense mechanism against infectious agents. More than just physical 

integration, however, the different layers of the immune system functionally interact with 

one another as well. The pathogens trapped by physical barriers or trafficked to lymph 

node hubs by blood and lymph are more easily sensed by innate immune cells, which go 
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on to not only defend the body but also signal for the activation of the adaptive immune 

system. If any one portion of the immune system were to be dysfunctional, it would go on 

to affect the overall quality of immune function. 

The ability to act as a sentinel system and trigger the adaptive immune response is 

part of what makes innate immunity such an essential part of the immune system. It is 

dependent on innate immune cells being able to differentiate between “self” molecules, 

or those present in the human body and “non-self” molecules, or those that are foreign 

and most often found in various pathogens. These cells identify non-self molecules found 

in pathogens through the detection of shared molecular characteristics called pathogen-

associated-molecular patterns (PAMPs) (Mogensen, 2009). These molecular patterns 

represent broad classes of molecules that are commonly found on pathogens, such as the 

peptidoglycans that compose bacterial cell walls, bacterial motor proteins such as 

flagellin, or viral nucleic acid. By being able to identify these commonly found 

structures, the innate immune system well equipped to rapidly respond to any foreign 

substance it encounters, as ideally all necessary cells would be able to identify pathogens 

based on their shared characteristics with one another.   

The sensors that bind to these molecules are known as pattern recognition 

receptors (PRRs). The functionality of the innate immune system revolves around the 

ability of various PRRs to differentially target “non-self” molecules, those found in 

pathogens, from “self” molecules, which are present in one’s own body. If the innate 

immune system were unable to make this distinction, it would be unable to selectively 

defend the body from a broad variety of harmful pathogens. At the same time, however, 

if the scope of the innate immune system were too narrow, there would be many 
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pathogens that went undetected, allowing them to evade the immune response and 

proliferate throughout the body at the expense of the host. There are five major classes of 

PRRs; the Toll-like receptors (TLRs) were the first to be discovered (Jang et al., 2015). 

Membrane-embedded TLRs are involved in bacterial and fungal PAMP sensing, while 

various cytoplasmic TLRs sense single- and double-stranded RNA and in some cases 

DNA, so long as it follows a specific molecular pattern of base pairs. The next class, 

known as NOD-like receptors (NLRs), are intracellular receptors that are involved with 

bacterial PAMP sensing. C-type lectin receptors (CLRs) are carbohydrate receptors that 

have the potential to sense a variety of pathogens based on their composition. RIG-like 

receptors (RLRs) are cytoplasmic receptors for viral RNA. Finally, AIM-2-like receptors 

(ALRs) are intracellular DNA sensors that share similar structural domains (Unterholzner 

et al., 2010). They are the most recently characterized class of PRRs and there is still 

much that is not known about their function in the broader scheme of immune defense, as 

there is evidence of them having functions outside of DNA sensing.  

PRR signal transduction pathways utilize a variety of proteins that ultimately 

activate transcription factors to trigger expression of biological signaling proteins known 

as cytokines (Figure 1). Prominent signal transduction pathways of this nature usually 

activate certain transcription factors (i.e., NF-κB, AP-1, IRFs). These transcription factors 

target specific promoter sequences in DNA that, upon binding, allow transcription of 

genes for signaling molecules known as cytokines. Through autocrine or paracrine 

signaling, cytokines are responsible for inducing the immune response (Mogensen, 

2009). One major role that cytokines play in the immune response is the initiation of the 

inflammatory response. All of the aforementioned transcription factors play a role in 
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initiating the inflammatory response by inducing the expression of specific cytokines, 

notably interleukins (IL) IL-1β and IL-6, interferon (IFN) and TNF-α (Chen et al., 2018). 

The diversity of PRRs allows the innate immune system to defend against a broad variety 

of pathogens, despite lacking the individualized specificity of the cells in the adaptive 

immune system.  
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Figure 1: PRR Signal Transduction Pathway. The innate immune system relies on 

PRR sensing of PAMPs, which leads to subsequent activation of immune cell-signaling 

inflammatory cytokines.  
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The most recently described class of PRRs are the AIM2-Like receptors (ALRs). 

Because these protein have in their sequence one pyrin domain (N-terminus) and at least 

one HIN-200 domain (C-terminus), they are grouped into a protein family known as 

PYHIN proteins (Cridland et al., 2012). Pyrin domains are amino acid sequences that are 

known to be involved in protein-protein interactions. They are most notably found in 

proteins which comprise the inflammasome, or a wheel of caspases and other proteins 

which trigger events that result in pyroptosis, or the “explosive” death of the cell due to 

inflammation (Guo et al., 2015). HIN-200 domains, the other parts of PYHIN proteins, 

are unique because they are only found in PYHIN proteins, and PYHIN proteins are only 

found in mammals. This quality makes useful structures for analyzing the evolutionary 

development of PYHIN proteins and better characterizing individual proteins in the 

family as a whole. Literature identifies three broad categories of HIN-200 domains: HIN-

200a, HIN-200b, and HIN-200c. All of the HIN-200 domains are canonically 

characterized as nonspecific DNA-binding domains found in PYHIN proteins (Shaw and 

Liu, 2014). There is evidence, however, that HIN-200 domain subtypes may have greater 

binding preference towards certain sequences or structures of DNA than others or may 

have roles outside of just DNA binding (Cridland et al., 2012; Diner et al., 2015; Gray et 

al., 2016; Monroe et al., 2014; Unterholzner et al., 2010). Evidence such as this illustrates 

that there is still more to learn about the function of these proteins, and conclusions made 

in previous literature may be affected by these presumptions.  

The four human PYHIN proteins are Absent in Melanoma 2 (AIM2), Myeloid 

Nuclear Differentiation Antigen (MNDA), IFN-γ Inducible Protein 16 (IFI16), and IFN-γ 

Inducible Protein X (IFIX), also known as PYHIN1 (Diner et al., 2015). AIM2 is unique 
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in that it is the only human PYHIN known to have a HIN-200c domain. IFI16, IFIX, and 

MNDA all have HIN-200a domains, however IFI16 also has HIN-200b domain on its C-

terminus, making it the only human PYHIN protein to have 2 HIN-200 domains. This 

unique quality is also present in the mouse PYHIN protein p204 (encoded by the mouse 

gene ifi204) (Cridland et al., 2012). These structural similarities lead researchers to often 

use p204 as the mouse analog of IFI16, however both phylogenetic and functional 

analyses indicate that the proteins play different roles in the two species (Burleigh et al., 

2020; Cridland et al., 2012; Unterholzner et al., 2010). Phylogenetic analysis has 

indicated that PYHIN proteins are only present in mammals and marsupials, indicating a 

relatively recent emergence of these genes (Cridland et al., 2012). In this same analysis, it 

is predicted that the common PYHIN ancestor underwent one duplication event which led 

to the emergence of two groups: AIM2 orthologs and IFI orthologs, and then several 

other duplication events occurred in different mammalian lineages that lead to the 

diversification of the more IFI-like PYHIN proteins. It is hypothesized that proteins with 

two HIN-200 domains such as IFI16 and p204 emerged in humans and mice lineages 

respectively occurred in more species-specific or evolutionarily localized events. It is also 

important to note that while humans have four PYHIN proteins, up to 13 unique PYHIN 

proteins have been identified in mice (Cridland et al., 2012). This evidence suggests that 

there may be broader differences between human and mice when it comes to DNA-

sensing immune pathways. Such was indicated when Burleigh and colleagues identified a 

DNA sensing pathway that was present in humans, but not in mice (Burleigh et al., 

2020). In sum, recent literature indicates that mice may not be an ideal model for IFI16-

related immune pathways, which is important because many studies commonly cited in 
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reference to PYHIN proteins have used mouse cells as models for IFI16 function, or even 

used p204 as a complete functional ortholog of IFI16. Phylogenetic, structural, and 

functional data all suggest that this notion is false. All in all, this reemphasizes the idea 

that current literature surrounding IFI16 may contain incomplete or even incorrect 

conclusions about what it does or does not do.  

 PYHIN protein-mediated DNA sensing is especially important during viral 

infection. While AIM2, the first described PYHIN, induces the expression of IL-1β, both 

IFI16 and IFIX have both been shown to induce IFNβ expression (Diner et al., 2015; 

Fernandes-Alnemri et al., 2009). IFNβ is a type I interferon (IFN-I) cytokine 

conventionally expressed during viral infection, and its signaling triggers the expression 

of interferon stimulated genes (ISGs) and induces various other transcriptional changes in 

cells that make them less susceptible to viral infection (Schneider et al., 2014). ISGs 

number in the hundreds and control a wide range of cellular processes (Schneider et al., 

2014). As a way of priming the immune system, a mainstay in the antiviral state is 

increased peptide fragment presentation through MHC expression, and increased PAMP 

sensing through increased PRR expression. ISGs also work to prevent viral infection in 

the cell at almost every possible point of viral infection, including viral entry, protein coat 

shedding, mRNA translation to protein or reverse transcription to DNA, DNA 

transcription to mRNA, post-translational degradation of the viral proteins, viral 

packaging and assembly, and viral budding. Because of viral utilization of host cell 

machinery, this predictably has deleterious impacts on host cell function, and along with 

viral replication host cells see a severe decrease in functionality due to dampened 

expression. 
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 IFI16 has been shown previously to induce IFN-I through its interaction with the 

STimulator of INterferon Genes (STING) protein complex pathway (Unterholzner et al., 

2010) (Figure 2). Canonically, another DNA sensor, cyclic GMP/AMP synthase (cGAS), 

catalyzes the production of cyclic GMP/AMP (cGAMP). The effector protein STING, 

upon binding to cGAMP, then activates transcription factor IRF3, which induces 

expression of IFN-I (Unterholzner et al., 2010). Although it has not been demonstrated 

how specifically IFI16 is involved in this pathway, evidence supports the theory that 

IFI16 may be involved in enhancing the speed and magnitude of the IFN-I response in 

macrophages, as the pyrin domain of IFI16 has been shown to interact with cGAS (Diner 

et al., 2016; Shannon et al., 2018). Gray and colleagues and Jønsson and colleagues 

provide evidence by showing that within 6 hours and 18 hours respectively, there was an 

attenuated, but not completely dissipated, IFN-I response to foreign viral DNA in the 

absence of IFI16 (Gray et al., 2016; Jønsson et al., 2017).  Moreover, although IFI16 was 

not required for immediate IFN-β expression, its absence led to an attenuated long-term 

IFN-β response (Hansen et al., 2014). Jønsson and colleagues also showed that there was 

direct binding between IFI16’s pyrin domain and STING that promoted the dimerization 

and phosphorylation of STING through TANK-binding kinase 1 (TBK1), which led to 

the enhanced IFN-β expression. Based off of evidence such as this, it has been assumed 

that IFI16 solely plays a role in the initial portion of the cGAS-STING pathway as a 

secondary DNA sensor which amplifies the IFN response. 
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A   B 

    

Figure 2: Role of IFI16. A) Canonical IFI16 pathway indicates IFI16 is an upstream 

sensor of DNA, however there is evidence both for and against this theory. B) Recent 

evidence suggests a STING-independent pathway involving DNA-PK and IFI16, which 

also triggers IFN transcription.  
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 More recently, however, scientists have been investigating other possible roles 

IFI16 may play in the cGAS-STING pathway. Data showed that upon infection of HSV-1 

or human cytomegalovirus (HCMV), cGAS localization was not dependent on IFI16 

expression, but IFI16 knockdown alone led to a decreased interferon response (Diner et 

al., 2016). This led researchers to hypothesize that IFI16 was acting downstream of 

STING activation, because if the role of cGAS in the pathway was not changed based on 

expression of IFI16, but there was still an attenuated response, it implies that the role of 

IFI16 is somewhere else in the pathway. Separately, researchers have recently theorized a 

new, STING-independent IFN activation pathway involving DNA-dependent protein 

kinase (DNA-PK), a DNA damage protein triggered by, among other molecules, foreign 

DNA (Burleigh et al., 2020). Previous lab work by Uma Kantheti has shown DNA-PK’s 

physical association with IFI16 and correlated a knockout of IFI16 to an attenuated DNA 

damage response (Kantheti 2019). This novel pathway may involve IFI16 either as a PRR 

or a downstream activator (Figure 2). The role of IFI16 as more than just an upstream 

DNA sensor is one that is being increasingly explored in recent literature.  

 Despite the structural similarity between IFI16 and IFIX, far less investigation has 

been done into the specificities of IFIX’s DNA sensing pathway. In 2015, Diner and 

colleagues published data suggesting that IFIX’s HIN-200a domain binds to dsDNA in a 

sequence independent manner similar to that of IFI16 (Diner et al., 2015). It also showed 

that in HEK293 cells, an interferon response was dependent on the expression of IFIX, 

thereby establishing IFIX as an innate immune sensor of DNA. Elucidating similarities 

and differences in the mechanism of these PYHINs’ DNA sensing would provide 

important clues about areas of structural importance in their amino acid sequences.  
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 Chronic IFN-I expression is hypothesized to contribute to disease states triggered 

by viral infection. In 2017, Cheng and colleagues demonstrated that while IFN-I 

responses were beneficial for curbing the replication of HIV-1 in already infected 

individuals, chronic interferon signaling led to the depletion of host T cells, causing 

immune dysfunction that characterizes the progression of HIV infection to Acquired 

ImmunoDeficiency Syndrome (AIDS) (Cheng et al., 2017). Evidence also shows 

increased IFN-I expression in autoimmune diseases such as Lupus (Lambers et al., 2019). 

The pathogenesis that results in this overactivity of the immune system may be related to 

upstream activators of IFN expression, such as IFI16 and IFIX. In fact, a study done in 

2014 indicated that IFI16 was necessary for the cell-controlled death of CD4+ T cells 

infected with HIV, and that the presence of IFI16 was correlated with an increased type-I 

interferon response (Monroe et al., 2014). The same study attempted to identify whether 

IFIX played a similar role in the death signaling of the CD4+ T cells; however, because 

IFIX was not sufficiently knocked down in the cells, the data did not have statistical 

significance, making the results inconclusive.  

 The connection of PYHIN proteins to both IFN-I expression and possible viral 

disease-associated effects is interesting when the evolutionary history of the protein is 

once again considered. Bats do not express PYHIN proteins, despite them being 

expressed in every other mammalian species, and some marsupials (Ahn et al., 2016). 

When it comes to viral infection, bats are unique because they can host a large number of 

viral infections seemingly without a major impact to their health or lifespan. Scientists 

have hypothesized that this is because bats have an extremely regulated inflammatory 

response, which prevents them from being harmed by an overactive immune system. The 
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absence of PYHIN genes despite the presence of other DNA sensors (i.e. cGAS) 

contributes to this theory because PYHIN proteins are the DNA sensors that trigger the 

inflammatory response (Ahn et al., 2016).  

Outside of their DNA-sensing capabilities, there are other described functions of 

PYHIN proteins that make them an even more interesting target of study. AIM2, IFI16, 

and IFIX have all shown antitumor activity through binding interactions with p53, the 

most well-studied tumor suppressor protein, which is central to preventing transformation 

of healthy cells to cancerous cells (Ding et al., 2004; Kondo et al., 2012). IFI16 was 

initially characterized as a transcriptional regulator and was shown to be involved in the 

DNA damage repair pathway (Yan et al., 2008). MNDA has been implicated in myeloid 

cell differentiation as well as neutrophil apoptotic pathways (Fotouhi-Ardakani et al., 

2010). These functions, all of which revolve around the control of the cell cycle and 

replication, imply that PYHIN proteins’ function may rely on their ability to bind not just 

foreign but also host DNA, which is central to the above processes.  

IFI16 and IFIX have also been implicated in a wide range of other antiviral 

functions. These intrinsic immune functions are varied and often are unique responses to 

particular viruses. IFI16 has been shown to restrict transcription of both host and viral 

DNA. IFI16 restricts transcription of HIV through binding of the transcription factor Sp-

1, preventing its association with the HIV promoter region (Hotter et al., 2019). IFI16 

was also shown to restrict the transcription of HSV-1; however, it did so through a 

different mechanism: epigenetic silencing (Johnson et al., 2014).  Unlike freshly 

replicated viral DNA, host DNA exists in the cell in the form of chromatin, a complex of 

DNA strands tightly wrapped around histone octamer proteins in a continuous linkage of 
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structures called nucleosomes (Johnson et al., 2014). These nucleosomes are also 

surrounded by various proteins involved in protecting, stabilizing, and transcribing the 

DNA as part of general cellular functions. The level of compaction of DNA around 

histones determines the rate of expression of nearby genes by manipulating the access of 

transcriptional proteins to the DNA: the more tightly wound DNA is less accessible for 

proteins. Histones are modified to regulate how tightly they wrap DNA; histone 

methylation is a common form of transcriptional repression, while acetylation is a form 

of activation (Johnson et al., 2014). When HSV-1’s genome enters the nucleus, it is also 

incorporated into histones, and Johnson and colleagues showed that IFI16 was part of the 

process to recruit histone methylation enzymes, and similar to HIV also prevented the 

binding of transcription factors necessary for transcription of the viral genome (Johnson 

et al., 2014). IFIX has also been shown to be a transcriptional repressor (Diner et al., 

2015). A closer look at the functional interactome of IFIX confirmed that its involvement 

in transcriptional repression is through the recruitment of epigenetic silencers, such as the 

five friends of methylated chromatin (5FMC) complex (Crow and Cristea, 2017). In fact, 

one component of the 5FMC complex was shown to block Sp-1 transcription factor 

binding, providing yet another connection to IFI16 (Diner et al., 2015). As further proof 

of IFIX’s antiviral function, and its similarity to IFI16, both HCMV and HSV-1 have 

been shown to target IFIX for degradation through interactions with the same proteins as 

with IFI16 (Cristea et al., 2010; Crow and Cristea, 2017; Diner et al., 2015).  

Despite their many similarities, however, there are still differences in the 

generally accepted functions of IFI16 and IFIX. While IFI16 knockdown was sufficient 

in rescuing CD4+ T cells from cell death post-HIV infection, the same could not be said 
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for IFIX knockdowns (although as previously stated the knockdowns were incomplete at 

best) (Monroe et al., 2014). Evidence suggests that IFIX IFN-β activity is independent 

from the STING-cGAS pathway, as overexpression of IFIX with cGAS in human 

embryonic kidney (HEK293) cells did not lead to a heightened IFN-β response, while it 

did in THP-1 cells (Diner et al., 2015; Jønsson et al., 2017). Research also implies that 

the HIN-200A domain of IFIX has different affinity to dsDNA than those of IFI16; 

however, specific comparisons of the HIN-200a domain of IFI16 and IFIX were not done 

(Gray et al., 2016). Nevertheless, further research into the shared and unique functions of 

IFI16 and IFIX may prove useful in the understanding of both PYHINs’ antiviral 

function.  

A functional list of IFI16’s binding partners during HSV-1 infection was created 

using Significance Analysis of INTeractome (SAINT) software (Diner et al., 2016). This 

interactome distinguished between proteins that bound more significantly to the pyrin 

domain from those that bound to either of IFI16’s two HIN-200 domains. It implicated a 

family of proteins in interacting with the pyrin domain of IFI16: the APOBEC3 proteins 

(Diner et al., 2016). The cells used to generate the interactome were human foreskin 

fibroblasts (HFFs), through which researchers showed the interaction of IFI16 and 

APOBEC3C upon HSV-1 infection. The APOBEC3 proteins are cytidine deaminases, 

enzymes that catalyze the conversion of cytidine nitrogenous bases in nucleic acid to 

uracil (Stenglein et al., 2010). The APOBEC proteins promote the clearance of viral 

DNA specifically in HIV-1 through this conversion, indicating a shared viral target 

between this family of proteins and IFI16 (Bieniasz, 2004). One of the APOBEC3 

proteins in particular, APOBEC3A, has been shown to be selectively expressed in 
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myeloid immune cells such as macrophages, monocytes, and neutrophils (Stenglein et al., 

2010). Because this protein is in the same family as the one in the screen, and it is 

expressed in the same cells where IFI16 is expressed in large quantities, it is not 

unrealistic to predict the two may in some way work together to defend against HIV-1 

infections. It was found that APOBEC3A was involved in the selective clearance of 

foreign DNA through recognition and mutation, and APOBEC3A’s expression was 

induced by IFN signaling (Stenglein et al., 2010). Independent of this cytidine deaminase 

activity, APOBEC3A was shown to silence HIV expression (Taura et al., 2019). The 

proposed mechanism behind APOBEC3A’s HIV silencing was through binding to the 

same region of the HIV promoter sequence (LTR) that would usually be bound by Sp-1 

and recruiting the epigenetic silencer KAP1 (Taura et al., 2019). This evidence illustrated 

an even greater probability that APOBEC3A and IFI16 work in conjunction with one 

another, as promoter sequence for the same transcription factor which is bound and 

inhibited by IFI16 was now shown to be silenced by APOBEC3A. Our lab hypothesized 

physical interaction between IFI16 and APOBEC3A. We predicted that the reason this 

interaction was not observed in the SAINT screen was because APOBEC3A is not 

expressed in HFFs. Previous evidence from out lab supported this hypothesis (Potts 

2020). Continued exploration may yet determine more specifics concerning a mechanism 

by which they interact and allow for greater understanding of HIV silencing mechanisms.  

Project Overview 

 This project aims to investigate if IFI16 and IFIX function similarly, or even in 

cooperation with APOBEC3A. Literature currently characterizes these PYHIN proteins 

as DNA sensors of the innate immune system, however a wealth of novel data now show 
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that there may be many non-canonical intrinsic immune functions that they play a role in. 

Describing the role of IFI16 and IFIX as it relates to these experiments therefore would 

provide further evidence for the intrinsic immune function. Moreover, if IFI16 and IFIX 

are found to have a shared function, it would provide evidence for which functional 

domain is responsible for the function, allowing further, more specific experiments to be 

done to better characterize the molecular mechanisms of action for these proteins.  

 First, phylogenetic analysis was done on PYHIN proteins present in primate 

genomes in order to clarify exactly when the duplication event leading to the existence of 

both IFI16 and IFIX occurred, as doing so would provide better context for the types of 

selective pressures that could have driven both proteins to be retained by our ancestors. 

Following this, dual luciferase assay experiments were done to observe whether the 

repressive effect of APOBEC3A specifically on the LTR promoter sequence was 

mimicked by IFI16 and IFIX. Finally, as a follow-up to the protein-protein interaction 

experiment done previously with IFI16 and APOBEC3A, the physical interaction was 

probed between IFIX and APOBEC3A.  

Methods 

Cloning 

 The APOBEC3A and IFIX genes had to be inserted and cloned in plasmids with 

mammalian promoters in order to be expressible in HEK293 cells. APOBEC3A in the 

pCR4-TOPO vector was purchased from DharmaCon, and the gene was isolated from the 

plasmid through PCR. The forward primer was ATGGAAGCCAGCCCAG, and the 

reverse prier was GTTTCCCTGATTCTGGAGAATGG. PCR was done using 1X Q5 

reaction buffer, 200 μM of dNTPs, 0.5 μM forward primer, μM reverse primer, 0.02 



22 

 

U/uL of Q5 High-Fidelity DNA Polymerase, and 5 ng plasmid DNA template. The 

reaction was performed in the thermocycler for an initial denaturation cycle of 98ºC for 

30 seconds, then 40 cycles of the following: 98ºC denaturation for 10 seconds, 66ºC 

annealing for 30 seconds, and 72ºC extension for 15 seconds. A final extension was done 

at 72ºC for two minutes. The PCR product was then ligated to the pCR-Blunt vector 

through blunt end ligation, and the resulting plasmid was then used to transform E. coli 

(selective marker was Kanamycin resistance) in order to amplify the DNA. The DNA 

from the bacteria was purified through mini-prep, and the plasmid was cut with 

endonucleases XhoI and HindIII to isolate APOBEC3A, as was the plasmid vector 

pcDNA3.1, which, after ligation, created an APOBEC3A plasmid with the gene 

controlled by the CMV mammalian promoter present in pcDNA3.1. That plasmid was 

then amplified through transformation of E. coli (Figure 3). IFIX was also purchased 

from DharmaCon originally in a plasmid vector without a mammalian promoter. It was 

isolated from that plasmid through restriction digest with XhoI and BamHI 

endonucleases and ligated directly into the pcDNA3.1 plasmid. Successful ligation was 

checked through restriction digest with XhoI and BamHI (Figure 3). 
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Figure 3: APOBEC3A Cloning A) Process of transferring APOBEC3A gene from 

original plasmid to plasmid with mammalian promoter sequence. B) Agarose gel 

electrophoresis confirmation of APOBEC3A insertion. Relevant lanes: Lane 1: Double 

digest of APOBEC3A plasmid with HindIII and XhoI restriction enzymes (3kb+600b), 

Lane 3: Plasmid digest with HindIII (3.6kb), Lane 4: Plasmid digest with XhoI (3.6kb), 

Lane 5: Undigested plasmid (3.6kb), Lane 7: NEB 1kb Ladder 
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Phylogenetics 

 Phylogenetic analyses were done as a way to investigate the evolutionary history 

of the IFI16 and IFIX genes in primates. Previous studies had hypothesized that the two 

separate genes were encoded in the genome as a result of a duplication event in primates 

that conferred an evolutionary advantage, therefore investigating the evolutionary history 

of these sequences within primate genomes was a possible way to detect where the 

duplication event occurred (Cridland et al., 2012). It would also help determine if the 

duplication events could have occurred multiple times as an example of convergent 

evolution, which could provide more evidence that IFI16 and IFIX both provided 

evolutionary advantages.  

All primate PYHIN sequences were gathered through a BLASTn search of the 

human IFI16 or IFIX cDNA sequence query. BLASTn queries nucleotide sequences and 

results display similar sequences, in this case those that showed homology to IFI16 and 

IFIX cDNA sequences in primates. From there, at least one sequence was gathered for 

each gene listed in the primate taxonomy and compiled into a FASTA file. Sequences 

were aligned using MEGA-X software CLUSTAL multiple sequence alignment 

algorithms. The gap opening penalty was 8, and the gap extension penalty was 0.2 

(Kumar et al., 2018). Through automated color coding of amino acid residues based on 

electrochemical properties (charge/polarity, aromaticity, etc.) a visual overview of the 

sequence alignment indicated that the alignment was sound enough to continue to 

construction of phylogenetic trees. Phylogenetic trees are created through the 

computerized analysis of sequence alignments in order to reconstruct the most likely 

evolutionary history of the sequences. Maximum likelihood trees were constructed using 
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MEGA-X software using a bootstrap method with a gamma distributed change rate 

among sites, and four discrete gamma categories (Tamura et al., 2011). Maximum 

likelihood trees are constructed by using a mathematical model, in this case the Tamura-

Nei model, to analyze different possible evolutionary progressions and choose the most 

likely one (Tamura and Nei, 1993). The Tamura-Nei model was utilized because of its 

accounting of factors which affect variation of substitution rates, and its known success in 

analyzing data specific for humans and chimpanzees. The bootstrap method was used to 

estimate probability as a measure of the number of times the specific branching event 

occurred out 100 unique constructions of phylogenetic trees, and a bootstrap number 

greater than or equal to 70 is considered statistically significant. The gamma distribution 

change rate is considered the standard probability distribution curve for maximum 

likelihood phylogenetic trees, and the four distinct gamma categories was the default set 

by the software to account for specific residues that are conserved throughout the 

evolutionary process (Tamura et al., 2011).   

Luciferase Assays 

 The purpose of the luciferase assays was to determine the effect of transfected 

APOBEC3A, IFIX, and IFI16 on HIV-LTR promoter activity in HEK293 cells. HEK293 

cells were cultured in D10 medium (DMEM media (Invitrogen), 10% fetal bovine serum 

(Invitrogen), 0.1% β-mercaptoethanol (Invitrogen), 1% non-essential amino acids 

(NEAA) (Invitrogen),0.1  NormocinTM (Invitrogen), 1% penicillin-streptomycin-

glutamine (Invitrogen), 1% Sodium Pyruvate (Invitrogen)).).  The HEK293 cell line was 

established from human embryonic kidney epithelial cells and is commonly used for 

molecular biology experiments because they are very receptive to transfection, and are 
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easy to maintain in large quantities (Thomas and Smart, 2005). HEK293 cells were plated 

with 1.0*106 cells in 1.0 mL per well in 24 well plates.  

To perform transfection, Lipofectamine-2000 (Invitrogen) was incubated with 

Opti-MEM media (Invitrogen) at a 1:24 concentration in order for it to construct the lipid 

nanoparticles (Figure 4). The desired amount of DNA, diluted in Opti-MEM , was then 

mixed with the Lipofectamine-Opti-MEM mixture, and then dispensed over the cells in 

quantities of 200 μL per well. All cells were transfected with 10 ng RL-TK Renilla 

luciferase plasmid DNA and 100 ng HIV-LTR-Luc firefly luciferase with HIV-LTR 

promoter. RL-TK, or Renilla luciferase under the TK promoter, serves as a control for 

dual luciferase assays where luciferase will be expressed in a way that should be 

unaffected by the expression of added genes. HIV-LTR-Luc, or firefly luciferase with the 

HIV-LTR promoter, serves as the experimental plasmid, as HIV-LTR activity and thus 

luciferase expression is hypothesized to be affected by expression of added genes. Cells 

were transfected in triplicate with lipofectamine only as a negative control, or 50, 100, or 

200 ng of plasmid DNA containing mammalian promoters driving expression of IFI16, 

IFIX, or APOBEC3A. Not including reporter plasmids, total transfected plasmid DNA 

always equaled 200 ng DNA and will be balanced by addition of LacZ expression 

plasmid. Because IFIX and IFI16 are both DNA sensors, it is important that the amount 

of DNA put into the cells is standardized to ensure any differences in data are not due to 

the presence of excess plasmid DNA. Plasmid DNA will be diluted in Opti-MEM and 

mixed with Lipofectamine 2000 diluted 1:24 in Opti-MEM. Cell cultures will then be 

dosed in the following concentrations in triplicate: 

 Negative control: Just Lipofectamine 2000 
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 Positive control: 50, 100, 200 ng LacZ + 100 ng HIV-LTR-Luc, 10 ng RL-TK 

 IFIX: 500, 1000, 2000 ng + 100 ng HIV-LTR-Luc, 10 ng RL-TK 

 IFI16: 500, 1000, 2000 ng + 100 ng HIV-LTR-Luc, 10 ng RL-TK 

 APOBEC3A: 50, 100, 200 ng + 100 ng HIV-LTR-Luc, 10 ng RL-TK 

 The purpose of the negative control is to measure any background luciferase that 

is not a result of gene transfection. The purpose of the positive control is to provide a 

baseline value for the how much firefly and Renilla luciferase activity is recorded in the 

absence of added expressed genes without the proposed repression.  

Using PromegaTM Dual Luciferase assay kit protocol (#E1910), cells were lysed 

and total firefly luciferase and Renilla luciferase activity will be assayed by introducing 

firefly luciferase substrate then Renilla beetle luciferase substrate to the cell lysate. The 

relative luminescence from each enzyme’s activity was read on a Promega GloMax 20/20 

luminometer. The ratio of the two will be calculated to represent the activity of the HIV-

LTR. Greater firefly luciferase activity (alone or compared to Renilla luciferase activity) 

will be indicative of greater HIV-LTR promoter activity because it shows that more 

firefly luciferase was expressed. The experiments were all completed in triplicate, and 

average relative luminescence units were graphed. Significance was analyzed using a 

one-way ANOVA test, with post-hoc Tukey’s pairwise comparisons being done on each 

possible pairing.  
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Figure 4: Luciferase Assay. The plasmid DNA was put into cells through transfection 

and incubated for 48 hours. Measurement of luminescence following exposure of cell 

lysate to luciferase reagent quantified relative expression of luciferase protein, which was 

controlled by the HIV-LTR.  
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Western Blots/IP 

 Western blots were done in order to observe physical interaction between IFIX 

and APOBEC3A. Previous data produced by Thomas Potts showed that IFI16 and 

APOBEC3A interact, therefore such an interaction between IFIX and APOBEC3A would 

further evidence the functional similarity between the two PYHIN proteins.  

 THP-1 cells were cultured in R10 medium (RPMI media (Invitrogen), 10% fetal 

bovine serum (Invitrogen), 0.1% β-mercaptoethanol (Invitrogen), 1% non-essential 

amino acids (NEAA) (Invitrogen),0.1  NormocinTM (Invitrogen), 1% penicillin-

streptomycin-glutamine (Invitrogen), 1% Sodium Pyruvate (Invitrogen)). The THP cell 

line is a model cell line for human monocytes, and can be stimulated to differentiate into 

model macrophages (Bosshart and Heinzelmann, 2016). Because IFIX is shown to be 

differentially expressed in macrophages, observing its activity in these model cells will 

allow for exploration into differential binding and expression activity in response to 

different stimuli. Of the six wells, five were dosed with PMA at a concentration of 5 

ng/mL for 72 hours (Shannon et al., 2018) (Figure 5). This stimulation catalyzed the 

maturation of THP-1 cells from monocyte to macrophage. One PMA-treated well was 

then transfected with empty Lipofectamine-2000 lipid particles as a control to observe 

possible effects of the transfection agent on protein interaction. Another PMA-treated 

well was stimulated with Poly I:C RNA. Because IFIX is not expected to respond to 

foreign RNA, this serves as a control for nucleic acid stimulation (Diner et al., 2015). 

Two of the other PMA treated wells were stimulated with Vaccinia virus 70mer DNA, 

and interferon-stimulating DNA, both of which would serve as experimental conditions 

as IFIX is expected to respond nonspecifically to foreign DNA (Diner et al., 2015). 
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Around 24 hours after stimulation, cells were lysed with NP-40 lysis buffer that had been 

mixed with a protease inhibitor and 750 units/mL Micrococcal Nuclease in order to 

prevent the immunoprecipitation from pulling down proteins connected by DNA as 

opposed to direct protein-protein binding. The lysis occurred for one hour at 4ºC. Each 

set of cells was lysed with 250 μL of solution, and 50 μL were separated to be used as 

“whole cell lysate” for the rest of the experiment. The rest of the cell lysate was then 

mixed with 20 μL Protein G and Protein A agarose beads and were agitated for one hour 

at 4ºC in order to bind any non-specific proteins. The solutions were then centrifuged at 

4ºC for one minute at 14,000 RPM, and the supernatants were separated, and agitated 

overnight at 4ºC with 8.5 μL of anti-IFIX antibody Sigma HPA051224. Agarose beads 

(20 μL) were then added to the supernatant-antibody solution in order to bind to the anti-

IFIX antibodies and were agitated at 4ºC for one hour. After centrifuging the solutions for 

1 minute at 14,000 RPM and 4ºC, the supernatant was removed, and the beads were 

washed with 500 μL of lysis buffer for 5 minutes before being centrifuged as previously 

described. After 3 washes, the supernatant was removed and the immunoprecipitated 

beads and proteins (IP) were stored at -20ºC.  

 Protein samples (both from the IP and whole cell lysate (WCL)) were linearized 

and run onto a gel using sodium dodecyl sulfate-polyacrylamide gel electrophoresis 

(SDS-PAGE). SDS-PAGE allows proteins to be separated by sizes, which makes it easier 

to identify target proteins based on size once they are targeted by antibodies in a process 

known as western blotting. After the proteins have been run onto a gel, they are 

transferred to a nitrocellulose membrane and targeted by an antibody specific to a portion 

of their sequence, which is called a primary antibody. After allowing the primary 
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antibody to bind to the target protein, the secondary antibody then binds to the constant 

portion of the primary and triggers a luminescence reaction which can then be visualized.  

 The protein samples, 30 μL of WCL or IP, were mixed with 10 μL of 

Diothiothreotol (DDT) loading buffer and 4X Lammeli loading dye, which after boiling 

at 95ºC for 5 minutes allowed the protein samples to remain linearized and retain a 

negative charge so that they can be run through the SDS-PAGE.  After consolidating the 

mixtures by centrifuging for 30 seconds at 14,000 RPM, the samples were loaded into 

wells of a 4-20% polyacrylamide gel (Bio Rad) and run with Tris-Glycine-SDS running 

buffer at 120 V. Broad Spectra Protein Ladder (10 μL) was also loaded into one well of 

each gel run in order to be able to approximate band sizes. Once the dye front reached the 

bottom of the gel, the gels were removed, and proteins were transferred to nitrocellulose 

membranes through iBlot. In order to prevent nonspecific binding of the antibody, 

membranes were rocked at room temperature for 30 minutes with a blocking solution of 

5% (grams/mL) milk powder in Tris-Buffered-Saline w/ Tween (TBST). Membranes 

were then treated with 1:1,000 primary antibody anti-APOBEC3A Sigma HPA043237 to 

blocking solution overnight at 4ºC. After three washes in TBST for 5 minutes each, 

membranes were then treated with 1:10,000 secondary antibody Goat anti-Rabbit 

Antibody Santa Cruz sc-2030 to blocking solution for one hour at 4ºC and washed three 

more times. Membranes were developed using the procedures and reagents from the 

SuperSignalTM West Dura Kit (Thermo Scientific), then imaged using an Amersham 

Imager 600 at default chemiluminescence settings.   
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Figure 5: Immunoprecipitation/Immunoblot. IFIX and proteins interacting with it 

were isolated from THP-1 cell lysate through immunoprecipitation. Proteins were run on 

a gel through SDS-PAGE, and APOBEC3A was imaged using immunoblotting.  
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Results 

Phylogenetics 

 Before functional assays were to be done assessing similarities between IFI16 and 

IFIX proteins, we wanted to confirm literature hypotheses that the duplication event that 

led to the emergence of their two separate genes occurred in primates (Cridland et al., 

2012). To do this, 60 mRNA sequences of IFI16, IFIX, and other IFI-like PYHIN genes 

from 28 primate species were gathered through a BLASTn query of human IFIs in 

primates. These sequences were then codon-aligned through ClustalW and the phylogeny 

was analyzed through the construction of a phylogenetic gene tree (Figure 6A). Each 

node that had a statistical likelihood of greater than 70% was labeled and deemed 

significant, and as shown most of the major branching points were statistically 

significant. From this tree, the evolutionary progression of primate IFI PYHIN genes was 

established through comparison with the known primate taxonomy (Perelman et al., 

2011) (Figure 6C). That general progression, depicted more broadly in Figure 6B, 

indicated not one IFI duplication in the primate lineage, but multiple. The oldest family 

of primates, the Lorisids, represented by Otolemur garnettii, experienced an isolated 

duplication event, as did the next-oldest Lemuriform infraorder. The representative 

species used for the tarsier family, Carlito syrichta, was the only primate to display only 

a singular IFI-like PYHIN gene (Figure 6A). This indicated that the previous duplication 

events did not affect the entire primate order. The most recent infraorder of primates to 

emerge were the simians, which consist of New World Monkeys, Old World Monkeys, 

and the Great Apes (including humans) (Figure 6C). The emergence of this infraorder 

directly coincided with the duplication of the IFIs into IFIX and IFI16 (Figure 6A, 6B). 
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We have concluded that this duplication is the major duplication event hypothesized by 

Cridland and colleagues to have occurred at some point along the primate lineage. 

Conspicuously, the gene consistent in the primate order is IFI16, the only human PYHIN 

protein to have two HIN-200 domains. This means that IFIX is most likely the gene that 

emerged as the result of the duplication event, in this case a partial duplication of IFI16. 

Just as important as the initial simian duplication, however, is the fact that both IFIX and 

IFI16 were retained throughout the primate lineage, indicating that both play an 

important, and perhaps separate role, in simian survival.  
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Figure 6: Phylogenetic analyses reveal duplication events leading to the emergence 

of IFI16, IFIX. A) Phylogenetic tree of all primate mRNA sequences available through 

NCBI nucleotide database. B) Annotated phylogenetic tree including official names of all 

sequences used, general categorization of subtrees, and green star at simian duplication. 

C) Primate phylogenetic tree constructed by Perelman and colleagues (Perelman et al., 

2011).  

C 
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Luciferase Assays 

The purpose of the luciferase assays was to observe the effect of the PYHIN 

proteins and APOBEC3A on the HIV-LTR promoter. We hypothesized that because 

literature data suggested both PYHIN proteins and APOBEC3A were shown to interact 

with the transcription factors and promoters respectively involved in HIV-1 transcription, 

both should have a similar effect on expression controlled by said promoter. This was 

done through the transfection of the genes of interest in plasmid form along with and 

luciferase reporter plasmids, and observation of expression of the luciferase gene 

controlled by the LTR promoter sequence through measurement of luminescence. 

Literature data, which showed that APOBEC3A inhibits the LTR promoter, was 

confirmed by the experiments, as an increasing dose of APOBEC3A was correlated with 

decreased firefly luminescence (Taura et al., 2019) (Figure 7). This confirms that there is 

a dose-dependent effect of APOBEC3A on gene expression controlled by the LTR. These 

experiments not only served to confirm literature data, but also provided strong support 

for the experimental procedure that would next be used to assay the effect of human IFI 

expression on LTR promoter activity. 
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Figure 7: Increasing APOBEC3A doses inhibit the HIV-LTR promoter. HEK293 

cells were transfected with amounts of APOBEC3A DNA shown in figure legend. All 

cells were transfected with equal amounts of plasmid encoding firefly luciferase with 

expression controlled by HIV-LTR promoter. Total transfected DNA was balanced using 

LacZ plasmid DNA. Relative luciferase activity was used to determine relative activity of 

the LTR promoter. Bars represent mean + standard error of mean. Data was statistically 

significant as analyzed through one-way ANOVA; bracketed bars with * indicate p<0.05 

of post-hoc Tukey’s test.   
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The same decrease in luminescence was noted with the dose-dependent response 

to PYHIN protein expression (Figure 8). Previous experiments had indicated that a larger 

dose of PYHIN proteins was necessary to elicit a response similar to the one seen with 

response to APOBEC3A, therefore the plasmid gene was transfected into the HEK293 

cells at 10x the quantity that it was in APOBEC3A (Hotter et al., 2019). Even at the 

lowest given dose of 500 ng of plasmid PYHIN, both IFI16 and IFIX showed at least a 

60% decrease in luminescence, while at the highest dose of 2 μg of PYHIN plasmid, the 

luminescence was only 20-25% of the control (Figure 3). These data confirm the 

literature that suggests that IFI16 plays a role in silencing the LTR promoter, and also 

provides novel evidence that IFIX plays a similar role (Hotter et al., 2019). The 

difference in data between IFI16 and IFIX suggest that there may be a clearer dose-

dependent role in IFI16’s inhibition of the LTR promoter sequence, as there is 

significance between the increasing doses as well as the control, while with IFIX it is 

only compared to the control. As previously noted, IFI16 and IFIX share two structural 

domains: a pyrin domain and a HIN-200a domain. These data therefore demonstrate that 

the portion of the PYHIN proteins that is involved in APOBEC3A-adjacent function is 

present in those domains and is less likely to be part of the HIN-200b domain function. 

As a whole, these results provide significant evidence that IFIX and IFI16 both play a 

role in the silencing of HIV expression alongside APOBEC3A.  
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Figure 8: PYHIN proteins inhibit the HIV-LTR promoter.  HEK293 cells were 

transfected with amounts of IFIX or IFI16 plasmid DNA shown in figure legend. All 

cells were transfected with equal amounts of plasmid encoding firefly luciferase with 

expression controlled by HIV-LTR promoter. Total transfected DNA was balanced using 

LacZ plasmid DNA. Relative luciferase activity was used to determine relative activity of 

the LTR promoter. Bars represent mean + standard error of mean. Data was statistically 

significant as analyzed through one-way ANOVA; bracketed bars with * indicate p < 

0.05, ** indicate p < 0.01 of post-hoc Tukey’s test. 
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Western Blots 

 Following evidence suggesting a similarity in function and mechanism between 

the PYHIN proteins and APOBEC3A, we probed physical interaction between the two 

proteins. To do this, a western blot was done for APOBEC3A on both the whole cell 

lysate and a sample immunoprecipitated for IFIX-bound proteins (Figure 9). The image 

for the western blot of the whole cell lysate came out blank, which we hypothesize is 

because there was not enough APOBEC3A present in the whole cell lysate to yield a 

powerful enough signal for the imaging machine to read. Through the image of the 

immunoprecipitated sample, however, three bands are clear across all of the samples. The 

thickest and highest band is estimated to represent proteins around 50 kDa in mass, which 

is generally representative of the heavy chain of an antibody. Relatedly, the bottom-most 

band is approximated to represent the ~20 kDa light chains of the antibodies. We 

hypothesize that the reason the antibodies were imaged is because the antibodies used in 

the precipitation were from rabbits, and the secondary antibody was anti-rabbit, meaning 

it was specific to the constant portion of the precipitation antibody, which is made up of 

the heavy chain and a portion of the light chain. Therefore, since the secondary antibody 

was able to bind to the precipitation antibody, the light and heavy chains were marked by 

luminescence. The middle band, however, is approximately 30 kDa, which is the 

expected size for APOBEC3A. This indicates that the primary antibody showed that 

APOBEC3A was present in the immunoprecipitation. This means that it is likely 

APOBEC3A physically interacts with IFIX. This result was expected because it was 

shown that the interaction between APOBEC3s and IFI16 occurred with IFI16’s pyrin 

domain, which is very similar to the pyrin domain of IFIX.    
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Figure 9: Western blot (immunoblot) of whole THP-1 lysates (top) and THP-1 lysates 

with IFIX immunoprecipitated from them (bottom). From left to right, the black bands 

are lysates from THP-1 cells stimulated with: nothing, PMA, PMA + Lipofectamine 

2000, PMA + transfected Poly I:C RNA, PMA + transfected Vaccinia virus 70mer DNA, 

and PMA + transfected Herpes simplexvirus 60mer DNA 
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Discussion 

 The purpose of these experiments was to elucidate how shared structural 

characteristics between closely related PYHIN proteins IFI16 and IFIX correlate to 

shared functional characteristics. Through phylogenetic analysis, it was confirmed that 

the two genes have been conserved throughout primates, and may have even duplicated 

in two divergent events, one in Old World primates and one in New World primates. 

Then, through dual-luciferase assays, we observed the effect of IFI16, IFIX, and 

APOBEC3A on LTR promoter activity in order to explore the noncanonical function o 

the proteins (functions outside of its role as a sensor of foreign DNA). It was confirmed 

that both IFI16 and APOBEC3A have an inhibitory role on the HIV-LTR promoter 

sequence (Hotter et al., 2019; Taura et al., 2019). Evidence was also provided that IFIX 

has a similar, if not almost identical, effect on the LTR promoter activity as IFI16, 

suggesting that the structural region of the proteins which is involved in this function is a 

shared one. Finally, in order to further confirm the relationship between IFIX and 

APOBEC3A, as well as the similarities between IFIX and IFI16, an immunoprecipitation 

and western blot was done in order to determine if there was physical binding between 

the two proteins, as was shown by a previous lab member was the case between IFI16 

and APOBEC3A. It was determined that, as predicted, the proteins do physically interact. 

Ultimately, these experiments were successful in not only reconfirming that the PYHIN 

protein family has a far broader set of functions than originally described, but also 

providing evidence for novel functions of IFIX that indicate a similarity between its 

biological importance and that of IFI16.  
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Phylogenetic Analysis: 

 Construction of a phylogenetic gene tree for IFI16 and IFIX using sequences 

pulled from a BLASTn of human IFI16 showed the progression of IFI-like PYHIN genes 

in the primate order. It was indicated that from the IFI16 predecessor there were multiple 

duplication events that led to the emergence of IFIX or IFIX-like genes separately in 

lemurs and simians, as well as a duplication in primate lineages which emerged prior to 

lemurs which resulted in a separate IFI16-like gene in Otolemur garnettii. As a whole, 

these multiple duplication events make it apparent that there is selective pressure in 

primates for the diversification of PYHIN genes, and specifically, there may be selection 

for partial duplications which resulted in the separate emergence of a PYHIN gene 

coding for one pyrin domain and one HIN-200 domain. This conclusion alone makes it 

apparent that there is a selective advantage to having both IFIX and IFI16, especially in 

simians given how early the duplication event occurred and was retained throughout the 

lineage. There are a number of possible selective pressures that could have led to the 

retainment of both IFI-like PYHINs. It may have been a possible exercise in redundancy, 

so that when one IFI-like DNA sensor was rendered inactivated, perhaps by random 

mutation, the other could make up for the loss. This explanation alone, however, seems 

unlikely because there are other DNA sensing PRRs such as cGAS which could be 

performing a similar function (Orzalli et al., 2015). The scenario in which this would be 

important, however, is if an IFI-dependent and STING/cGAS independent pathway such 

as that proposed by our lab is essential to the full function of the immune system. The 

other possibility, which I hypothesize is more likely, is that there are independent 
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functions of IFI16 and IFIX in the intrinsic immune system which make both of them 

equally essential to immune defense from viruses. So far, it has been demonstrated that 

IFI16 plays a possible role in a number of intrinsic immune functions related to cellular 

stress responses, antiviral defense, and control of gene expression (Diner et al., 2016). 

IFIX has been implicated in a number of similar functions, however as previously stated 

there remain differences between the two proteins that ought to be further explored.  

 The phylogenetic analyses done in this study also provide important context for 

the way these proteins are studied in the lab. It has been alluded to throughout my 

explanations that IFIX and IFI16 are often studied in mouse analogs, and conclusions are 

even often drawn about IFI16 based off of its activity in mouse cells or the activity of the 

mouse IFI p209, which has a similar primary structure to IFI16. This is extremely 

apparent in the study done by Gray and colleagues in 2012, which concluded based off of 

the elimination of ALRs in mice cells and knockdown of IFI16 in human cells that IFIs 

are “dispensable” for the interferon response to cellular DNA (Gray et al., 2016). The 

abundance of evidence presented in this paper analyzing the DNA sensing pathway(s) of 

IFI16 already contradicts, this, as does the fact that if IFIX was not knocked out, there 

was in fact an intact IFI-like DNA sensor in the human cells that produced an immune 

response. The paper nonetheless exemplifies why it is important to understand that the 

evolutionary history and current role of IFI-like PYHIN proteins in intrinsic immunity is 

different in primates and mice. It is clear that the divergence patterns of primate IFIs is 

very different from that described by The more in-depth understanding of IFI16 and 

IFIX’s evolutionary history that comes from this study implies that it may be more 
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preferable to use simian-derived primary cells instead of mouse derived primary cells 

when characterizing PYHIN proteins using nonhuman models.  

 The completeness of the phylogenetic tree was guided by the availability of 

genomic data from NCBI’s nucleotide database. Although this database had various 

simian species’ genomes sequenced and annotated, the diversity of non-simian primates 

was extremely lacking. The only representative species of tarsier was Carlito syrichta, 

and the only representative species for the pre-lemur primate family of Lorisids was 

Otolemur garnettii. Although the IFI genes identified in these species fit within the story 

imagined for the gene family’s emergence in primates, it is possible that these species are 

an exception for their respective taxonomical subgroups rather than the norm. In the 

future, as the diversity of annotated primate genomes becomes more extensive, it will be 

beneficial to update the sequences listed in Appendix A to better reflect most recent data.  

Luciferase Assays and Western Blots 

 The luciferase assays were done in order to determine the effect of IFI16, IFIX, 

and APOBEC3A on HIV-LTR promoter activity. Through this assay, a decrease in 

luminescence was observed in a dose dependent response to all three of the proteins of 

interest. This was hypothesized to be the result of the experiment, as literature has 

previously described both APOBEC3A and IFI16 as restricting HIV transcription through 

the same mechanism: binding of the Sp-1 transcription factor thereby inhibiting the HIV-

LTR promoter (Hotter et al., 2019; Taura et al., 2019). Our novel data, which connects 

structural similarities between IFI16 and IFIX to similar function in HIV-LTR inhibition 

and in physical interaction with APOBEC3A implies the two PYHIN proteins may 

function through a similar mechanism. Our data showed further evidence for this 
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hypothesis when the western blot data showed physical interaction between IFIX and 

APOBEC3A, just like Thomas Potts had shown to occur between IFI16 and 

APOBEC3A. These results were also expected, because as stated in Diner, the binding 

interaction between IFI16 and APOBEC3 was suggested to be in the pyrin domain (Diner 

et al., 2015; Taura et al., 2019). Although the primary structure of the pyrin domains 

between human IFI16 and IFIX is extremely similar, this still provides evidence that can 

help further pinpoint the structural residues responsible for the binding event, because 

now it is apparent that it is more likely to be in the region of shared amino acid residues 

for the two proteins (Cridland et al., 2012).  

Overall, this series of experiments provides an example of PYHIN proteins’ 

functional characteristics that have broader reaching implications. It is clear that IFI16 

and IFIX both play a role similar to, if not in conjunction with, APOBEC3A, in the 

silencing of HIV through their impact on the LTR promoter. Other literature has 

described antiviral activity of both IFI16 and IFIX through other, different mechanisms, 

such as the repression of HSV through possible recruitment of or role in proteasome 

complexes (Diner et al., 2015). Separate literature has also described the role of IFIX and 

IFI16’s pyrin domain in PML bodies, which, as previously described, are involved in a 

host of antiviral functions (Diner et al., 2016). Such evidence of diverse mechanisms 

being centralized around these proteins contributes to our lab’s theory that IFIX and 

IFI16 may play central roles in the innate immune response to viral infection and DNA 

damage by bringing together proteins that play differing but cooperative roles. This 

would explain the broad binding capabilities and diverse set of functions associated with 
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PYHIN proteins, as well as why they are targets for viruses such as HSV during 

infection.  

Future Work 

 The phylogenetic analyses done in this experiment are but the groundwork future 

investigations of the important structural characteristics of PYHIN proteins. It remains 

clear that PYHIN proteins may play differing roles across animal immune systems. 

Despite their recent emergence in the mammalian lineage, there is substantial variation in 

the expression characteristics of the proteins across species. While mice express a diverse 

set of 13 PYHIN proteins, bats, which have been shown to be reservoirs for all kinds of 

diseases, many of which have undergone zoonosis and jumped to humans, show no 

evidence of PYHIN proteins in any of their genomes, which is something quite curious 

for an order of animals which make up 20% of all mammals (Clayton and Munir, 2020; 

Unterholzner et al., 2010). Taken together, this illustrates that there is an applicable 

benefit to understanding the evolutionary history of PYHIN proteins more than we do 

already, and by doing so we may gain a better understanding of the role, or rather roles, 

they play in different animals’ immune systems, including our own.  

Using the structural data gathered in order to complete phylogenetic analyses, 

finding conserved motifs throughout the primate lineage may also provide useful targets 

for mutagenesis experiments within the pyrin domain. These could include point-

mutation studies or whole-domain deletion studies. Repeating the 

immunoprecipitation/immunoblot experiments with mutated IFI16 or IFIX proteins 

would further specify which specific residues are responsible for the actual binding event 

taking place between the PYHIN proteins and APOBEC3A. Identifying specific 
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differences in the functions of IFI16 and IFIX will also likely inform our molecular 

understanding of their mechanisms. Functions attributed to IFI16 but not IFIX could be 

correlated to the HIN-200b domain present in only the former of the two proteins. his 

molecular understanding of the mechanism is important for a number of reasons, namely 

better characterizing a component of HIV infection known as the “latent reservoir.” 

When HIV infects a cell, it uses an enzyme called reverse transcriptase to transcribe its 

RNA genome into a DNA genome, which is then integrated into the host cell’s genome. 

Depending on various factors at the time of integration, the “provirus,” or viral genome 

integrated into cellular DNA, can remain unexpressed for up to decades. The cells in 

which this is the case make up the latent reservoir, where since the virus is unexpressed, 

it cannot be fought by the immune system or drug treatments. Some scientists believe that 

the key to curing HIV infection will come in the form of “shocking” the silent proviruses 

out of latency, and then being able to eradicate the virus from the body. This theoretical 

treatment strategy is known as the “shock-and-kill method.” 

There also is much more to investigate regarding the varied roles of IFIX and 

IFI16 in viral infection. Their intrinsic immune function in HIV-1 infection represents but 

a fraction of the numerous intrinsic and innate immune functions these proteins have. In 

the future, a more comprehensive characterization of IFI16 and IFIX’s antiviral functions 

will be essential for us to better understand what their overall role in the immune system 

is. This knowledge would also better contextualize the phylogenetic data constructed in 

this study, better indicating what possible selective pressures drove the duplication which 

led to the emergence of these two similar proteins.  
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Appendix A: Primate PYHIN Sequences 

 >AY138863.1_Homo_sapiens_interferon-inducible_IFI_16_mRNA_complete_cds 

ATGGGAAAAAAATACAAGAACATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAACGATTTAAAACTTAATTTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATAAAAATTTTCGAAGATATACCAACGCTTGAAGACCTGGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGTA

AAAGGACCAGCCCTATCAAGAAAGAGGAAGAAGGAAGTGGATGCTACTTCACCTGCACCCTCCACAAGCAGCACTGTCAAAACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAATCAACCAAAGAAAAGGCTGGACCCAAAGGGAGTAAGGTGTCCGAGGAACAGA

CTCAGCCTCCCTCTCCTGCAGGAGCCGGCATGTCCACAGCCATGGGCCGTTCCCCATCTCCCAAGACCTCATTGTCAGCTCCACCCAAC

ACTTCTTCAACTGAGAACCCGAAAACAGTGGCCAAATGTCAGGTAACTCCCAGAAGAAATGTTCTCCAAAAACGCCCAGTGATAGTGAA

GGTACTGAGTACAACAAAGCCATTTGAATATGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAGCTTGAAGGAGAAATTCAATGGAAAGAAAATCATCATCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAATGAAGAATCTACTGTATCTGAAGCTGGTCCTAACCAAACGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGATTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGGTATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTACGAAATTCAGGATGATAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTTCTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGATAAAGAAAAAAACAAACCCGAGAAACAATGACCCCAAGAGCATGAAGCTACCCCAGGAACAGAGTCAGCTTCCAAATCCTTCAG

AGGCCAGCACAACCTTCCCTGAGAGCCATCTTCGGACTCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCACCAAGAAAAGT

GAAGACACAATCTCCAAAATGAATGACTTCATGAGGATGCAGATACTGAAGGAAGGGAGTCATTTTCCAGGACCGTTCATGACCAGCAT

AGGCCCAGCTGAGAGCCATCCCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCACGTTGAAACCAAGACTGA

AGACTGAACCTGAAGAAGTTTCCATAGAAGACAGTGCCCAGAGTGACCTCAAAGAAGTGATGGTGCTGAACGCAACAGAATCATTTGTA

TATGAGCCCAAAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAATGAAGTCTTCCGAGTGAAGGTTTTTAATATTGACCT

AAAGGAGAAGTTCACCCCAAAGAAGATCATTGCCATAGCAAATTATGTTTGCCGCAATGGGTTCCTGGAGGTATATCCTTTCACACTTG

TGGCTGATGTGAATGCTGACCGAAACATGGAGATCCCAAAAGGATTGATTAGAAGTGCCAGCGTAACTCCTAAAATCAATCAGCTTTGC

TCACAAACTAGAGGAAGTTTTGTGAATGGGGTGTTTGAGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGA

TAATACAGGGAAGATGGAAGTGGTGGTGCATGGACGACTGACCACAATCAACTGTGAGGAAGGAGATAAACTGAAACTCACCTGCTTTG

AATTGGCACCGAAAAGTGGGAATACCGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAGACCAGGAAAAACAAGAAA

GACATACTCAATCCTGATTCAAGTATGGAAACTTCACCAGACTTTTTCTTCTAA-----------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_021667378.1_PREDICTED:_Aotus_nancymaae_gamma-interferon-

inducible_protein_16_(LOC105715504)_mRNA 

ATGGGAAAAAAATACAAGAACATTGTTCTCCTAAAAGGATTAGAGGGCATCAATGATTATCATTTCAGAATGGTCAAGTCCTTACTGAG

CAGCGATTTAAAACTTAATCCAAAAATGAGAGAGGAGTATGACAAAATTCAGATTGCTGACTTGCTGGAAGAGAAGTTCCCAGGTGACG

CTGGTTTGGGCAAACTAATACAAATTCTCAAACAAATACCAACACTTGGAGACTTTGCTGAAACTCTTAAAAAGGAAAAGTTAAAAGCT

CACAAGGACACCCCATCAAAAAAAAGGAAGCAGGAAACGGATCCTGCTGTACCTGCACCCTCCGCAGTCAGCACG??TACAGCTGAAGG

AGCAGAGGCAACTCCTGAGTTGCAGAAAAGAAAAATCTCAACCAAAAAAAAGACTGAAACCAAAAAGAGTAAGATGTCGGAGGAGCAGA

CTCAGCCTCCTTGTCCTGCAGGAGCCAGCATGTTCACAGCTGTGGGCCATTCCCCACCTCCCCAGCCCTCATCATCAGCTCCACCCGAC

GCTTTCTCCATTGAGAGCCCAAAACCAGTGGCCAAACGTCCGGTAACTGCCAAAAGAAATATTCCCCAAAAGGGCCCAGTGATAGTGAA

GGTACTGAGTGCAACAAAGCCATTTGGATATGAGACCCCAGAAAATGAGAAAAAAATGATGTTTCATGCTACAGTGGTTACACCGACAC

AGTTCTTCCATGTGAAGGTTTTAAACATCAACTTGAAGGAGAAATTCAGTGGAAAGAAAATCATCACCATATCAGATTATTTGGAATAT

GATAATCTCCTAGAGGTCAATGAAGGATCTTCCGTATCTGAAGCTGGTCCTGACCAAAAGCTTGAGGTTCCAAATAAAATCATCAGCAG

AGCAAAGGAAACTCTGAAGATTGATATTCTTCACAAACAAGCCTCAGGAAATATTGTATATGGGATATTTACGCTACTTAAGAAAGAAG

TAAATCAAAAACAGAAGAGTACAACCTATGAAATTGAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACGATATC

CCCTGTGAAGATGGAGATAAGCTCCATCTTTTCTGCTTCCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAG

TTTTATCGAGGTAAAGAAAAAAACAAACCCGAGAAATTATGCCCCGAAGAGCATGAAACTACCTCAGGAGCAGAGTCAGCTTCTAAATA

CTTCAGAGGCCAGCACAACCCTCCCTGAGAGCCATCCTCAGACTCCTCAGATGCCACCAATAACCGCATCCGGAAGTTCCGTCATCAAG

GTACAATTTCCTGGGTCCCATGCCTCCCATCTCCCAACCGTAGTAAAGAAAAAAACAAACCCGAGAAATTATGCCCTGAAGAGCATGAA

ACTACCTCAGGAGCAGAGTCAGCTTCTAAATACTTCAGAGGCCAGCACAACCCTCCCTGAGAGCCATCCTCAGACTCCTCAGATGCCAC

CAATAACCGCATCCGGAAGTTCCGTCATCAAGGAAAGTGAAGACCCATTCCCCAAAATAAATGAGTTCTGGAGGATGCATAAGGAAACG

TGGCAGTTTCCAGGACCGTCCATGACCAGCAGAGGCCCAGTTGGGAGCCATCCCCAGACTCCTCAGATGTCTGCATCAACACCAAGCAG

CAGTTTCTTTACCACGGTCGTAAAGAAGGAAAACAAGAAAGACGCACTCAATCCTGATTCATATATGAAAACTTCAAACTCTTTCTTCT

AAAATCTGGATGCCATTGATAATAATGCTTATGGAGATAAGATCTAAGTGCCTAAAAAATGTACATATACCTAGTTGAAATACAACACT

AGATATATGCCGCTATTATATACACCAGCTATTAATTCTTAGAAATGGGGTATTGGGAGTGCTTTTTTAATTCTTTAGGGTTTTGTATA

AAAGGCCATATTTTTCATCTACAACTTTTATAATTTGAAAAAAACAAATAAACATTTATCTTTCTTTGTGAAAGGAATTCTTCCCCGGC

AGTCTCTTTAATCCATCCATGAGTTGCTTAAAAGCAAATAGTTTGTGGTCTGCAAATCACGGTGCAGCACACGGGCCTCAAGCAATATT

TGGATTTGTACTTTGGGTGTGATCTTTACAGGATAAAGCCCTAGTCAAGAATGAACAGGCTATGTTCTGCTGAGAGGAACCAGGCTGAA

GGGGTAGGTAAGGGTGAAATCCAGCTTGTGGTTCAGTTGCTAAGCACTGTTATTGTTTTAGCCCAGAGCGGTAGATATCTTTTCAGAAC

TGGTTTCCTGGAGGGGGCATAATTGGGTAATTTTTCTGCCAAATGAGGTGCCTTCTGGTGATGTGCATGAAGGCACTTGTCTGTGTTAG

AGAAATATCTGGGCCTGCCTGATGTGAAATATCTGGTTTTATTCACTTCCTTAAACACCAACGGCTCTTCAGGCGTGTTTGAACCATAT

TTCCTGTTCTCACAATGCACTATAGTGATCT----------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 
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>XM_008984687.3_PREDICTED:_Callithrix_jacchus_interferon_gamma_inducible_protein_16_(IFI1

6)_mRNA 

ATGGGAAAAAAATACAAGAACATTGTTCTACTAAAAGGATTAGAGGGCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAGCGATTTGAAACTTAATCCAAAAATGAGAGACGAGTATGACAAAATTCAGATTGCTGACTTGCTGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTATCAAAGAAATACCAACACTTGGAGACTTTGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGCA

CAAGGACACACCCCAACCAAAAAGAGGAAGAAGGAAATAGATCCTGCTGTACCTGTACCCTCCGCAATCAGCACCGTCACAGCTAAAGG

AGCAGAGGCAAGTCCTGGAGGTCAGAAAAGAAAAATCTCAACCAAAAAAAAGACTGAAACCAAAAAGAGTAAGGTGTCTCAGGAGCAGA

TTCAGCCACCCGGTCCTGCAGGAGCCAGCACGTTCACAGCTGTGGGCCATTTCCCATCTCCCCAGCCCTCACCATCAGCTCCACCCAAT

GCTTTCTCCATTGAGAGCCCAAAAACAGTGGCCAAACGTCCGGTACCTGCCAAAAGAAATATTCCCCAAAAGGGCCCAGTGATAGTGAA

GGTACTGAGTGCAACAAAGCCATTTGGTTACGAGACCCCAGAAAAGGAGCAAAAAATGATGTTTCATGCTACAGTGGCTACACCGACAC

AGTTCTTCCATGTGAAGGTTTTCAACATCAACTTGAAGGAGAAATTCAGTGGAAAGAAAATCATCGCCATATCAGATTATTTGGAATAT

GATAATCTCCTAGAGGTCAATGAAGGATCTTCTGTATCCGAAGCTGGTCCCGACCAAAAGCTTGAGATTCCGAATAAAGTCATCAGCAG

AGCAAAGGAAACTCTGAAGATTGATATTCTTCACAAACAGGCCTCAGGAAATACTGTATATGGGACATTTACACTACATAAGAAAGAAG

TAAATCAAAAACAGAAGAGTACAACCTATGAAATTGAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACGATATC

CGCTGTGAAGATGGAGATAAGCTCCATCTTTTCTGCTTCCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAG

TTTTATTGAGGTAAAGAAAAAAACGAACCCGAGAAATTATGCCCCCAAGAGCATGAAACCACCTCAGGAGCAGAGTCAGCTTCTAAATA

CTTCAGAGGCCAGCACAACCCTCCCTGAGAGCCATCCTCAGACTCCTCAGATGTCACCAATAACCGCACCCACAAGTTCCGTCATCAAG

GAAAGTAAAGACCCATTCCCCAAAATGAATGACTTCTGGAGGATGCCTAAGGAAACGTGGCAGTTTCCAGGACCGTCCATGACCCGCAT

AGGCCCAGCTGGGAGCCAGCCCCAGACTCCTCCGATGTCTGCATCAACACCATGCAGCAGTTTCTTTACCACGGTCATAAAGAGGGAAA

ACAAGAAAGAGGCACTCAATCCTGATTCATATATGAAAACTTCGTCAAAGTCCTTCTTCTAAAATCTGGATGCCGTTGATAATAATGCT

TATGGAGATAAGATCTAAGTGCCTACAAAATGTATATCTACCTGGTTGAAATACAACACTAGATATGCCGCTGTTATACATACCAGCTA

TTAATTTTTAGAGATGGGGTATTGGGAGTGCTTTTTTAATTCTTTAGGGTTTTGTATATAAGGCCATATTTTGCATCTACAACTTTTAT

AATTTGAACAAAACAAATAAACGTTACCTTTCTTTGTGAAAGGAATTCTTCCCCGGCAGTCTCTTTAATCCATCCATGAGTTGCTGAAA

AGCAAATAGTTTGTGGTCTACAAATCTGGGTGCAGCACCCGGGCCTCTAGCTATATTTGGATTTGTACTTTGGGTGTGATCTTTACAGG

ATAGGCCCTAGTCAAGAATGAACAGGCTATGTTCTGCTGAGAGGAATCAGGCTGAAGGGGTAGGTAAGGGTGAAATCCAGCCTGGGGTT

CGGTTGCTAAGCACTGTTATTGTTTCAGCCCAAAGCAGTAGATATCTTTTCAGAATTGGTTTCCTTGAAGGGGCATAATTGGGTAATTT

TTCTGCCAAATGAGGCGCCTTCTGCTGATGTGCATGAAGGCACTTGTCTGTGTTAGAGATGTATCTGGGCCTGCCTGATGTGAAATATC

TGGTTTTATTTGCTTCCTCAAACACCAACTGCTCTTCAGGCATGTTGGAACCATATTTCCTGTTTTCACAATGCACTATAGTGATCGGA

TCCATTAG---------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_017503683.2_PREDICTED:_Cebus_imitator_interferon_gamma_inducible_protein_16_(IFI16)_t

ranscript_variant_X1_mRNA 

ATGGGGAAAAAATACAAGAACATTGTTCTACTAAAAGGATTAGAGGGCATCAACGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAGCGATTTGAAACTTAATCCAAAAATGAGAGACGAGTATGACAAAATTCAGATTGCTGACTTGCTGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATACAAATCATCAAAGAAATACCAACACTTGGAGACTTTGCTGAAACTCTTAAAAAAGAGAAGTTAAAAGCA

CAAGGACAAACCCCATCAAAAAAGAGGAAGCAGGAAATGGATCCTGCTGTACCTGCACCCTCCGCAATCAGCACTGTCAAAGCTAAAGG

AGCAGAGGCAACTCCTGGAGATCAGAAAGGAAAAAAAAAAAAGTCTGAAACCAAAAAGAGTAAGATGTCGGAGGAGCAGATACAGCCTC

CCTGTCCTGCTGGAGCCAGCGTGTTCACAGCTGTGGGCCATTCCCCACTTCCCCAGCCCTCATCATCAGCTCCACCCAACGCTTTCTCC

ATCGAGAGCCCAAAACCAGTGGTCAAACGTCAGGTAACTGCCAGAAGAAATGCTCCCAAAAAGGGCCCAATGATAGTGAAGGTACTGAG

TGCAACAAAGCCATTTGGATATGAGACCCCAGAAAAGGAGAAAAAAATGATGTTTCATGCTACAGTGGCTACACCAACACAGTTCTTCC

ACGTGAAGGTTTTAAACATCAACTTGAAGGAGAAATTCAGTGGCAAGAAAATCATCGCCATATCAGATTATTTGGAATATGATAATCTC

CTAGAGGTCAATGAAGGATCTTCTGTATCTGAAGCTGGTCCTGACCAACAGCTTGAAGTTCCAAATAAAATCATCAGCAGAGCAAAGGA

AACTCTGAAGATTGATATTCTTCACAAACAAGCTTCAGGAAATACTGTATATGGGATATTTACACTACATAAGAAAGAAGTAAATGAAA

AACAGAAGAGTACAACCTATGAAATTGAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGTGAA

GATGGAGATAAGCTCCATCTTTTCTGCTTCCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTATCGA

GGTAAAGAAAAAAACGAACCCGAGAAATTATAACCCCAAGAGCATGAAACTACCTCCGGAGCAGAGTCAGCTTCTAAATACTTCAGAGG

CCAGCATAACCCTCCCTGAGAGCCATCCTCAGACTCCTCAGATGCCACCAATAACCGCATCCAGAAGTTCCATCATCAAGGAAAGTGAA

GACCCATTCAAAATAAATGACCCCTGGAGGGTGCGTAAGGAAACGTGGCAGTTTCCAGGACCGTCCATGACCAGCATAAGCCCAGCTGG

GAGCCATTTCCAGACTCCTCAGATGTCTGCATCAACACCAAGCAGCAGTTTCTTTACCACGGTCATGAAGAGGGAAAACAAGAAAGACG

AACTCAGTCCTGATTCATATATGAAAACTTCATCAAACTCCTTCTTCTAAAATCCATTGATAATACTGCTTATGGAGATAAGATCTAAG

TGCCTAAAAAATGTACATATACCTGGTTGAACTACAACACTAGATATATGTCGCTATTATATATACCAGCTATTAATTCTTAGAAATGG

GGTATTGGGAGTGCTTTTTTTAATTCTTTAGGGTTTTGTATAAAAGGCCATATTTTGCATCTACAACTTTTATAATTTGAAAAAAACAA

ATAAACGTTATCTTTCTTTGTGAAAGAAATTCTTCCCCGGCAGTCTCTTTAATCCATCCATGAGCTGCTTAAAAGCAAATAGTTTGTGG

TCTGCAAATCAGGGTGCGGCACACGGGCCTCAAGCAATATTTGGATTTGTACTTTGGGTGTGATCTTTACAGGATAAGGCCCTAGTCAA

GAATGAACAGGCTATGTTCTGCTGAGAGGAGCCAGGCTGAAGGGATAGGTAAGGGTGAAATCCAGCCTGCGGTTCGGTTGCTAAGCATT

GTGTTATTGTTTTAGCCCAGAGCAGTAGATATCTTTTCAGAATTGGTTTCCTGGACGGGGCATAATTGGGTAATTTTTCTGCCAAATGA

GGTGCCTTCTGGTGCTGTGCATGAAGGCACTTGTCTATGTTAGAGAAATATCTGGGCCTGCCTGATGTGAAATATCTGGTTTTATTCAC

TTCCTCAAACACCAACGGCTCTTCAGGCGTGTTCTAACCATATTTCCTGTTCTCACAATGCACTATAGTAATCTGA-------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 
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>XM_021715795.1_PREDICTED:_Carlito_syrichta_gamma-interferon-

inducible_protein_16_(LOC103266950)_mRNA 

ATGGCAAATAAATGCAAGATAATTGTTCTAACAAAAGGATTAGAGGAGATGAATGATTATTATTTTAAGATGGTTAAGTCTTTACTGGC

CAAGGATTTAAAGCTGACTAGAAAAATGCAAGAAGAATATGACAGAATTAAGATTGCTGATTTGATGGAAGAAAAGTTCCACAGTGATG

CTGGTTTGGGCAAACTAATAAAAGTTTGCCAAGAAATAGCCAAACTTCAAGTTATTGCTGAAACTCTTAAGAAAGAAAAGTCAAAAGCC

AAAGGAACAACCCCATCAAAGAAAAGGAAGCTGGGAGAAGTAGGTTCTGCTACACCTGAACCCACCACAAGTCACACTTTCAAATCTGA

AGGGGTAGAGAGGACCCCTGGAGCTCAGAAAAGAAAAAACACAACCAAAGAAAAGGCTGGAACTAAAAGGAGTAAGGTGCCCCAGGAGC

AGACTCAACTTCCCAGTACTGCAGGAACCAGCATGTCCAGAGCCATGGGCCACGCCCCACCTCCCCAAATCTCATCATCAGCTCCACCC

AGCACTCCCTCAGAGCAGACCCAGAAATCACTGGCCAAACATCAGGTAAATGCCAGAAGACATATTCTCCAACAGGACCCAATGATAGT

GATGGTACTGAATGCAACAAAACTATTTGAATATGAAGCCTCAGAAAATGAGAGAAAACAAATGTTTCATGCTACAGTGGCTACCAAGA

CACAGTTATTCCATGTGAAGGTTTTAAACATCAAATTGAAGAGACAATTTACCCAAAAAAGAATCCTTATCATATCAAATTATTTTGAA

CATGGAAATCTCCTAGAGGTGAATGAAGACACTTATGTGTCTGAAGCTGGTTCTGATCAAAAGATTGAGGTTCCAAACAACATCATCAA

AAGAGAAAAGGAAACTTCAAAGATTGATGTTCTTCACAAGCAAGCTTCAGGAACTATTGTATATGGATTATTTACACTACTTGAGAAAA

CAGTGAATAAGAAGGACACCATCTATGGAATTCAGGATGCAACAGGAAATATGGATGTAGTGGGAAGAGGAACATGCCACAATATCCCT

TGTGAAGTAGGAGATCAGCTTCAACTCTTCTGCTTTCGACTGCAAAAAAAGAACCAGATGTCAAAACTGATATCTGAAATGCATAGTTT

CATCGAGGTAAAGAAAAAAGCAAACCAGAGAAACTATAACCTCATGGGCAGAGGGCTATACCAGGAGCAGGGTCATCTTCCAGCACATT

CAGAAGCCAGCACAGCTCTAACTGGGAACTATCCCCAGACGGCTCAGAAGCTACCATTAACCCTATCCAAGGGTTTCTTCCCCCAGGTA

CAGTTTCCTGAGTCTCATTCCTGGGTTCTTCCAACCATAGATTACAGACATGACCAGAATGTTAAAAAGTTTCTTTTTTGA--------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_012093308.1_PREDICTED:_Cercocebus_atys_interferon_gamma-

inducible_protein_16_(IFI16)_transcript_variant_X6_mRNA 

ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAAGGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGCA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGCGGCACTGTCAACACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAACCAAAGAGAAGGCTGGAACGAAAGGGAGTAAGATGTCCGAGGAGCAGA

CTCAGCCTCCCTGTCCTGCAGGAGCCGGCTTGTCCGCAGCTGTGGGCCTTTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAAAAATATTCTCCAAAAGGGCCCAGTGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAACAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTATGAAATTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAACCAAACCCAAAAAACAATGACCCTAAGAGCATGAAGCCACCCCAGGAGCAGAGTCAGCTTCCAAATCCTTCAG

AGGCCGGCAAAACCTTCCCTGCGAGCCATCTTCAGACTCCTCAGATGCCGCCAACAACTCTATCCAGCAGTTTCTTCATCAAGGTCATC

AAGGCCAGGAAAAACAAGAAAGACATATTCAATCCTGATTCAAGTATGGAAACTTCACCAGGCTTTTTCTTCTAAAATCTGAATGTCAT

TGAT-------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 
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>KF154420.1_Chlorocebus_aethiops_gamma-interferon-

inducible_protein_16_(IFI16)_mRNA_complete_cds 

ATGGGAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAAGGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCTGAAACTCTTAGAAAAGAAAAGTTAAAAGTA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGCGGCACTGTCAACACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAAAGAAAGAGGCTGGAACGAAAGGGAGTAAGATGTCCGAGGAGCAGACTC

AGCCTCCCTGTCCTGCAGGAGCCGACTTGTCAGCAGCCGTGGGCCGTTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAACACT

TCCTCAGCTGAGAACCCGAAAACAGTGACCAAATGTCCGGTAACTCCCAGAAAAAATATTCTCCAAAAGGGCCCAGTGATAGTGAAGGT

ACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAACAATGTTTCATGCTACAGTGGCTACGCAGACACAGT

TCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATATGAT

AGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCCGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAGAGC

AAAGGAAACTCTGAAGACTGATGTTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAGTAA

ATCAGAAGACCACAATCTATGAAATTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGTGAA

GAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTATCCA

GGTAAAGAAAAAACCAAACCCAAAAAACAATGACCCCAAGAGCATGAAGCCACCCCAGGAGCAGAGTCAGCTTCCAAATCCTTCAGAGG

CCAGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCGCCAACAACTCCATCCAGCAGTTTCTTCATCAAGAAAAGTGAA

GACACAATCACCAAAATGAATGACCTCATGAGGATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCATTGG

CACAGCTGAGAGCCATCTCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCATGTTGAAACCAAGACTGAAGA

CTGAACCCAAAGAAGTTTCCACAGAAGACAGTGTCCAGAGTGACTTCAAAGAAGTGATGGTGCTGAACGCAACAGAATCATTTGTGTAT

GAGCCCATAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAATGAAGTCCTCCGAGTGAAGGTTTTTAATATTGACCTAAA

GGAGAAGTTCACCCCAAAGAAGATCATTGCCATCTCAAATTATGTTTGCCGCAGTGGGTTCCTGGAGGTATATCCTTTAACAGTTGTGG

TTGATGTGAATGCTGACCGAAAAATGGAGATCCCACAAGGATTGATTAGAAGTGCCAACATAACTCCTAAAATCAGTTATCTTTGCTCA

CAAACTAAAGGAAGTTTTGTGAATGGGGTGTTTGAGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGATAA

TACAGGGAAGATGGAAGTGGTGGTGCATGGACGACTGACCACAATCAACTGTGAGGAAGGAGATAAACTGAAACTCACCTGCTTTGAAT

TGGCACCGAAAAGTGGCAATAACGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAGGCCAGGAAAAACAAGAAGGAC

ATATTCAATCCTGATTCAAGTATGGAAACTTCACCAGGCTTTTTCTTCTAA--------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_037997711.1_PREDICTED:_Chlorocebus_sabaeus_interferon_gamma_inducible_protein_16_(IFI

16)_transcript_variant_X2_mRNA 

ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAAGGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCTGAAACTCTTAGAAAAGAAAAGTTAAAAGTA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGCGGCACTGTCAACACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAAAGAAAGAGGCTGGAACAAAAGGGAGTAAGATGTCCGAGGAGCAGACTC

AGCCTCCCTGTCCTGCAGGAGCCGACTTGTCCGCAGCCGTGGGCCGTTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAACACT

TCCTCAGCTGAGAACCCGAAAACAGTGACCAAATGTCCGGTAACTCCCAGAAAAAATATTCTCCAAAAGGGCCCAGTGATAGTGAAGGT

ACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAACAATGTTTCATGCTACAGTGGCTACGCAGACACAGT

TCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATATGAT

AGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCCGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAGAGC

AAAGGAAACTCTGAAGACTGATGTTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAGTAA

ATCAGAAGACCACAATCTATGAAATTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGTGAA

GAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTATCCA

GGTAAAGAAAAAACCAAACCCAAAAAACAATGACCCCAAGAGCATGAAGCCACCCCAGGAGCAGAGTCAGCTTCCAAATCCTTCAGAGG

CCAGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCGCCAACAACTCCATCCAGCAGTTTCTTCATCAAGAAAAGTGAA

GACACAATCACCAAAATGAATGACCTCATGAGGATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCATTGG

CACAGCTGAGAGCCATCTCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCATGGTCATCAAGGCCAGGAAAA

ACAAGAAGGACATATTCAATCCTGATTCAAGTATGGAAACTTCACCAGGCTTTTTCTTCTAAAATCTGAATGTAATTGAT---------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 
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>XM_011957168.1_PREDICTED:_Colobus_angolensis_palliatus_interferon_gamma-

inducible_protein_16_(IFI16)_mRNA 

ATGGAAAAAAAATACAAGAATATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAATGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAAGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCTGAAACTCTTAGAAAAGAAAAGTTAAAAGCA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGCGGCACTGTCAACACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAAACAACCAAAGATAAGGCTGGAACGAAAGGCAGTAAGATGTCCGAGGAGCAGA

CTCAGCCTCCCTGTCCTGCAGGAGCCAGCTTGTCCGCAGCCGTGGGCCATTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCTGAAAACAGTGCCCAAATGTCCGGTAACTCCCAGAAGAAATATTCTCCAAAAGGGCCCAATGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGAAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACCGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATTGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATGTTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTATGAAGTTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAAACAAACCCGAGAAACAATGACCCCAAGAGCATGAAGCCACCCCAGGAGCAAAGTCAGCTTCCAAATCCATCAG

AGGCCAGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCATCAAGAAAAGT

GAAGACACAATCACCAAAATGAATGACTTCATGAGGATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCAT

TGGCACAGCTGAGAGCCATCCCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCACGTTGAAACCAAGACTGA

AGATTGGACCCGAAGAAGTTTCCATAGAAGACGGTGTCCAGAGTGACCTCAAAGAAGTGATGGTGCTGAGTGCAACAGAATCATTTGTA

TATGAGCCCACAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAATGAAGTCTTCCGAGTGAAGGTTTTTAATATTGGTCT

AAAGGAGAAGTTCACCCCAAAGAAGATCATTGCCATCTCAAATTATGTTTGCCGCAGTGGGTTCCTGGAGGTATATCCTTTAACAGTTG

TGGTTGATGTGAATGCTGACCGAAAAATGGAGATCCCACAAGGATTGATTAGAAGTGCCAACATAACTCCTAAAATCAGTGATCTTCGC

TCACAAACTAAAGGAAGTTTTGTGAATGGGGTGTTTGTGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGA

TAATACAGGGAAGATGGAAGTAGTGGTGCATGGACGACTGACCACAATCAACTGCGAGGAAGGAGATAAACTGAAACTCACCTGCTTTG

AATTGGCACCGAAAAGTGGGAATAACGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAAGCCAGGAAAAACAAGAAA

GACATATTCAATCCTGATTCAAGTATGGAAACTTCACCAGACTTTTTCTTCTAAAATCTGAATGTCATTGAT-----------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_019025089.2_PREDICTED:_Gorilla_gorilla_gorilla_interferon_gamma_inducible_protein_16_

(IFI16)_transcript_variant_X6_mRNA 

ATGGAAAAAAAATACAAGAACATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAACGATTTAAAACTTAATTTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACGCTTGAAGACCTGGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGTA

AAAGGACTAGCCCTATCAAGAAAGAGGAAGAAGGAAGTGGATGCTACTTCACCTGCACCCTCCACAAGCAGCACTGTCAAAACTGAAGG

GGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAATCAACCAAAGAAAAGGCTGGACCCAAAGGGAGTAAGGTGTCCGAGGAACAGA

CTCAGCCTCCCCCTCCTGCAGGAGCCGGCATGTCCACAGCCATGGGCCGTTCCCCATCTCCCAAGACCTCATTGTCAGCTCCACCCAAC

ACTTCTTCAACTGAGAACCCGAAAACAGTGGCCAAATGTCAGGTAACTCCCAGAAGAAATGTTCTCCAAAAAGGCCCAGTGATAGTGAA

GGTACTGAGTACAACAAAGCCATTTGAATATGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAGCTTGAAGGAGAAATTCAATGGAAAGAAAATCATCATCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTACTGTATCTGAAGCTGGTCCTAACCAAACGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGATTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGGTATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTACGAAGTTCAGGATGATAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTTCTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGATAAAGAAAAAAACAAACCCGAGAAACAATGACCCCAAGAGCATGAAGCTACCCCAGGAACAGAGTCAGCTTCCAAATCCTTCAG

AGGCCAGCACAACCTTCCCTGAGAGCCATCTTCGGACTCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCACCAAGGAATCA

TTCTGCTGCTCTGAAAGCACAAGATCCAAGGCAGACTCATCCACCTAAACACACCACGTAGTCATTTCTTCTCTGGGATCCAGCCTGTG

AAGACAGGAGGCCTGCAAAAATGGTG---------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 
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>XM_032154054.1_PREDICTED:_Hylobates_moloch_interferon_gamma_inducible_protein_16_(IFI16)

_transcript_variant_X3_mRNA 

ATGGAAAAAAAATACAAGAACATCGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAACGGTTAAGTCTTTGCTGAG

CAAGGATTTAAAACTTAATCCAAAAATGAGGGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCAAGGTGATG

CTGGTTTGGGCAAACTAATAGAAATTTTCAAAAATATACCAGCACTTGAAAACCTGGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGCA

AAAGGATCAGCCTCATCAAGAAAGATGAAGAAGGCAGTGGATGCTGCTTCACCTGCACCCTCCACAAGCAGCACTGTCAAAACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAACCAAAGAAAAGGCTGGACCCAAAAGGAGTAAAGTGTCCGAGGAGCAGA

CTCAGCCTCCCTGTCCTGCAGGAGCCGGCGTGTCCACAGCCATGGGCCGTTCCCCATCTCCCAGGACCTCATCGTCAGCTCCACCCAAC

ACTTCCTCAACTGAGAACCCGACAACAGTGGCCAGAAGAAGTGTTCTCCAAAAAGGTCCATTGATAGTGAAGGTACTGAGTACAACAAA

GCCATTTGAATATGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACAGACACAGTTCTTCCATGTGAAGG

TTTTAAACACCAGCCTGAAGGAGAAATTCAATGGAAAGAAAATGATCATGATATCAGATTATTTGGAATATGATAGTCTCCTAGAGGTC

AACGAAAAATCTACTGTATCTGAAGCTGGTCCTGACCAAACGTTTGAGGTTCCAAATAGAATCATCAGCAGAGCAAAGGAAACTCTGAG

GATTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGGTATTTATGCTACATAAGAAAACAGTAAATCAGAAGACCACAA

TCTATGAAATTCAGGATGATAGAGGAACAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGTGAAGAAGGAGATAAGCTC

CAACTTTTCTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTATCCAGATAAAGAAAAAAAC

AAACCCGAGAAACAATGACCCCAAGAGCATGAAGCAACCCCAGGAACAGAGTCAGCTTCCAAATCCTTCAGACGCCGGCACAACCTCCT

CTGAGAGCCATCTTTGGACGCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCACCAAGGGAAAAAAAGAGAAACTGGCAAAG

TGAACATCCTATTTAAAA-----------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>NM_001319449.1_Macaca_fascicularis_interferon_gamma_inducible_protein_16_(IFI16)_mRNA 

ATGGGAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAAGGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTTCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCTGAAACTCTTAGAAAAGAAAAGTTAAAAGTA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAATGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGCGGCACTGTCAACACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAACCAAAGAGAAGGCTGGAACGAAAGGGAGTAAGATGTCCGAGGAGCAGA

CTCAGCCTCCTTGTCCTGCAGGAGCCGGCTTGTCCGCAGCCGTGGGCCATTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAAAAATATTCTCCAAAAGGGCCCAGTGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAACAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATATTCTTCACAAACAAGCTTCAGGAAATATTATATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTATGAAATTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAACCAAACCCAAAAAACAATGACCCTAAGAGCATGAAGCCACCCCAGGAGCAGAGTCAGCTTCCAAATCCTTCAG

AGGCCGGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCGCCAACAACTCCATCCAGCAGTTTCTTCATCAAGAAAAGT

GAAGACACAATCACCAAAATGAATGACCTCATGAGGATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCAT

AGGCCCAGCTGACAGCCATCTCCACACTCCTCAGATGCTTCCATCAATACCAAGCAGCAGTTGCTTAACCATGTTGACACCAAGACTGA

AGACTGGACCCGAAGAAGTTTCCACATTAGACGGTGTCCAGAGTGACCTCAAAGAAGTGATGGTGCTGAACGCAACAGAATCATTTGTG

TATGAGCCCATAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAATGAAGTCTTCCGAGTGAAGGTTTTTAATATTGACCT

AAAGGAGAAGTTCACCCCAAAGAAGATCATTGCCATCTCAAATTATGTTTGCCGCAGTGGGTTCCTGGAGGTATATCCTTTAACAGTTG

TGGTTGATGTGAATGCCGACCGAAAAATGGAGATCCCACAAGGATTGATTAGAAGTGCCAACACAACTCCTAAAATCAGTTATCTTTGC

TCACAAACTAAAGGAAGTTTTGTGAATGGGGTGTTTGAGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGA

TAATACAGGGAAGATGGAAGTGGTGGTGCATGGACGACTGACCACAATCAACTGTGAGGAAGGAGATAAACTGAAACTCACCTGCTTTG

AATTGGCACCGAAAAGTGGCAATAACGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAGGCCAGGAAAAACAAGAAA

GACATATTCAATCCTGATTCAAGTATGGAAACTTCACCAGGCTTTTTCTTCTAA-----------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>NM_001261661.1_Macaca_mulatta_interferon_gamma_inducible_protein_16_(IFI16)_mRNA 
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ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAAGGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTTCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAGGACCTGGCTGAAACTCTCAGAAAAGAAAAGTTAAAAGTA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAATGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGTGGCACTGTCAACACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAACCAAAGAGAAGGCTGGAACGAAAGGGAGTAAGATGTCCGAGGAGCAGA

CTCAGCCTCCTTGTCCTGCAGGAGCCGGCTTGTCCGCAGCCGTGGGCCATTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAAAAATATTCTCCAAAAGGGCCCAGTGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAACAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATATTCTTCACAAACAAGCTTCAGGAAATATTATATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTATGAAATTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAACCAAACCCAAAAAACAATGACCCTAAGAGCATGAAGCCACCCCAGGAGCAGAGTCAGCTTCCAAATCCTTCAG

AGGCCGGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCGCCAACAACTCCATCCAGCAGTTTCTTCATCAAGAAAAGT

GAAGACACAATCACCAAAATGAATGACCTCATGAGGATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCAT

TGGCACAGCTGACAGCCATCTCCATACTCCTCAGATGCTTCCATCAATACCAAGCAGCAGTTGCTTAACCATGTTGACACCAAGACTGA

AGACTGGACCCGAAGAAGTTTCCACATTAGACGGTGTCCAGAGTGACCTCAAAGAAGTGATGGTGCTGAACGCAACAGAATCATTTGTG

TATGAGCCCATAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAATGAAGTCTTCCGAGTGAAGGTTTTTAATATTGACCT

AAAGGAGAAGTTCACCCCAAAGAAGATCATTGCCATCTCAAATTATGTTTGCCGCAGTGGGTTCCTGGAGGTATATCCTTTAACAGTTG

TGGTTGATGTGAATGCCGACCGAAAAATGGAGATCCCACAAGGATTGATTAGAAGTGCCAACACAACTCCTAAAATCAGTTATCTTTGC

TCACAAGCTAAAGGAAGTTTTGTGAATGGGGTGTTTGAGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGA

TAATACAGGGAAGATGGAAGTGGTGGTGCATGGACGACTGACCACAATCAACTGTGAGGAAGGAGATAAACTGAAACTCACCTGCTTTG

AATTGGCACCGAAAAGTGGCAATAACGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAGGCCAGGAAAAACAAGAAA

GACGTATTCAATCCTGATTCAAGTATGGAAACTTCACCAGGCTTTTTCTTCTAAAATCTGAATGTCATTGAT-----------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_024798062.1_PREDICTED:_Macaca_nemestrina_interferon_gamma_inducible_protein_16_(IFI16

)_transcript_variant_X2_mRNA 

ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAAGGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTTCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGAAATACCAACACTTGAAGACCTGGCTGAAACTCTTAGAAAAGAAAAGTTAAAAGTA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGCGGCACTGTCAACACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAACCAAAGAGAAGGCTGGAGCGAAAGGGAGTAAGATGTCCGAGGAGCAGA

CTCAGCCTCCTTGTCCTGCAGGAGCCGGCTTGTCCGCAGCCGTGGGCCATTCCCCACCTCCCAAGATCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAAAAATATTGTCCAAAAGGGCCCAGTGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAACAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATATTCTTCACAAACAAGCTTCAGGAAATATCGTATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTATGAAATTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAACCAAACCCAAAAAACAATGACCCTAAGAGCATGAAGCCACCCCAGGAGCAGAGTGAGCTTCCAAATCCTTCAG

AGGCCGGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCGCCAACAACTCCATCCAGCAGTTTCTTCATCAAGAAAATA

CCAGACAGATGACAGCGAGAACAGAATAAAAGGAAAAATAAGAAAACCAAACACATACAGATGTAGACATGGATATATTAGGTTTTTGT

TTGTTTGTTTGAGGTAGAGTCTCACTATCACCCAGGATGGAGTGCAATGGTATAATCTCGG----------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_011978622.1_PREDICTED:_Mandrillus_leucophaeus_interferon_gamma-

inducible_protein_16_(IFI16)_mRNA 
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ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAAGGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCCGAAACTCTTAAAAAAGAAAAGTTAAAAGCA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGCGGCACTGTCAACACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAACCAAAGAGAAGGCTGGAACGAAAGGGAGTAAGATGTCCGAGGAGCAGA

CTCAGCCTCCCTGTCCTGCAGGAGCCGGTTTGTCCGCAGCCGTTGGCCTTTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAAAAATATTCTCCAAAAGGGCCCAGTGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAACAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTATGAAATTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAACCAAACCCAAAAAACAATGACCCTAAGAGCATGAAGCCACCCCAGGAGCAGAGTCAGCTTCCAAATCCTTCAG

AGGCCGGCAAAACCTTCCCTGTGAGCCATCTTCAGACTCCTCAGATGCCGCCAACAACTCTATCCAGCAGTTTCTTCATCAAGAAAAGT

GAAGACACAGTCACCAAAATGAATGACCTCATGAGTATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCAT

TGGCACAGCTGACAGCCATCTCCACACTCCTCAGATGCCTCCATCAATACCAAGCAGCAGTTGCTTAACCATGTTGACACCAAGACTGA

GGACTGGACCCGAAGAAGTTTCCACAGAAGACGGTGTCCAGAGTGACCTCAAAGAAGTGATGGTGCTGAACACAACAGAATCGTTTGTG

TATGAGCCCATAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAATGAAGTCTTCCGAGTGAAGGTTTTTAATATTGACCT

AAAGGAGAAGTTCACCCCAAAGAAGATCATTGCCATCTCAAATTATGTTTGCCGCAGTGGGTTCCTGGAGGTATATCCTTTAACAGTTG

TGGTTGATGTGAATGCCGACCGAAAAATGGAGATCCCACAAGGATTGATTAGAAGTGCCAACACAACTCCTAAAATCAGTTATCTTTGC

TCACAAACTAAAGGAAGTTTTGTGAATGGGGTGTTTGAGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGA

TAATACAGGGAAGATGGAAGTGGTGGTGCATGGACGACTGACCACAATCAACTGTGAGGAAGGAGATAAACTGAAACTCACCTGCTTTG

AATTGGCACCGAAAAGTGGCAATCACGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAGGCCAGGAAAAACAAGAAA

GACATATTCAATCCTGATTCAAGTATGGAAACTTCACCAGGCTTTTTCTTCTAAAATCTGAATGTCATTGAT-----------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_012752363.2_PREDICTED:_Microcebus_murinus_interferon_gamma_inducible_protein_16_(IFI1

6)_transcript_variant_X9_mRNA 

ATGGCCAATGAACGGTGGAAAATTGTTCTACTTAATGGATTGGAGGAGTGCAACGAATATCAGTTTAAAATGATTAAGTTATTACTGGC

CAAAACGTTAAAGCTGTCTGCAAAAATGCAAGAAGAATATGACAAAGTAAAGATTGCTAATTTGATGATAAAAGAGTTCGAACATGACG

CTGGTGTGAATAAATTTATAAAACTCTGCAAAGATGTAACAGCACTTCAACCCATTGCAGAAAAACTTAGAGCAGAAAAGGCAAAAGTT

ATGAATAAAATCAAATCCACACCAGAAAAGGGAACAACCCCTTCAGAGAAGAGGAAGCAGAAAGAAGAGGGTCCTGCTACACCTGCCCC

CTCCACAAGCAAAGTTCTCACATCTCAAGGAGCAGAGGTGACTCCTGGACATCAGAAAAGAAAAAGTGCAGCCGAAGGAAAGGACAGGA

CCAAAAGGATTAAGGTGTCAGAGGAGAAGACTCAGTTTCCCTGTCCTGCAGGAGTCAGCATGTTCACACCCATGGGCCATCCCCCACCT

CCCCAGACCTCATCAGCTCCATCCAACACTTCCCCACCTGAGAACCCAAAACCATGGGCCAACTCTCAAGTAACCGCCAGAAGACCTGA

TCTCCGAAAGGGCCCGACGGTGGTGATGGTGCTGAGTGCAGCAGACCCATTTGCATATGAGTCCTCAGAAAAGGAGATGAAATCAATGT

TTCATGCCACAGTGGCTACAGAGAAACAGTTCTTTCACATGAAGGTTTTCAACATCAGCCTGAAGAGAAAATTCACCAGAAATAGAATT

ATCATTTTGTCAGATTATTTTGAAAACGACCATCTCCTAGAGGTGAATGAAACCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAAGAT

TGAGGTTCCAGACAACATCAAAAGAAGAGCAAAGGAAACCCTGCCGATTGATATCATTAAAAGGCAAGCTTCTGAAACTATTGTACATG

GATCATTTACGCTACATAAGAGAACAGTAAATAAGAACAACACAATCTATGAAATCCAGGATGATACAGGAAACATGGAAGTAGTGGGA

AAAGGAAAATGTCACAATATTCCCTGCGAGGAAGGAGATAAACTTCAACTCTTCTGCTTTCGACTGAGAAAAAAGAACCAGACATCAAA

ACTGATTTCTAAAATACATAGTTTCATCCAGGTAAAGAAAAAAACAAACCAGAGGATCTATGACTCCAAGACATTGAAACTACCCGAGA

AGCAGAATGAGGTTCTAAAACGTTCAGAGGCCAGCACAACCCTGACTCAGCGCCACCCCCAGACTCCTCTGATGCCTCCAGCAGCCCCA

CCCAGCACTTTCTTACTTAAGGTAAAGGAAAATACAAACCAGAGGATCTATGACTCCAAGACATTGAAAGTATCCGAGAAGCAGAATGA

GGTTCCAAAACGTTCAGAGGCCAGCACAACCCTGACTCAGCGCCACCCCAGGACTCCTCTGATGCCTCCAGCAGCCCCACCCAGCACTT

TGTTACTTAAGGTAAAGAAAAAAACAAACCAGACAATCTATGACTCCAAGACATTGAAACTATCCGAGAAGCACAATGAGGTTCCAAAA

CGTTCAGAGGCCAGCACAACCCTGACTCAGCGCCACCCCCAGACTCCTCCGATGCCTCCAGCAGCCCCACCCAGCACTTTCTTACTTAA

GAAGGAAGAAGCTGTCCCAGGAGCAGAGACTTCCTCTGTAAATGTCAGATTCAGCACACCAACTGTGGCCCCTGCTCATGTTTATGCGC

TATATCAAAAACTCCCATCCAGCAGTTTCTACTGTTGTATATTCCTTCATATGTAAGGGTTGATCGGGGTTTTGAAAGAGATTCTCATT

TAATCTCATATTAAG--------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_012752358.1_PREDICTED:_Microcebus_murinus_interferon_gamma_inducible_protein_16_(IFI1

6)_transcript_variant_X2_mRNA 
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ATGGCCAATGAACGGTGGAAAATTGTTCTACTTAATGGATTGGAGGAGTGCAACGAATATCAGTTTAAAATGATTAAGTTATTACTGGC

CAAAACGTTAAAGCTGTCTGCAAAAATGCAAGAAGAATATGACAAAGTAAAGATTGCTAATTTGATGATAAAAGAGTTCGAACATGACG

CTGGTGTGAATAAATTTATAAAACTCTGCAAAGATGTAACAGCACTTCAACCCATTGCAGAAAAACTTAGAGCAGAAAAGGCAAAAGTT

ATGAATAAAATCAAATCCACACCAGAAAAGGGAACAACCCCTTCAGAGAAGAGGAAGCAGAAAGAAGAGGGTCCTGCTACACCTGCCCC

CTCCACAAGCAAAGTTCTCACATCTCAAGGAGCAGAGGTGACTCCTGGACATCAGAAAAGAAAAAGTGCAGCCGAAGGAAAGGACAGGA

CCAAAAGGATTAAGGTGTCAGAGGAGAAGACTCAGTTTCCCTGTCCTGCAGGAGTCAGCATGTTCACACCCATGGGCCATCCCCCACCT

CCCCAGACCTCATCAGCTCCATCCAACACTTCCCCACCTGAGAACCCAAAACCATGGGCCAACTCTCAAGTAACCGCCAGAAGACCTGA

TCTCCGAAAGGGCCCGACGGTGGTGATGGTGCTGAGTGCAGCAGACCCATTTGCATATGAGTCCTCAGAAAAGGAGATGAAATCAATGT

TTCATGCCACAGTGGCTACAGAGAAACAGTTCTTTCACATGAAGGTTTTCAACATCAGCCTGAAGAGAAAATTCACCAGAAATAGAATT

ATCATTTTGTCAGATTATTTTGAAAACGACCATCTCCTAGAGGTGAATGAAACCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAAGAT

TGAGGTTCCAGACAACATCAAAAGAAGAGCAAAGGAAACCCTGCCGATTGATATCATTAAAAGGCAAGCTTCTGAAACTATTGTACATG

GATCATTTACGCTACATAAGAGAACAGTAAATAAGAACAACACAATCTATGAAATCCAGGATGATACAGGAAACATGGAAGTAGTGGGA

AAAGGAAAATGTCACAATATTCCCTGCGAGGAAGGAGATAAACTTCAACTCTTCTGCTTTCGACTGAGAAAAAAGAACCAGACATCAAA

ACTGATTTCTAAAATACATAGTTTCATCCAGGTAAAGAAAAAAACAAACCAGAGGATCTATGACTCCAAGACATTGAAACTACCCGAGA

AGCAGAATGAGGTTCTAAAACGTTCAGAGGCCAGCACAACCCTGACTCAGCGCCACCCCCAGACTCCTCTGATGCCTCCAGCAGCCCCA

CCCAGCACTTTCTTACTTAAGGTAAAGGAAAATACAAACCAGAGGATCTATGACTCCAAGACATTGAAAGTATCCGAGAAGCAGAATGA

GGTTCCAAAACGTTCAGAGGCCAGCACAACCCTGACTCAGCGCCACCCCAGGACTCCTCTGATGCCTCCAGCAGCCCCACCCAGCACTT

TGTTACTTAAGGTAAAGAAAAAAACAAACCAGACAATCTATGACTCCAAGACATTGAAACTATCCGAGAAGCACAATGAGGTTCCAAAA

CGTTCAGAGGCCAGCACAACCCTGACTCAGCGCCACCCCCAGACTCCTCCGATGCCTCCAGCAGCCCCACCCAGCACTTTCTTACTTAA

GAAGGAACAAGCCATCCCAGGAGCAGAGACTTACTCTGCAAACATCAGATTCAGCACACCAACTGTGGCCCCTGCTCATCTTTATGCGC

CATATCCAAAACTCCCATCCAGCAGTTTCTTAAGCAAGAAAGAAGACAGAATCACCCAAACCAAAGACACCATGAGGATACAGATGTCA

CCAGAAGAGAATCAAGTTTCAGGACTATTCACAACCAGCACATGCCCAACTGAGAGCATGCCCCAGACTCCCAAGATGCCTCCAGCAAC

ATCATCCAGCAGTTCCTTGATCAAGAAATCAAGACGGAAACCTATACCTAAAGAAGCTTCCACAGAAGAAGGCCACCAGAGTGGACCCT

TAGAAGTGATGGTGCTTAAAGCAACAGAACCATTTGTATATGCATTCAAAGAGGAGAAAAAGATGTTTCATGCCACAGTGGCTACGGAA

AGTGAATTCTTCCGGGTAAAAGTTTTCAACATCAACCTAAAAGAGAAGTTCACTCCAAGGAAGATCATTACCATATCGGATTATGTGGG

GCGCAATGGGTTCCTGGAAGTATACCCTTTCTCATCCGTGTCTGAAGTGGGTGCTGACCGAAAGATGGAGATCTCAAGCAGTCTGATTA

AAAATGCTAATGCAACTCCTAAGATCAATCATCTCTGTTCACAAACTAAAGAAAAATTTGTGAATGGGGTGTTTATGGTACACAAGAAA

AATGTGAGGGATAAATGCACTTATTACGAAATACAAGATAATACAGGGAGGATGGAAGTAGTGGTGTATGGACGACTGACCACAGTCAA

CTGTGAGGAAGGTGATAAACTTAAACTCATCTGCTTTGAGCTGGCACACACAAGTGAGGACAACTGGCAGCTGAGATCCGTAATTCACA

GTTACATCAAGGTCATCAAGGCCAGGAAAAGCAATAATCAAACACTCAATTCTGATTCATATATGGAAACTTCACTAGAGTCGTCCTTC

TACAAACCTGGATGCCATTGATAA 

>XM_030824152.1_PREDICTED:_Nomascus_leucogenys_interferon_gamma_inducible_protein_16_(IFI

16)_transcript_variant_X3_mRNA 

ATGGAAAAAAAATACAAGAACATCGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAACGGTTAAGTCTTTACTGAG

CAGCGATTTAAAACTTAATCCAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAAATATACCAGCACTTGAAAACCTGGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGCA

AAAGGATCAGCCGCATCAAGAAAGACGAAGAAGGCAGTGGATGCTGCTTCACCTGCACCCTCCACAAGCAGCACTGTCAAAACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAACCAAAGAAAAGGCTGGACCCAAAAGGAGTAAAGTGTCCAAGGAGCAGA

CTCAGCCTCCCTGTCCTGCAGGAGCCGGCATGTCCACAGCCATGGGCCATTCCCCATCTCCCGAGACCTCATCGTCAGCTCCACCCAAC

ACTTCCTCAACTGAGAACCCGACAACAGTGGCCAGAAGAAGTGTTCTCCAAAAAGGTCCATTGATAGTGAAGGTACTGAGTACAACAAA

GCCATTTGAATATGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACAGACACAGTTCTTCCATGTGAAGG

TTTTAAACACCAGCTTGAAGGAGAAATTCAATGGAAAGAAAATGATCATGATATCAGATTATTTGGAATATGATAGTCTCCTAGAGGTC

AACGAAAAATCCACTGTATCTGAAGCTGATCCTGATCAAACGTTTGAGGTTCCAAATAGAATCATCAGCAGAGCAAAGGAAACTCTGAG

GATTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGGTATTTATGCTACATAAGAAAACAGTAAATCAGAAGACCACAA

TCTATGAAATTCAGGATGATAGAGGGAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGTGAAGAAGGAGATAAGCTC

CAACTTTTCTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTATCCAGATAAAGAAAAAAAC

AAACCCGAGAAACAATGACCCCAAGAGCATGAAGCAACCCCAGGAACAGAGTCAGCTTCCAAATCCTTCAGACGCCGGCACAACCTCCT

CTGAGAGCCATCCTTGGACGCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCACCAAGGGAAAAAAACAGAAACTGGCAAAG

TGAACATCCTATTTAAAA-----------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_023516423.1_PREDICTED:_Otolemur_garnettii_interferon_gamma_inducible_protein_16_(IFI1

6)_mRNA 
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ATGGCAAATGAATGCTGGAGGATTATTCTACTTAAAGGACTAGAAGAAATCAATGATGACCAGTTTAAAATGGTCAAGTTCTTACTGAC

AGATCCATTAAAACTGACTTCAAAAATGCAAGATGAACACGACAAAGTTAAATTTGCTAACTTGATGGTAAGGAAGTTCCCAGAAGATG

CTGGTGTGGACAAACTGATAAAATTCTGCAAAGAAATAGCATCACTGCAACCCTTTGTTGAAATTCTTAGAAAAGAAAAGGCAAAAGTT

AAGAAAAGGAGATCCACACCAGCAAAAGGAAAAATCCTCTCAAAAAAGAGCAAGCAGGATGAAGATGGTCCTGCTAACCCTGCACCCAC

CACAAGCCACACTGTCACATCTGTGGAAGTAGAGGTGACTTTTGGACCTCAGAAAAGAAAAACCACAGGCAAAGGAAAGGATGGGACCA

AAAAGAGTAAGGTGTCGGAAGAGCAGACTCAGCCGTCCTGTCTTCCAGGAGCCAGTATGCCCACAGCCACTGGCCATCCTCCACCTCCC

CCGACCTCAGCTGATCCATCCAAAATGGCCTCAACTAAGAAGCCAAAACCACAGGCCAAAGATCCAGCAGCCACCAAAGCAAATTATCT

CCAGAAGGGCCCAATGACAGTGATGGTACTGAGTGCAACAGGTCCATTCGAATATGAGTCCTCAGAAAAGGAGAAAAAAATAATGTTTC

ATGCTACCGTGGCTACACAAAACAATTACTTTCATATGAAGGTTTTTAATGTCAAGTTAAAGAAAAAATTCACCAGAAATAAAATCCTT

ACTATATCAGATTATTTGGAATATAAACGTCTCCTGGAGGTAAATGAAGCCTCTTCTGTGTCTGAAGCTGGTCCTGACCAAAAGATTGA

GGTTCCCAAAAGCATACTAAGCCAAGCAAAGGAAACCCTGAGGATTCGTGTTCTTCAAACACAAGCTTCAGGAACTCTCATATACGGGT

TATTCACACTATGTAAGAAAACATTAAATAAGGACAACACAATCTATGAAATTAAGGATGACACAGGAAGCATGGAAGTAGTGGGGAAA

GGAAAATGTCACAATATCCCCTGTGAGGAAGGGGATAAGCTTCAGCTCTTTTGCTTTCAACTGAGAAAAAGGAATGAAACGTCAAAACT

GATTTCTGAAACGCATAGTTTCATTCAGGTAAAGAAAAAAACACCAAACCAGAAGAATAATGGTGCCGCGACCACGAGTCAACCTGAGG

AGCGGAGTGAGATTCCACAGCATCCTGAGGGCGGCACACCCCCAATTCAGAGCCATCTCATGACTTTTCCGATGCCTCCAAAAGCCTCA

ACCAGCAGTTTCTGCATGAAGAAGGAAGGAGCTGCCTCAGGAACAGGGATGTCCTCTGCAGTCTCCAGAGCTGGCGCACTACCTGTGGG

CAATCCTCACACTCATGGGACATATCAACACACCCCGTCTAACCCCGGCCAGACGTCAAGCCCAAGGGCTGTGTCTGAAGAAGCTTTCA

CAGAAGGTTACCACAAGGGACCCATAGAAGTGATGGTGCTGAAAGTAACAGAACTGTTTGTGTATGAAGTCACCGAGGAGAAAATGATG

TTTCATGCCACAGCGGCTACTGAGAGCAAAGTTTTCCGAGTAAAGGTTTTTAACGTCACCTTAAAAAAGATATTCACTCCAAAGAGTAT

CATTGCCATATCAAATTATGTTGTCCGAAATGAGTTTCTGGAGGTATACGCTTTCAATACCTCCGTGTTGAAGTTGGATGCTCATAGAA

CGATGGAGATCCCAAGAAGCCTGATGATCCAAGCTAATAGAACTCCCAAAATCAGCCACCTTCACTCACAAACTGAAGGGAAGTTTGTG

AATGGGGTGTTCCTGGTCAATAAGAAATTTGCGATGGATAAATTCACTTATTATGAAATAAAAGATAACACAGGGCAGATGCAAGTAGT

GGTATATGGACGACTGACCAATATCGACTGTGAGGAAGGTGATAAACTTAGGCTCATCTGTTTTGAATTGGCACCTGTATGTATGGGCA

AGTGTCAGCTGAGATCTGTAATTCACAGTTACATGAAGGTCATCAAGACCAGGACAATACTCGGTCCTGATTCAGACATGGAAACTTGA

TTAGACGTCTTCCAAAACCTGGATGTTATGGAT--------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_034938189.1_PREDICTED:_Pan_paniscus_interferon_gamma_inducible_protein_16_(IFI16)_tra

nscript_variant_X3_mRNA 

ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAACGATTTAAAACTTAATTTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACGCTTGAAGACCTGGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGTA

AAAGGACCGGCCCTGTCAAGAAAGAGGAAGAAGGAAGTGGATGCTACTTCACCTGCACCCTCCACAAGCAGCACTGTCAAAACTGAAGG

AGCAGAGGCAGCTCCTGGAGTTCAGAAAAGAAAAAAATCAACCAAAGAAAAGGCTGGACCCAAAGGGAGTAAGGTGTCCGAGAAACAGA

CTCAGCCTCCCTCTCCTGCAGGAGCCGGCATGTCCACAGCCATGGGCCGTTCCCCATCTCCCAAGACCTCATTATCAGCGCCACCCAAC

ACTTCTTCAACTGAGAACCCGAAAACAGTGGCCAAATGTCAGGTAACTCCCAGAAGAAATGTTCTCCAAAAAGGCCCAGTGATAGTGAA

GGTACTGAGTACAACAAAGCCATTTGAATATGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAGCTTGAAGGAGAAATTCAATGGAAAGAAAATCATCATCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAATGAAAAATCTACTGTATCTGAAGCTGGTCCTAACCAAACGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGATTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGAGTATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTACGAAATTCAGGATGATAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTTCTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGATAAAGAAAAAACCAAACCCGAGAAACAATGACCCCAAGAGCATGAAGCTACCCCAGGAACAGAGTCAGCTTCCAAATCCTTCAG

AGGCCAGCACAACCTTCCCTGAGAGCCATCTTCGGACTCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCACCAAGAAAAGT

GAAGACACAATCTCCAAAATGAATGACTTCATGAGGATGCAGATACTGAAGGAAGAGAGTCATTTTCCAGGACCGTTCATGACCAGCAT

AGGCCCAGCTGAGAGCCATCCCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCACGTTGAAACCAAGACTGA

AGACTGAACCTGAAGAAGTTTCCATAGAAGACAGTGCCCAGAGTGACCTCAAAGAAGTGATGGTGCTGAACGCAACAGAATCATTTGTA

TATGAGCCCAAAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAATGAAGTCTTCCGAGTGAAGGTTTTTAATATTGACCT

AAAGGAGAAGTTCACCCCAAAGAAGATCATTGCCATAGCAAATTATGTTTGCCGCAATGGGTTCCTGGAGGTATATCCTTTCACACTTG

TGGTTGATGTGAATGCTGACCGAAACATGGAGATCCCAAAAGGATTGATTAGAAGTGCCAGCGTAACTCCTAAAATCAATCAGCTTTGC

TCACAAACTAAAGGAAGTTTTGTGAATGGGGTGTTTGAGGTACATAAGGTCATCAAGACCAGGAAAAACAAGAAAGACATACTCAATCC

TGATTCAAGTATGGAAACTTCACCAGACTTTTTCTTCTAAAATCTGTATGTCATTGAC-------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_016929981.1_PREDICTED:_Pan_troglodytes_interferon_gamma_inducible_protein_16_(IFI16)_

transcript_variant_X5_mRNA 
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ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAACGATTTAAAACTTAATTTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACGCTTGAAGACCTGGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGTA

AAAGGACCAGCCCTATCAAGAAAGAGGAAGAAGGAAGTGGATGCTACTTCACCTGCACCCTCCACAAGCAGCACTGTCAAAACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAATCAACCAAAGAAAAGGCTGGACCCAAAGGGAGTAAGGTGTCCGAGAAACAGA

CTCAGCCTCCCTCTCCTGCAGGAGCCGGCATGTCCACAGCCATGGGCCGTTCCCCATCTCCCAAGACCTCATTATCAGCTCCACCCAAC

ACTTCTTCAACTGAGAACCCGAAAACAGTGGCCAAATGTCAGGTAACTCCCAGAAGAAATGTTCTCCAAAAAGGCCCAGTGATAGTGAA

GGTACTGAGTACAACAAAGCCATTTGAATATGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAGCTTGAAGGAGAAATTCAATGGAAAGAAAATCATCATCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAATGAAAAATCTACTGTATCTGAAGCTGGTCCTAACCAAACGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGATTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGAGTATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTACGAAATTCAGGATGATAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTTCTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGATAAAGAAAAAACCAAACCCGAGAAACAATGACCCCAAGAGCATGAAGCTACCCCAGGAACAGAGTCAGCTTCCAAATCCTTCAG

AGGCCAGCACAACCTTCCCTGAGAGCCATCTTCGGACTCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCACCAAGGGAAAA

ACAGAGAAACTGGCAAAGTGAACATCCTATTTAAAAAAA--------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_023516370.1_PREDICTED:_Otolemur_garnettii_gamma-interferon-inducible_protein_16-

like_(LOC100959456)_mRNA 

ATGAATCCTCCTGATCCCGGGTTTCTGACAAAGCCAAAACCACGGGCCAAGCCTCAAGTAAACACCAGAGCAAATCATCTCCAGAAGGG

CCCAATGACAGTGATGGTACTGAGTACAACAGATCCATTCGAATATGAGTCCTCAGAAAAGGAGAAAAAAACAAGGTTTCATGCTACAG

TGGCTACAGAGAGAAACTTCTTTCATATGAAGGTTTTAAATATCAACCTAAAGAAAAACATCACCAGAAATAGAATCATTACTATATCA

GATTATTTGGAATATGACCATCTCCTAGAGGTAAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAAGATTGAGGTTCCAAA

AAACATCATAAACAGAGCAAAGGAAACCCTGAAGATTGATGTTCTTCAAACACAAGCTTCGGGAACTGTTGTATATGGATTATTCGTGC

TAGGTAAGAAAACAGTGAATAAGAACAACACAGTCTATGAAACTGATGATGATACAGGAAACACA?GAGTAGTAGGGAAAGGAAAATGT

CACAAAATCCCCTGTGAGGAAGGAGATAAACTTGAACTCATCTGCTTTCGACTGAGAAAAAAGAATCGGATGTCAAAACTGATTTCTGA

AATACATAGTTTCATTCAGGTAAAGCTCAAAGCAAAGCAGAGGAAATCTGACTCCAAGACCGTGAATCTACCCAAGCAGCAGAGTGTGG

TTCCCAACCCTTCAGTGACCAGCACAATCCCAGTTCTCACTCAGAGGCATTCCAGACTCCTCAGATGCAGAATGCAGAGTGGGATTCCC

AGCCATTCAGTGGCCAGCACAACTCCAGTTCTCACTCAGAGGCATCCCGTGACTCCTCAGAAGCAGAGTGGGATTCCCAGCCATTCAGT

GGCCCGCACAACCCCAGCTCTCACTCAGAGGCATGTTATGACTCTTCAGATGCCTCCAACAACCACATCCAGCAGTTCCTTAATGAAGG

TGTGCATTTATGAAATGATGTATCTGGTTGACCAGGTGTTGACCTCACGAAGACTGAAAATGCAAGAAGGAAGCACCAGAGGTCAGCTT

GCCACCTTTTTCTCAAGGCTGTCCCTAGATGATGCTGAATCGAACCAACTTATAGAATTCTGTCAGAATTCACGAAGACTTCAACCCCT

TGCAGAGATTCTACAAAGAGACAGACAACAGTCTCAAGAAAACGCCACAGCAAACTCGATGACAGTGATGGTACTGAGTGTATCGGAGC

CATTTAAATATAAGATATATAAGTCCCCAAAAAGGACTCCCAAAGAAGTGTTTCATGCTACAGTGGCTACAGAGAAAAAGTTCTTTCAT

GTGAAAGTTTTGAACATCACCTTGAGAAGCAAGTTCACCAGAAACAAAATCATTACTATATCAGATTATGTGCAAGATAAAGGTCTCCT

AGAAGTAAATGAAAACTCTAGTGTAAATGATGCTGGTTCTGACCAAATGATTGTGGTTCCAGACATCATCAAAAATATAGCAGTGGAGC

CCTTGAGGATTTATATTATTGAAATGCTAACTTCTGGAACAATTATAAATGGATCATATACACTACATAGGAAATCACTAGAAGAACAG

ACAACAATCTATGAAGTTGAAGATGACACGGGAAGCATCATTGAAGTGGTGGGGGAAGGACAATGTCATGATTTCCCCTGCGAAGAAGG

A----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_021925430.2_PREDICTED:_Papio_anubis_interferon_gamma_inducible_protein_16_(IFI16)_tra

nscript_variant_X5_mRNA 
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ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGAGTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAAGGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAAATATACCAACACTTGAAGGCCTGGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGCA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGTGGCACTGTCAACACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAACCAAAGAGAAGGCTGGAACGAAAGGGAGTAAGATGTCCGAGGAGCAGA

CTCAGCCTCCCTGTCCTGCAGGAGCCGGCTTGTCCGCAGCCGTGGGCCTTTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAAAAATATTCTCCAAAAGGGCCCACTGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAACAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATGTTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTATGAAATTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAACCAAACCCAAAAAACAATGACCCTAAGAGCATGAAGCCACCCCAGGAGCAGAGTCAGCTTCCAAATCCTTCAG

AGGCCAGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCGCCAACAACTCTATCCAGCAGTTTCTTCATCAAGGTCATC

AAGGCCAGGAAAAACAAGAAAGACATATTCAATCCTGATTCAAGTATGGAAACTTCACCAGGCTTTTTCTTCTAAAATCTGAATGTCAT

TGAT-------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_023214176.3_PREDICTED:_Piliocolobus_tephrosceles_interferon_gamma_inducible_protein_1

6_(IFI16)_transcript_variant_X2_mRNA 

ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAATGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAAGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCCGAAACTCTTAGAAAAGAAAAGTTAAAAGTA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGCGGCACTGTCAACACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAAACAACCAAAGATAAGGCTGGAACGAAAGGGAGTAAGACGTCCGAGGAGCAGA

CTCAGCCTCCCCGTCCTGCAGGAGCCAGCTTGTCCGCAGCCGTGGGCCATTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAGAAATATTCTCCAAAAGGGCCCAGTGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACCGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAAAAGACCACAATCTATGAAGTTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAAACAAACCCAAGAAACAATGACCCCAAGAGCATGAAGCTACCCCAGGAGCAAAGTCAGCTTCCAAATCTTTCAG

AGGCCAGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCATCAAGAAAAGT

GAAGACACAATCACCAAAATGAATGACCTCATGAGGATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCAT

TGGCACAGCTGAGAGCCATCCCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCACGTGGTCTGCACTATTTC

TGAGTTGTAGGAGAGCACTTTGAATTGGAGGGGCTGCTGATCTGGAAGAGGAAGTATTGCGGCAAGAAGGGATCAAGGGAGACCTAGCG

ACCAGAACATGGAGGCAGGACAGCTGCCTCCACGGACCAGCAGTGCTCAATGTGACCTGACCTGGGTAGAAAGGAGTAAAATTGAGATT

CTTTTAAAATCTCATCTCTTTTGGGAGTCACTTCATGGCAGCTTTGCCTTTACCCTCTGCTTCCCCATACCTCTTGATAGGGGATATGC

CTTTTCTTTAT------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>NM_001131692.1_Pongo_abelii_interferon_gamma_inducible_protein_16_(IFI16)_mRNA 

ATGGAAAAAAAATACAAGAACATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAACGATTTAAAACTTAATTTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCGAGGTGATG
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CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGCA

AAAGGACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTGGATGCTGCTTCACCTGCACCCTCCACAAGCAGCACTGTCAAAACTGAAGG

AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAAACAACCAAAGAAAAGTCTGGACCCAAAGGGAGTAAGGTGTCCAAGGAGCAGA

CTCAGCCTCCCTGTCCTGCAGGAGCCGGCATGTCCACAGCCATGGGCCGTTCCCCATCTCCCAAGACCTCATCGTCAGCTCCACCCAAC

ACTTCCTCAACTGAGAACCCGAAAACAGTGGCCAAATGTCAGGCAACTCCCAGAAGAAGTGTTCTCCAAAAAGGCCCAGTGATAGTGAA

GGTACTGAGTACAACAAAGCCATTTGAATATGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAAGTTTTAAACACCAGCTTGAAGGAGAAATTCAATGGAAAGAAAATCATCATCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTACTGTATCTGAAGCTGGTCCTAACCAAAAGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGATTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGGTATTTACGCTACATAAGAAAACAG

TAAATCAGAAGACCACGATCTACAAAATTCAGGATGATAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAACATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAACACTGATTTCAGAAATGCATAGTTTTAT

CCAGATAAAGAAAAAAACAAACCCAAGAAACAACGACCCCAAGAGCATGAAGCTACCCCAGGAACAGAGTCAGCTTCCAAATCCTTCAG

AGGCCGGCACAACCTTCCCTGAGAGCCATCTTTGGACTCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCACCAAGAAAAGT

GAAGACACAATCTCCAAAATGAATGACTTCATGAGGATGCAGATACTGAAGGAAGAGAGTCATTTTCCAGGACCGTTCATGACCAGCAT

AGGCCCAGCTGAGAGCTATCCCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCACGAAAAGTGAAGACACAA

TCTCCAAAATGAATGACTTCATGAGGATGCAGATACTGAAGGAAGAGAGTCATTTTCCAAGACCGTTCATGACCAGCATAGGCCCAGCT

GAGAGCTATCCCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCACGTGGAAACCAAAACTGCAGACTGAACC

TGAAGAAGTTTCCATAGAAGACAGTGCCCAGAGTGACCTCAAAGAAGTGATGGTGCTGAACGCAACAGAATCATTTGTATATGAGCCCA

AAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAAGGAAGTCTTCCGAGTGAAGGTTTTTAATATTGACCTAAAGGAGAAG

TTCACCCCAAAGAAGATCATTGCCATATCAAATTATGTTTGCCGCAATGGGTTCCTGGAGGTATATCCTTTCACACTTGTGGCTGATGT

GAATGCTGACCCAAAGATGGAGATCCCAAAAGGATTGATTAGAAGTGCCAACATAACTCCTAAAATTAATCAGCTTTGCTCACAAACTA

AAGGAAGTTTTGTGAATGGGGTGTTTGAGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGATAATACAGGG

AAGATGGAAGTGGTGGTGCATGGACGACTGACCACAATCAACTGTGAGGAAGGAGATAAACTGAAACTCACCTGCTTTGAATTGGCACC

AAAAAGTGGGAATACCGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAGACCAGGAAAAACAAGAAAGATATACTCA

ATCCTGATTCAAGTATGGAAACTTCACCAGACTTTTTCTTCTAAAATCTGGATGTCATTGAC---------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_017875522.1_PREDICTED:_Rhinopithecus_bieti_interferon_gamma_inducible_protein_16_(IFI

16)_transcript_variant_X1_mRNA 

ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAATGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCTGAAACTCTTAGAAAAGAAAAGTTAAAAGCA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGGAGTCGATCCTGCTTCACCTGCACCCTCCACAAGTGGCACTGTCAACACTGAAGG

AGTAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAAACAACCAAAGAAAAGGCTGGAACGAAAGGGAGTAAGATGTCCGAGAAGCAGA

CTCAGCCTTCCTGTCCTGCAGGAGCCGGCTTGTCCGCAGCCATGGGCCGTTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAGAAATATTCTCCAAAAGGGCCCAATGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACCGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAGTCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTATGAAGTTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAAACAAACCCAAGAAACAATGACCCCAAGAGCATGAAGCTACCCCAGGAGCAAAGTCAGGTTCCAAATCCTTCAG

AGGCCAGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCATCAAGAAAAGT

GAAGACACAATCACCAAAATGAATGACCTCATGAGGATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCAT

TGGCACAGCTGAGAGCCATCCCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCACGTTGAAACCAAGACTGA

AGATTGACCCCAAAGAAGTTTCCATAGAAGACGGTGTCCGGAGTGACCTCAAAGAAGTGATGGTGCTGAATGCAACAGAATCATTTGTA

TATGAGCCCACAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAATGAAGTCTTCCGAGTGAAGGTTTTTAATATTGATCT

AAAGGAGAAGTTCACCCCAAAGAAGATCATTGCTATCTCAAATTATGTTTGCCGCAGTGGGTTCCTGGAGGTATATCCTTTAACAGTTG

TGGTTGATGTGAATGCCGACCGAAAAATGGAGATCCCACAAGGATTGATTAGAAGTGCCAACATAACTCCTAAAATCAGTTATCTTCGC

TCACAAACTAAAGGAAGTTTTGTGAATGGGGTGTTTGCGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGA

TAATACAGGGAAGATGGAAGTGGTGGTGCATGGACGACTGACCACAATCAACTGTGAGGAAGGAGATAAACTGAAACTCACCTGCTTTG

AATTGGCACCAAAAAGTGGGAATAACGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAGGCCAGGAAAAACAAGAAA

GACATATTCAATCCTGATTCAAGTATGGAAACTTCAACAGACTTTTTCTTCTAAAATCTGAATGTCATTGAT-----------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_030937108.1_PREDICTED:_Rhinopithecus_roxellana_interferon_gamma_inducible_protein_16_

(IFI16)_transcript_variant_X2_mRNA 

ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAATGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCTGAAACTCTTAGAAAAGAAAAGTTAAAAGCA
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AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGGAGTCGATCCTGCTTCACCTGCACCCTCCACAAGTGGCACTGTCAACACTGAAGG

AGTAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAAACAACCAAAGAAAAGGCTGGAACGAAAGGGAGTAAGATGTCCGAGAAGCAGA

CTCAGCCTTCCTGTCCTGCAGGAGCCGGCTTGTCCGCAGCCGTGGGCCGTTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAGAAATATTCTCCAAAAGGGCCCAATGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACCAACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAGTCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTATGAAGTTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAAACAAACCCAAGAAACAATGACCCCAAGAGCATGAAGCTACCCCAGGAGCAAAGTCAGGTTCCAAATCCTTCAG

AGGCCAGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCACCAACAACTCCATCCAGCAGTTTCTTCATCAAGAAAAGT

GAAGACACAATCACCAAAATGAATGACCTCATGAGGATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCAT

TGGCACAGCTGAGAGCCATCCCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCACGTTGAAACCAAGACTGA

AGATTGACCCCAAAGAAGTTTCCATAGAAGACGGTGTCCGGAGTGACCTCAAAGAAGTGATGGTGCTGAATGCAACAGAATCATTTGTA

TATGAGCCCACAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAATGAAGTCTTCCGAGTGAAGGTTTTTAATATTGATCT

AAAGGAGAAGTTCACCCCAAAGAAGATCATTGCTATCTCAAATTATGTTTGCCGCAGTGGGTTCCTGGAGGTATATCCTTTAACAGTTG

TGGTTGATGTGAATGCCGACCGAAAAATGGAGATCCCACAAGGATTGATTAGAAGTGCCAACATAACTCCTAAAATCAATTATCTTCGC

TCACAAACTAAAGGAAGTTTTGTGAATGGGGTGTTTGCGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGA

TAATACAGGGAAGATGGAAGTGGTGGTGCATGGACGACTGACCACAATCAACTGTGAGGAAGGAGATAAACTGAAACTCACCTGCTTTG

AATTGGCACCAAAAAGTGGGAATAACGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAGGCCAGGAAAAACAAGAAA

GACATATTCAATCCTGATTCAAGTATGGAAACTTCAACAGACTTTTTCTTCTAAAATCTGAATGTCATTGAT-----------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_039460077.1_PREDICTED:_Saimiri_boliviensis_boliviensis_interferon_gamma_inducible_pro

tein_16_(IFI16)_transcript_variant_X2_mRNA 

ATGGGAAAAAAATACAAGAACATTGTTCTGCTAAAAGGATTAGAGGGCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAGCGATTTGAAACTTAATCCGAAAATGAGAGACGAGTATGACAAAATTCAGATTGCTGACTTGCTGGAAGAAAAGTTCCCAGATGATG

CTGGTTTGGGCAAACTAATACAAATTATCAAAGACATACCAACACTTGGAGACTTTGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGCA

CAAGAACAAACCCCATCAAAAAAGAAGAAGCAGAAAATGGATCCTGCTGTACCTGCACCCTCTGCAATCAGCACCGTCAAAGCTGAAGG

AGCAGAGGCAACTCCGGGAGATAAGAAAAGAAAAATCTCAACCAAAAAAAAGTCTGGAACCAAAAAGAGTAAGATGTCAGAGGAGCAGA

TTCAGCCTCCGTGTCCGGCAGAAGCCAGCATGCTCACAGCTGTGGGCCGTTCCCCACCTCCCCAGCCCTCATCATCAGCTCCACCCAAT

GCTTTCTCCATTGAGAGCCCCAAACCAGTGGCCAGACGTCAGGCAACTGCCAGAAGAAGTATTCCCCAAAAGGGCCCAGTGATAGTGAA

GGTACTGAGTGCAACAAAGCCATTTGTATATGAGACCCCAGAAAAGGAGAAAAAAATGATGTTTCATGCTACAGTGGCTACATCAACAC

AGTTCTTCCATGTGAAGGTTTTAAACATCAGCTTGAAAGAGAAATTCAGTGGAAAGAAAATCATCGCCATATCAGATTATTTGGAAGAT

GATAATCTCCTAGAGGTCAATGAAGGATCTTCTGTATATGAAGCTGGTCCTGACCAACAGCTTGAGATTCCAAATAAAATCATCAGCAG

AGCAAAGGAAACTCTGAAGATTGATATTCTTCACAAACAAGCTTCAGGAAATACTGTATATGGGATATTTACGCTATGTAAGAAAGAAG

TAAATGAAAAACAGAAGAGTACAACCTATGCAATTGAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACGATATC

CCCTGTGAAGATGGAGATAAGCTCCATCTTTTCTGCTTCCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAACGCACAG

TTTTATTGAGGTAAAGAAAAAAACGAACCCAAGAAATTATGCCCCCAAGAGCATGAAACTACCTCCAGAGCAGAGTCAGTGTCTAAATA

CTTCAGAGGCCAGCACAAACCTCCCTGAGAGCCATCCTCGGACTCCTCAGATGCCACCAGTAACCGCATCCAGAAGTTCCAACATCAAG

GAAAGTGAAGACCCATTCCCCAAAGTAAATGACCCCTGGAGGATGCATAAGGAAACGTGGCAGTTTCCAGGACCCTCCATGACCAGCGT

AGGCCCAGCTGGGAGCCATCCCCAGACTCCTCAGATGTCTGCATCAACACCAAGCAGCAGTTTCTTTACTACGGTCTTGTGCACCTTGT

GTCAGGGCATTGATCTCATGGCTACTGTGAGGTCTTAAAGAGGGAAAACAAGA------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_025383436.1_PREDICTED:_Theropithecus_gelada_interferon_gamma_inducible_protein_16_(IF

I16)_mRNA 

ATGGAAAAAAAATACAAGAACATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAAGGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGCA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTCAATCCTGCTTCACCTGCACCCTCCACAAGTGGCACTGTCAACACTGAAGG
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AGCAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAACCAACCAAAGAGAAGGCTGGAACGAAAGGCAGTAAGATGTCCGAGGAGCAGA

CTCAGCCTCCCTGTCCTGCAGGAGCCGGCTTGTCCGCAGCCGTGGGCCTTTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAAAAATATTCTCCAAAAGGGCCCAGTGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAACAATGTTTCATGCTACAGTGGCTACACAGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATGTTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAG

TAAATCAGAAGACCACAATCTATGAAATTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAACCAAACCCAAAAAACAATGACCCTAAGAGCATGAAGCCACCCCAGGAGCAGAGTCAGCTTCCAAATCCTTCAG

AGGCCAGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCGCCAACAACTCTATCCAGCAGTTTCTTCATCAAGAAAAGT

GAAGACACAACCACCAAAATGAATGACCTCATGAGGATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCAT

TGGCACAGCTGACAGCCATCTCTACACTCCTCAGATGCCTCCATCAATACCAAGCAGCAGTTGCTTAACCATGGTACGATTGAAGACTG

GACCCGAAGAAGTTTCCACAAAAGATGGTGTCCAGAGTGACCTCAAAGAAGTGATGGTGCTGAACGCAACAGAATCATTTGTGTATGAG

CCCATAGAGCAGAAGAAAATGTTTCATGCCACAGTGGCAACTGAGAATGAAATCTTCCGAGTGAAGGTTTTTAATATTGACCTAAAGGA

GAAGTTCACCCCAAAGAAGATCATTGCCATCTCAAATTATGTTTGCCGCAGTGGTTTCCTGGAGGTATATCCTGTAACAGTTGTGGTTG

ATGTGAATGCCGACCGAAAAATGGAGATCCCACAAGGATTGATTAGAAGTGCCAACGTAACTCCTAAAATCAGTTATCTTTGCTCACAA

ACTAAAGGAAGTTTTGTGAATGGGGTGTTTGAGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGATAATAC

AGGGAAGATGGAAGTGGTGGTGCATGGACGACTGACCACAATCAACTGTGAGGAAGGAGATAAACTGAAACTCACCTGCTTTGAATTGG

CACCGAAAAGTGGCAATCACGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAGGCCAGGAAAAACAAGAAAGACATA

TTCAATCCTGATTCAAGTATGGAAACTTCACCAGGCTTTTTCTTCTAAAATCTGAATGTCATTGAT-----------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_033196878.1_PREDICTED:_Trachypithecus_francoisi_interferon_gamma_inducible_protein_16

_(IFI16)_mRNA 

ATGGAAAAAAAATACAAGAATATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCTTTACTGAG

CAATGATTTAAAACTTAATGTAAAAATGAGAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCGAGGTGATG

CTGGTTTGGGCAAACTAATACAAATTTTCAAAGATATACCAACACTTGAAGACCTGGCTGAAACTCTTAGAAAAGAAAAGTTAAAAGCA

AAACAACTAGCCCCATCAAGAAAGAGGAAGAAGGAAGTCGATCCTGCTTCACCTGCACCCTCCACAAGTGGCACTGTCAACACTGAAGG

AGTAGAGGCAACTCCTGGAGCTCAGAAAAGAAAAAAAACAACCAAAGAAAAGGCTGGAACGAAAGGGAGTAAGATGTCCGAGAAGCAGA

CTCAGCCTTCCTGTCCTTCAGGAGCCGGCTTGTCCGCAGCCGTGGGCTGTTCCCCACCTCCCAAGACCTCATCATCAGCTCCACCCAAC

ACTTCCTCAGCTGAGAACCCGAAAACAGTGGCCAAATGTCCGGTAACTCCCAGAAGAAATATTCTCCAAAAGGGCCCAATGATAGTGAA

GGTACTGAGTACAACGAAGCCATTTGAATACGAGACCCCAGAAATGGAGAAAAAAATAATGTTTCATGCTACAGTGGCTACACCGACAC

AGTTCTTCCATGTGAAGGTTTTAAACACCAACTTGAAGGAGAAATTCAATGGAAAGAAAATCATCGTCATATCAGATTATTTGGAATAT

GATAGTCTCCTAGAGGTCAACGAAGAATCTTCTGTATCTGAAGCTGGTCCTAACCAAATGTTTGAGGTTCCAAATAAAATCATCAACAG

AGCAAAGGAAACTCTGAAGACTGATATTCTTCACAAACAAGCTTCAGGAAATATTGTATATGGGATATTTATGCTACATAAGAAAACAG

TACATCAGAAGACCACAATCTATGAAGTTCAGGATGACAGAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGT

GAAGAAGGAGATAAGCTCCAACTTTACTGCTTTCGACTTAGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTAT

CCAGGTAAAGAAAAAAACAAACCCAAGAAACAATGACCCCAAGAGCATGAAGCTACCCCAGGAGCAAAGTCAGGTTCCAAATCCTTCAG

AGGCCAGCAAAACCTTCCCTGAGAGCCATCTTCAGACTCCTCAGATGCCACCAACACCTCCATCCAGCAGTTTCTTCATCAAGAAAAGT

GAAGACACAATCACCAAAATGAATGACCTCATGAGGATGCAGATACTGAAGGAAAAGAGTCATTTTCCAGGACCATTCATGACCAGCAT

TGGCACAGCTGAGAGCCATCCCCACACTCCTCAGATGCCTCCATCAACACCAAGCAGCAGTTTCTTAACCACGTTGAAACCAAGACTGA

AGATTGACCCCAAAGAAGTTTCCATAGAAGAGGGTGTCCGGAGTGACCTCAAAGAAGTGATGGTGCTGAATGCAACAGAATCATTTGTA

TATGAGCCCACAGAGCAGAAGAAAATGTTTCATGCCACTGTGGCAAATGAGAATGAAGTCTTCCGAGTGAAGGTTTTTAATATTGATCT

AAAGGAGAAGTTCACCCCAAAGAAGATCATTGCTATCTCAAATTATGTTTGCCGCAGTGGGTTCCTGGAGGTATATCCTTTAACAGTTG

TGGTTGATGTGACTGCCGACCGAAAAATGGAGATCCCACAAGGATTGATTAGAAGTGTCAACATAACTCCTAAAATCAATTATCTTCGC

TCACAAACTAAAGGAAGTTTTGTGAATGGGGTGTTTGCGGTACATAAGAAAAATGTAAGGGGTGAATTCACTTATTATGAAATACAAGA

TAATACAGGGAAGATGGAAGTGGTGGTGCATGGACGACTGACCACAATCAACTGTGAGGAAGGAGATAAACTGAAACTCACCTGCTTTG

AATTGGCACCAAAAAGTGGGAATAACGGGGAGTTGAGATCTGTAATTCATAGTCACATCAAGGTCATCAAGGCCAGGAAAAACAAGAAA

GACATATTCAATCCTGATTCAAGTATGGAAACTTCACCAGACTTTTTCTTCTAAAATCTGAATGTCATTGAT-----------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_012661851.1_PREDICTED:_Propithecus_coquereli_gamma-interferon-inducible_protein_16-

like_(LOC105824430)_mRNA 

ATGTCGCACCGCAGCCCCAGTGTTGTGGGTTCCAAGAATGGCATCTCCCAGCCACAGGGCACCAGCACTGGAGGCGACCGTTCAGGGGA

GGCGACCGTTCAGGGGCTGGCAGTTGCAAATAAAATTAAATGCTTTCCAGCAGAAGGAACAACCCCCTCAAAAAAGAAGAAGCACAAAG

AAGTAGGTCCTGCTACACCTGCACCCACCACAAGCAAGGCTCTCACATCTGAAGGAGCAGAGATGACGCCTGAACCTCAGAAAAGAAAA

AACACAGCCAAAGGAAAGGATGGGACCAAAAGGAGTAAGGTGTCTAAGGAGCAGACTCAGCCTCCCTGTCCTGCAGGAGCCGGCACGTC

CGCAGCCGTGGGCCATCCCCCACCTCCCCAGACGTCATCAGCTCCATCCAATGCTTCCCCAACTCAGAGTGGACCCATGGAAGTGATGG
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TGCTGAGAGCAACAGAACCATTTGTATATGAATTCAAAGAGGAGAAAAAGATGTTTCATGCCACAGTGGCTACTGAAAGTCAATTCTTC

CGAGTAAAAGTTTTCAACATCAATCTAAAAGAGAAGTTCACTCCAAAGAAGATCATTACCATATCAGATTATCTGGGCCGCAATGGGTT

TCTGGAGGTATACCCTTTCTCATCTGTGTCTGATGTGGGCGCTGACCGAAAGATGGAGATCTCAAGCAGGCTGATTAAAAATGCCAATG

CAACTCCTAAGATCAATCATCTCTGTTCACAAACTAAAGAAAAATTTGTGAATGGGGTGTTTATGGTACACAAGGTAAAGAAAAAAACA

AACCAGAGAAACTATGACTCCAAGACATTGAAACTATCCAAGGAGCAGAGTGAGGCTCCAAAACATTCAGAGGCCGACACAACCCTGAC

TCAGAGCCATCCCCAGACTCCTCAGATGCCTCCAGCAGCCCCACCCAGCACTTTCTTACTTAAGCAGCCAAAACCACTGGCCAACTCTC

AGGTCACCCCTAGAAAAACTGATCTCCGAAAAGGCCCGATGGTGGTGATGGTACTGAATGCAGCAGATCCGTTTGCATATGAGTCCTCA

GAAAAGGAGACAAAAGCAATGTTTCATGCTACAGTGGCTACTGAGAAAAAGTTCTTTCATATGAAGGTTTTCAACATCAACTTGAAGAA

AAAATTCACCAGAAAGAGAAATATTATTATATCAGATTATTTGGAAAATGACCACCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTG

AAGCTGGTCCTGACCAAAAGATTGAGGTTCCCAACAACATCAAAAGAAGAGCAAAGGAAACTCTGCCGATTGATATTATTAAAAAGCAA

GCTTCTGGAACTATTGTATATGGATTATTTATGCTACATAAAAAAATAGTAAATAAGAACAACACAATCTATGAAATCCAGGATAATAC

AGGACACATGGAAGTAGTGGGGAAACGAAAATGTCATGATATTCCCTGTGAGGAAGGAGATAAACTTCAACTCTTCTGCTTTCGACTGA

GAAAAAAGAAACAGACATCAAAACTGATTTCTGAAATACATAGTTTCATCCAGTTTTCAGAAGATAGGTGTTTTCTTTTGCAGAAAAAT

GTGAGGGATAAATGCACTTATTATGAAATACAAGATAATACAGGGAAGATGGAAGTAGTGGTGTATGGACGACTGACCAAGGTCAACTG

TGAGGAAGGTGATAAACTTAAGCTCATCTGCTTTGAATTGGCACACACAAGTGAGGATAACTGGCAGCTGAGATCCGTAATTCACAGTT

ACATCAAGGTCATCAAGGTCAGGAAAAACAATAAAAAAACACTCAATCCTGATTCAGATATGGAAACTTCACTAGAGTCCTCCTTCTAA

AAACCTGGATGCCATTGATAA--------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_032260765.1_PREDICTED:_Sapajus_apella_gamma-interferon-inducible_protein_16-

like_(LOC116538390)_transcript_variant_X2_mRNA 

ATGGATCCTGCTGTACCTGCACCCTCCGCAATCAGCACTGTCAAAGCTAAAGGAGCAGAGGCAACTCCTGGAGATCAGAAAAGAAAAAA

AAAAAAGTCTGAAACCAAAAAGAGTAAGATGTCGGAGGAGCAGATACAGCCTCCCTGTCCTGCTGGAGCCAGCGTGTTCACAGCTGTGG

GCCATTCCCCACCTCCCCAGCCCTCATCATCAGCTCCACCCAACGCTTTCTCCATCGAGAGCCCGAAACCAGTGGTCAAACGTCAGGTA

ACTGCCAGAAGAAATACTCCCAAAAAGGGCCCAATGATAGTGAAGGTACTGAGTGCAACAAAGCCATTTGGATATGAGACCCCAGAAAA

GGAGAAAAAAATGATGTTTCATGCTACAGTGGCTACACCAACACAGTTCTTCCACGTGAAGGTTTTAAACATCAACTTGAAGGAGAAAT

TCAGTGGAAAGAAAATCATCGCCATATCAGATTATTTGGAATATGATAATCTCCTAGAGGTCAATGAAGGATCTTCTGTATCTGAAGCT

GGTCCTGACCAACAGCTTGAAGTTCCAAATAAAATCATCAGCAGAGCAAAGGAAACTCTGAAGATTGATATTCTTCACAAACAAGCTTC

AGGAAATACTGTATATGGGATATTTACACTACATAAGAAAGAAGTAAATGAAAAACAGAAGAGTACAACCTATGAAATTGAGGATGACA

GAGGAAAAATGGATGTAGTGGGGACAGGACAATGTCACAATATCCCCTGTGAAGATGGAGATAAGCTCCATCTTTTCTGCTTCCGACTT

AGAAAAAAGAACCAGATGTCAAAACTGATTTCAGAAATGCATAGTTTTATCGAGGTAAAGAAAAAAACAAACCCGAGAAATTATAACCC

CAAGAGCATGAAACTACCTCCGGAGCAGAGTCAGCTTCTAAATACTTCAGAGGCCAGCACAACCCTCCCTGAGAGCCATCCTCAGACTC

CTCAGATGCCACCAATAACCGCATCCAGAAGTTCCATCATCAAGGAAAGTGAAGACCCATTCAAAATAAATGACCCCTGGAGGGTGCGT

AAGGAAACGTGGCAGTTTCCAGGACCGTCCATGACCAGCATAAGCCCAGCTGGGAGCCATTTCCAGACTCCTCAGATGTCTGCATCAAC

ACCAAGCAGCAGTTTCTTTACCACGGTCATGAAGAGGGAAAACAAGAAAGACGAACTCAGTCCTGATTCATATATGAAAACTTCATCAA

ACTCCTTCTTCTAAAATCCATTGATAATACTGCTTATGGAGATAAGATCTAAGTGCCTAAAAAATGTACATATACCTGGTTGAAATACA

ACACTAGATATATGTCGCTATTATATATACCAGCTATTAATTCTTAGAAATGGGGTATTGGGAGTGCTTTTTTTAATTCTTTAGGGTTT

TGTATAAAAGGCCATATTTTGCATCTACAACTTTTATAATTTGAAAAAAACAAATAAACGTTATCTTTCTTTGTGAAAGAAATTCTTCC

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>AY185347.1_Homo_sapiens_interferon-

inducible_protein_X_beta_2_isoform_(IFIX)_mRNA_complete_cds 

ATGGCAAATAACTACAAGAAAATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

TAACGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAGGAAAAGTTCCCAGGTGATG

CCGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTC

AAAGGAATAATCCCATCTAAAAAGACGAAACAGAAAGAAGTGTATCCTGCTACACCTGCATGCACCCCAAGCAACCGTCTCACAGCTAA

AGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAAAAAACCATCTGAAGAAGAGACTGGAACCAAAAGGAGTAAGATGTCCAAAGAGC

AGACTCGGCCTTCCTGCTCTGCAGGAGCCAGCACGTCCACAGCCATGGGCCGTTCCCCACCTCCCCAGACCTCATCATCAGCTCCACCC
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AACACTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCACGCAACTGCCAGTAAAAATATTTTCCGAGAAGACCCAATAATCGC

GATGGTACTAAATGCAACAAAAGTATTTAAATATGAATCCTCAGAAAATGAGCAAAGAAGAATGTTTCATGCTACAGTGGCTACGCAGA

CACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGAGGAAATTCATTAAAAAGAGAATCATCATTATATCAAATTATTCCAAA

CGTAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAACGTTTGAGGTTCCAAAGGACATCATCAG

AAGAGCAAAGAAAATTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTATATGGATTATTTATGCTACATACGAAAA

TTGTAAATAGGAAGACGACAATCTATGAAATTCAGGATAAAACAGGAAGTATGGCTGTAGTAGGAAAAGGAGAATGCCACAATATCCCC

TGTGAAAAAGGAGATAAGCTTCGACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTCAAAACTGATGTCAGAAATGCATAGTTT

CATCCAGATACAGAAAAATACAAACCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCCAGGAACAGAGTCAGCATCCAAAACCTT

CAGAGGCCAGCACAACCCTACCTGAAAGCCATCTCAAGACTCCTCAGATGCCACCAACAACCCCATCCAGCAGTTCCTTCACCAAGGTC

ACCAAGGACAAGGATATCAAATAAC----------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_012449736.1_PREDICTED:_Aotus_nancymaae_pyrin_and_HIN_domain_family_member_1_(PYHIN1)_

transcript_variant_X4_mRNA 

ATGGCAAATAACTACAAGACAATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAATGATTTAAAACTTAATTCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAGACTAATAGAAATCTTCAAAGAAATACCAACACTTGGCAACCTTGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGTC

AAAGGAAAAACCCCATCTAAGAAGAAGCAGCAGAATGAAGTGGATCCTGCTACACCTGAATCCACTCCAAGCAACACTCTCACAGCTGA

AGGAGCAGAGGAGACTCCTGGAGCTCAGAAAAGAAAAAACTCATCTGAAGAAGAGACTGGAACCAAAAGGAATAAGATGTCCAAGGAGC

AGACGCAGCCTCCCTGTCCTGCAGAAGCCAGCATGTCCACAGCCAGGAGCCATTCCCCGCCTCCCCAGCCCTCATCATCAACTCCATCC

AACACTTCCTCAACTGAGGCACAAAGCCTAAGACCATTGGTCAGGCGTCAGGCAACTGCCAGAAAAAATATTTGCTCAAAAGACCCAAT

GATAGTGATGGTACTAAATGCAACAAAGATATTTAAATATGAATCCTCAGAAAACAAGCGAAGAAGAATGTTTCATGCTACAGTGGTTA

CGCAGACAGAGTTCTTTCATGTGAAGGTTTTAAACACCAACTTGAAGAGGAAATTCACTAAAAAGAGAATCATCATTATATCAAATTAT

TCTAAATATAATGGTCTCCTAGAGGTGAATGAAACCTCTTCTGTATTTGAAGCTGGTCCTGACCAAACATTTCAGGTTCCAAAGGACGT

CATCAAAAGAGCAAGGAAAACTCCGAAGATCAATATTCTTCACAGACAAGCTTCAGGGGACATTGTATATGGATTATTTACGCTACGTG

ACAAAAATATAAAGAGGAAGGTGACAATCTATGAAATTCTGGATGAAACAGGGAGTATGGATGTAGTAGGAAAAGGAGAATGTCACGAT

ATCCCCTGTGAAAAAGGAGATAAACTTCAGCTCTTCTGCTTTCGACTGAGAAAGCGGAAAGATGTGTTACAACTGATGTCAGAAATGCA

CAGTTTCATCCGGATATGCAAGAAAACAAACCAGAGAAGTCATGACTCCAGCAGCATGGCACTACGCCAGGAGCAGAGTCAGCTTCCAA

AACCTTCAGAGGCTGGCACAACCCTCCCACTTGAATGCCATCTCATCAAGACTCTTCAAGTGCTGCCAACAACCCCATCAAGCAGTTCC

TTTACCAAGGACACAACTACTCAAACTTCTTATGTCAAACTCCTGATGAATTCAGCCCCAGAGCAAAGGCAGCCTCAGCAAACTGCAAT

GAAGGACTCATTTCCATATGGGTGTCAACATCAGGTTTCTCAGTCATGCCCACAAACCTCAGCAGGCAGTTTCTCATACAAGGTCACCG

AGGACAAGGATATCAAATAAAGCCCCAGAGCAAAGGCAGCCTCAGCAAACTGCAATGAAGGACTCATTTCCATATGGGTGTCAACATCA

GGTTTCTCAGTCATGCCCACAAACCTCAGCAGGCAGTTTCTCATACAAGGTCACCGAGGACAAGGATATCAAATAA-------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_035280345.1_PREDICTED:_Callithrix_jacchus_pyrin_and_HIN_domain_family_member_1_(PYHIN

1)_transcript_variant_X4_mRNA 

ATGGCAAATATCTACAAGACAATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAGCGATTTAAAACTTAATTCAAAAATGAGAGACGAGTATGACAAAATTCAGATTGCTGACTTGATGGAGGAAAAGTTCCCAGATGATG

CTGGTTTGGGCAAACTAATACAAATTATCAAAGAAATACCAACACTTGGCAACCTTGCTGAAACTCTTAAAAAAGAAACGTTAAAAGTC

AAAGGAAAAACCCCATCTAAGAAGAAGCAGCAGAATGAAGTGGATCGTGCTACACCTGAATCCACTCCAAGCCACATTCTCACAGCTAA

AGGAGCAGAGGAGACTCCTGGGGCTCAGAAAAGAAAAAACTCATCTGAAGAAGAGACTGGAACCAAAAGGAGTAAGATGTCCAAGGAGC

AGACTCAGCCTCCCTGTCCTGCAGAAGCCAGCATGTCCACAGCCAGGAGCCATTCCCCACCGCCCCGGCCCTCATCATCAACTCCACAC

AACACTTCCTCAACTGAGGCACAAAGCCTAAGACCTAAGGTCAGGCGTCAGGCAACTGCCAGAAAAAATATTTGCTTGAAAGACCCAAT
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GAGAGTGATGGTACTAAATGCAACAAAGATATTTAAATATGAATCCTCAGAAAAAAATCGAAGAAGAATGTTTCATGCTACAGTGGTTA

CGCAGACAGAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGAGGAAATTCACTAAAAAGAGAATCATCATTATATCAAATTAT

TTTAAATATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGAGCAAACGTTTCAGGTTCCAAAGGATGT

CATCAGAAGAGCAAGGAAAACTCCGAAGATCAATATTCTTCACAAACAAGCTTCAGGAGACATTGTGTATGGATTATTTACACTACATA

AAAAAACTGTAAAGAGGAAGGTGACAATCTATGAAATTCTGGATAAAACAGGGAGTATGGATGTAGTTGGAAAAGGAGAATGTCACAAT

ATCCCCTGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGAGAATGCGGAAAGATGTGTTACAACTGATGTCAGAAACGCA

TAGTTTCATCCAGATGAGAAATAGAGACAGAAATATATGTAAGAAAATAAAGCAGAGAAGCATTGACTCCCACAGCATGGCACTGAAGC

TTCCAAAACCTTCAGAGGCTGGCACAACCTTCCCACGTGAATGCCATCCCAGCAAGACTCCTCACATGCTGCCAGCAACCCCATCAAGC

AGTTCCTTTACCAAGATGCCAGGCCGGGCGCAGTGGCTCCCGCCTATAATCCCAGCACTTGGGGAGGCTGAGGCTGGTGGATCAAGAGG

TCAAGAGATCAAGACCATCCTTGTCAACAAGGACACAACTACTCAAACTTCTGACGTCAAACTCCTGATGAATTCAGCCCCAGAGCAGA

GGCAGCCTCAGCAAACTGCAGTGAAGGACTCATTTCCATCTGGGTGTCAGCATCGGGTTTCTCAGCCATGCCCACAAACCTCATCAGGC

CGTTTCTCATACAAGGTCACCAAGGACAAGGATATCAAATAAAGCCCCAGAGCAGAGGCAGCCTCAGCAAACTGCAGTGAAGGACTCAT

TTCCATCTGGGTGTCAGCATCGGGTTTCTCAGCCATGCCCACAAACCTCATCAGGCCGTTTCTCATACAAGGTCACCAAGGACAAGGAT

ATCAAATAA--------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_017503682.2_PREDICTED:_Cebus_imitator_pyrin_and_HIN_domain_family_member_1_(PYHIN1)_t

ranscript_variant_X7_mRNA 

ATGGCAAATAACTACAAGACAATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAGCGATTTAAAACTTAATCCAAAAATGAGAGACGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAGACTAACAGAAATCTTCAAAGAAATACCAACACTTGGTAACCTTGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGTC

AAAGGAAAAACCCCATCTAAGAAGCAGCAGCAGAATGAAGTGGATCCTGGTACACCTGAATCCACTCCAAGCCACACTCTCACAGCTGA

AGGAGCAGAGGAGACTCCTGGAGCTCAGAAAAGAAAAAACTCATCTGAAGAAGAGACTGGAATCAAAAGGCATAAGATGTCCAAGGAGC

AAACCCAGCCTCCCTGTCCTGCAGAAGCCAGCATGTCCACAGCCAGGAGCCATTCCCCACCTCCCCAGCCCTCATCATCAACTCCATCC

AACACTTCCTCAACTGAGGCACAAAGCCTAAGACCATTGGTCAGACGTCAGGCAACTGCCAGAAAAAATATTTGCTCAAAAGACCCAAT

GATGGTGATGGTGCTAAATGCAACAAAGATATTCAAATATGAATCCTTAGAAAACGAGCGAAGAAGAATGTTTCATGCTACAGTGGTTA

CGCAGACAGAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGAGGAAATTCACTAAAAAGAGAATCATCATTATATCAAATTAT

TCTAAATATAATAGTCTCCTAGAGGTGAATGAAACCTCTTCTGTATTTGAAGCTGGTCCTGACCAAACGTTTCAGGTTCCAAAGGACGT

CATCAAAAGAGCAAGGAAAACTCCGAGGATCAATATTCTTCACAGACAAGCTTCAGGAGACATTGTATATGGATTATTTACGCTACATG

ACAAAACTATAAAGAGGAAGGTGACAATCTATGAAATTCTGGATAAAACAGGGAGAATGGATGTAGTAGGAAAAGGAGAATATCACAAT

ATCCCCTGTGAAAAAGGAGATAAGCTTCAACTCTTTTGCTTTCGACTGAGAAAGCGGAAAGATGTGTTACAACTGATGTCAGAAATGCA

TAGTTTCATCCGGGTGAGAAATAGAGACAGAAATATATGGAAGAAAACAAAGCAGAGAAGCCATGACTCCAGCAGCATGGCACTATGGC

AGGAGCAGAGTCAGCTTCCAAAACCTTCAGAGGCTGGCACAACCTTCCCATTTCAACACAATCTCATCAAGACTCCTCAGGTGCCACCA

ACAACCCCATCCAGCAGTTCCTTTACCAAGCCTGGAGAATTCTGGTTAACTGATGCAAACTACAAAACAGCAGAATTCTGTATCTGGAA

TTGTGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTC

CAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAA

AGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGATG

TGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGA-------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_012093301.1_PREDICTED:_Cercocebus_atys_pyrin_and_HIN_domain_family_member_1_(PYHIN1)_

transcript_variant_X7_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAAGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

CAACGATTTACAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAGCACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTC

AAAGGAACAACCCCATCTAAAACGAGGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATCCACTGCAAGCAACAGACTTACAGCTAA

AGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAGAAAACCATCTGAAGAAGAGACTGGAACCAAAAGGAGTAAGATGTCCAAAGAGC

AGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCTCACCTCCCCAGACCTCATCATCAGCTCCACCC

AACGCTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAATATTTTCCCAAAAGACCCAATGATCGT

GATGGTACTAAGTGCAACAAAGATATTTAAATATGAATTCTCAGAAAATGAGCAAAGAAGAATGTTTCATGCTACAGTGGCTACGCAGA
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CACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGAATCATCATTATATCAAATTATTCTAAA

CATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAATGTTTGAGGTTCCAAAGGACATCATCAT

AAGAGCAAAGAAAACTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTATATGGATTATATATGCTACATACGAAAA

TTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAGTAGGAAAAGGAGAATGCCATGATATCCCC

TGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGTCTGAGAAAGAGGGAAAATATGTCAAAACTGATGTCAGAAATGCATAGTTT

CATCCAGATACACAAAAAAACAAGCCAGAGAAGCCATGACCCCAGGAGCATGGCACTACCCCAGGAACGGAGTCAGCATCCAAAACCTT

CAGAGGCTGGCACAACCCTACCTGAAAGCCGTCCCAAGACTCCTCAGATGCTGCCAACAACCCCATCCAGCAGTTCCTTCACCAAGAAG

GATGAAGCCCGCCCAGGAGCACAGTCACCGCCTGCAAACTTTAGAATCATCTCACCAACTGCGGCCCCTCCTGTTTCTTCTGATACTTT

CACCAACCGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTT

AACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGC

CATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAA--------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_007976591.2_PREDICTED:_Chlorocebus_sabaeus_pyrin_and_HIN_domain_family_member_1_(PYHI

N1)_transcript_variant_X2_mRNA 

ATGGCAAGTAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

CAACGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGCAACTCTTAAAAGAGAAAAGTTAAAAGTT

GTGAATAAAATTGAATCCATTCCAGTCAAAGGAACAACCCCATCTAAAATGAGGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATC

CACCACAAGCAACACACTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAGAAAACCATCTGAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATGTCCAAAGAGCAGACTCAGCCTTCCTGCTCTGCAAAAGCCAGCACGTCCACAGCCATGGGCTGTTCCCCACCT

CCCCAGACCTCATCATCAGCTCCACCCAACGCTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAA

TATTTTCCCAAAAGACCCAATGATCGTGATGGTACTAAGTGCAACAAAGATATTTAAATATGAATTCTCAGAAAATGAGCAAAGAGCAA

TGTTTCATGCTACAGTGGCTACGCAGACACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGA

ATCATCATTATATCAAATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAT

GTTTGAGGTTCCAAAGGACATCATCATAAGAGCAAAGAAAACTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTAT

ATGGATTATATATGCTACATACGAAAATTATAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAGTA

GGAAAAGGAGAATGCCACGATATCCCCTGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTC

AAAACTGATGTCAGAAATGCATAGTTTCATCCAGATACACAAAAATACAAGCCAGAGAAGCCATGACGCCAGGAGCTTGGCACTACCCC

AGGAACGGAGTCAGCATCCAAAACCTTCAGAGGCTGGCACAACCCTACCTGAAAGCCGTCCCAAGACTCCTCAGATGCCGCCAACAACC

CCATCCAGCAGTTTCTTCACCAAGAAGGATGAAGCTCGCCCAGGAGCACAGTCACCGCCTGCAAACTTTAGAATCATCTCACCAACTGC

GGCCCCTCCTGTTTCTTCTGATACTTTCACCAACCGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAG

TTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCT

TAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAA-----------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_019025055.1_PREDICTED:_Gorilla_gorilla_gorilla_pyrin_and_HIN_domain_family_member_1_(

PYHIN1)_transcript_variant_X2_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

TAATGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAGGAAAAGTTCCCAGGTGATG

CCGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTC

AAAGGAATAATCCCATCTAAAAAGACGAAACAGAAAGAAGTGTATCCTGCTACACCTGCATCCACCCCAAGCAACCGTCTCACAGCTAA

AGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAAAAAACCATCTGAAGAAGAGACTGGAACCAAAAGGAGTAAGATGTCCAAAGAGC

AGACTCGGCCTTCCTGCTCTGCAGGAGCCGGCATGTCCACAGCCATGGGCCGTTCCCCACCTCCCCAGACCTCATCATCAGCTCCACCC

AACACTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTGCCAGTAAAAATATTTTCCAAGAAGACCCAATGATCGT

GATGGTACTAAATGCAACAAAAATATTTAAATATGAATCCTCAGAAAATGAGCAAAGAAGAATGTTTCATGCTACAGTGGCTACGCAGA

CACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGAGGAAATTCATTAAAAAGAGAATCATCATTATATCAAATTATTCCAAA
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CGTAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAACGTTTGAGGTTCCAAAGGACATCATCAG

AAGAGCAAAGAAAATTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTATATGGATTATTTATGCTACATACGAAAA

TTGTAAATAGGAAGACGACAATCTATGAAATTCAGGATAAAACAGGAAGTATGGCTGTAGTAGGAAAAGGAGAATGCCACAATATCCCC

TGTGAAAAAGGAGATAAGCTTCGACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTCAAAACTGATGTCAGAAATGCATAGTTT

CATCCAGATACAGAAAAATACAAACCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCCAGGAACAGAGTCAGCATCCAAAACCTT

CAGAGGCCAGCACAACCCTACCTGAAAGGCATCTCAAGACTCCTCAGATGCCACCAACAACCCCATCCAGCAGTTCCTTCACCAAGAAG

GATGAAACCCACCCAGGAGCACAGTCATCTCCTGCAAACTTTAGAATCACCTCACCAACTGTGGCCCCTCCTCTTTCTTCTGATACTTC

CACCAACCGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTT

AACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGC

CATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAA--------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_011957173.1_PREDICTED:_Colobus_angolensis_palliatus_pyrin_and_HIN_domain_family_membe

r_1_(PYHIN1)_transcript_variant_X4_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAGGTCATCAATGATTATCATTTTAGAATTGTTCAGTCCTTACTGAG

CAACGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTC

AAAGGAACAATCCCATCTGAAACGAGGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATCCACCACAAGCAACACACTCACAGCTAA

AGGAGCAGAGGAGACTCTTGGACTTCAGAAAAGAAGAAAACCATCTGAAGAAGAGACTGGAACCAAAAGGAGTAAGATGTCCAAAGAGC

AGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCTCACCTCCCCAGACCTCATCATCAGCTCCACCC

AACACTTCCTCAACTAAGAGCCTGAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAATATTTTCCCAAAAGATCCAATAATCGT

GATGGTACTAAGTGCAACAAAGATATTTAAATATGAATTCTCAGAAAATGAGCAAAGAAGAATGTTTCATGCTACAGTGGCTACGCAGA

CACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGAATCATCATTATATCAAATTATTCTAAA

CATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAATGTTTCAGGTTCCAAGGGACATCATTAC

AAGAGCAAAGAAAACTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTATATGGATTATATATGCTACATACGAAAA

TTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAGTAGGAAAAGGAGAATGCCACGATATCCCC

TGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTCAAAGCTGATGTCAGAAATGCATAGTTT

CATCCAGATACACAAAAATACAAGCCAGAGAAGCCATGACTCCAGGGGCATGGCACTATCCCAGGAACGGAGTCAGCATCCAAAACCTT

CAGAGGCTGGCACAACCCTACCTGAAAGCCGTCCCAAGACTCCTCAGATGCCGCCAACAACCCCATCCAGCAGTTCCTTCACCAAGGTC

ACCAAGGACAAGGATATCAAACAAATATCATTCAATCTTTATGCCAGTGTGGAAATTTTGCCTGAAGTCCTCCACCTAAAAACCTGAGT

GGAAATTTTGCCTGAAGTCCTCCACCTAAAAACCTGAGTGGAAATTTTGCCTGAAGTCCTCCACCTAAAAACCTGAGTGGAAATTGTGG

AAATTTTGCCTGAAGTCCTCCACCTAAAAACCTGAGTGGAAATTTTGCCTGAAGTCCTCCACCTAAAAACCTGAGTGGAAATTTTGCCT

GAAGTCCTCCACCTAAAAACCTGAGTGGAAATT--------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_032154055.1_PREDICTED:_Hylobates_moloch_pyrin_and_HIN_domain_family_member_1_(PYHIN1)

_transcript_variant_X1_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTACCATTTTAGAATTGTTAAGTCCTTACTGAG

TAATGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACCTGATGGAGGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAGGTT

GTGAATAAAATTGAATCCATTCCAGTCAAAGGAATAACCCCATCTAAAAAGACAAAACAGAAAGAAGTGGATCCTGCTACACCTGCATC

CACCCCAAGCAACCGTCTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAAAAAACCATCTGAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATGTCCAAAGAGCAGACTCGGCCTTCCTGTTCTGCAGGAGCCGGCATGTCCACAGCCATGGGCCGTTCCCCACCT

CCCCAGACCTCATCATCAGCTCCACCCAACACTTCCTCAACTGAGAGCCTAAAACCATCGGCCAACTGTCAGGCAACCGCCAGTAAAAA

TATTTTCCGAGAAGACCAAATGATCGTGATGGTACTAAATGCAACAAAAATATTTAAATATGAATCCTCAGAAAATGAGCAAAGAAGAA

TGTTTCATGCTACAGTGGCTACGCAGACGCAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGA

ATCATCATTATATCAAATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAC
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GTTTGAGGTTCCAAAGGATATCATCAGTAGAGCAAAGAAAACTCCAAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTAT

ATGGATTATTCATGCTACATACGAAAATTGTAAATAGGAAGACGACAATCTATGAAATTCAGGATAAAACAGGAAGTATGGCTGTGGTA

GGAAAAGGAGAATGCCACAATATCCCCTGTGAAAAAGGAGATAAGCTTCGACTTTTCTGCTTTCGACTGAGAAAGAGAGAAAATATGTC

AAAACTGATGTCAGAAATGCATAGTTTCATCCAGATACAGAAAAATACAAACCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCC

AGGAACAGAGTCGGCATCCAAAACCTTCAGAGGCCGGCACAACCCTACCTGAAAGCCATCTCAAGACTCCTCAGATGCCACCAACAACC

CCATCCAGCAGTTCCTTCACCAAGAAGGATGAAGCCCACCCAGGAGCACAGTCATCACCTACAAACTTTAGAATCATCTCACCAACTGT

GGCCCCTCCTGTTTCTTCTGATACTTCCACCAACCGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAG

TTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCT

TAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAA-----------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_005541320.2_PREDICTED:_Macaca_fascicularis_pyrin_and_HIN_domain_family_member_1_(PYHI

N1)_transcript_variant_X2_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

CAATGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTT

GTGAATAAAATTGAATCCATTCCAGTCAAAGGAACAACCCCATCTAAAACGAGGAAACACAAAGAAGTGGATCCTGCTACACCTGCATC

CACCGCAAGCAACACACTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAGAAAACCATCTGAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATGTCCAAAGAGCAGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCCCACCT

CCCCAGACCTCATCATCAGCTCCACCCAACACTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAA

TATTTCCCCAAAAGACCCAATGATCGTGATGGTACTAAGTGCAACAAAGATATTTAAATATGAATTCTCAGAAAATGAGCAAAGAAGAA

TGTTTCATGCTACAGTGGCTACGCAGACACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAAAGA

ATCATCATTATATCAAATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAACCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAT

GTTTGAGGTTCCAAAGGACATCATCATAAGAGCAAAGAAAACTCCAAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTAT

ATGGATTATATATGCTACATACGAAAATTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAATA

GGAAAAGGAGAATGCCACGATATCCCCTGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTC

AAAACTGATGTCAGAAATGCATAGTTTCATCCAGATACACAAAAATACAAGCCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCC

AGGAACGGAGTCAGCATCCAAAACCTTCAGAGGCTGGCACAACCCTACCTGAAAGCCATCCCAAGACTCCTCAGATGCCGCCAACAACC

CCATCCAGCAGTTCCTTCACCAAGAAGGATGAAGCCCGCCCAGGAGCACAGTCACCGCCTGCAAACTTTAGAATCATCTCACCAACTGC

AGCCCCTCCTGTTTCTTCTGATACTTTCACCAACCGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAG

TTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCT

TAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAA-----------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_015112719.2_PREDICTED:_Macaca_mulatta_pyrin_and_HIN_domain_family_member_1_(PYHIN1)_t

ranscript_variant_X3_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

CAATGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTC

AAAGGAACAACCCCATCTAAAACGAGGAAACACAAAGAAGTGGATCCTGCTACACCTGCATCCACCGCAAGCAACACACTCACAGCTAA

AGGAGCAGAGGAGACTCTTGGAGCTCAGAAAAGAAGAAAACCATCTGAAGAAGAGACTGGAACCAAAAGGAGTAAGATGTCCAAAGAGC

AGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCCCACCTCCCCAGACCTCATCATCAGCTCCACCC

AACACTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAATATTTTCCCAAAAGACCCAATGATCGT

GATGGTACTAAGTGCAACAAAGATATTTACATATGAATTCTCAGAAAATGAGCAAAGAGGAATGTTTCATGCTACAGTGGCTACGCAGA

CACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAAAGGATCATCATTATATCAAATTATTCTAAA

CATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAATGTTTGAGGTTCCAAAGGACATCATCAT

AAGAGCAAAGAAAACTCCAAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTATATGGATTATATATGCTACATACGAAAA
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TTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAATAGGAAAAGGAGAATGCCACAATATCCCC

TGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTCAAAACTGATGTCAGAAATGCATAGTTT

CATCCAGATACACAAAAATACAAGCCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCCAGGAACGGAGTCAGCATCCAAAACCTT

CAGAGGCTGGCACAACCCTACCTGAAAGCCATCCCAAGACTCCTCAGATGCCGCCAACAACCCCATCCAGCAGTTCCTTCACCAAGAAA

GATGAAGCCCGCCCAGGAGCACAGTCACCGCCTGCAAACTTTAGAATCATCTCACCAACTGCAGCCCCTCCTGTTTCTTCTGATACTTT

CACCAACCGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTT

AACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGC

CATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAA--------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_011769980.1_PREDICTED:_Macaca_nemestrina_pyrin_and_HIN_domain_family_member_1_(PYHIN1

)_transcript_variant_X2_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

CAATGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTT

GTGAATAAAATTGAATCCATTCCAGTCAAAGGAACAACCCCATCTAAAACGAGGAAACACAAAGAAGTGGATCCTGCTACACCTGCATC

CACCGCAAGCAACACACTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAGAAAACCATCTGAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATGTCCAAAGAGCAGACTCAGCCTTCCTGCTCTACAGAAGCCAGCGTGTCCACAGCCATGGGCTGTTCCCCACCT

CCCCAGACCTCATCATCAGCTCCACCCAACACTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAA

TATTTTCCCAAAAGACCCAATGATCGTGATGGTACTAAGTGCAACAAAGATATTTAAATATGAATTCTCAGAAAATGAGCAAAGAAGAA

TGTTTCATGCTACAGTGGCTACGCAGACACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAAAGA

ATCATCATTATATCAAATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAACCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAT

GTTTGAGGTTCCAAAGGACATCATCATAAGAGCAAAGAAAACTCCAAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTAT

ATGGATTATATATGCTACATACGAAAATTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAATA

GGAAAAGGAGAATGCCACGATATCCCCTGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTC

AAAACTGATGTCAGAAATGCATAGTTTCATCCAGATACACAAAAATACAAGCCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCC

AGGAACGGAGTCAGCATCCAAAACCTTCAGAGGCTGGCACAACCCTACCTGAAAGCCGTCCCAAGACTCCTCAGACGCCGCCAACAACC

CCATCCAGCAGTTCCTTCACCAAGAAGGATGAAGCCCGCCCAGGAGCAACTTTAGAATCATCTCACCAACTGCGGCCCCTCCTGTTTCT

TCTGATACTTTCACCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAGC

AGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAG

CAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCA

GCAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATAA-------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_011978668.1_PREDICTED:_Mandrillus_leucophaeus_pyrin_and_HIN_domain_family_member_1_(P

YHIN1)_transcript_variant_X5_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAAGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

CAACGATTTACAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCCGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAGCACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTC

AAAGGAACAACCCCATCTAAAACGAGGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATCCACTGCAAGCAACAGACTTACAGCTAA

AGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAGAAAACCATCTGAAGAAGAGACTGGAACCAAAAGGAGTAAGATGTCCAAAGAGC

AGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCCCACCTCCCCAGACCTCATCATCAGCTCCACCC

AACGCTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAATATTTTCCCAAAAGACCCAATGATCGT

GATGGTACTAAGTGCAACAAAGATATTTAAATATGAATTCTCAGAAAATGAGCAAAGAAGAATGTTTCATGCTACAGTGGCTACGCAGA

CACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGAATCATCATTATATCAAATTATTCTAAA

CATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAATGTTTGAGGTTCCAAAGGACATCATCAT

AAGAGCAAAGAAAACTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTATATGGATTATATATGCTACATACGAAAA

TTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAGTAGGAAAAGGAGAATGCCATGATATCCCC
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TGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGTCTGAGAAAGAGGGAAAATATGTCAAAACTGATGTCAGAAATGCATAGTTT

CATCCAGATACACAAAAAAACAAGCCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCCAGGAACGGAGTCAGCATCCAAAACCTT

CAGAGGCTGGCACAACCCTACCTGAAAGCCGTCCCAAGACTCCTCAGATGCCGCCAACAACCCCATCCAGCAGTTCCTTCACCAAGGTC

ACCAAGGACAAGGATATCAAACAAATACCGTTCAATCTTTATTCCAGTGTGGAAATTTTGCCTGAAGTCCTCCACCTAAAAACCTGAGT

GGAAATTTTGCCTGAAGTCCTCCACCTAAAAACCTGAGTGGAAATTTTGCCTGAAGTCCTCCACCTAAAAACCTGAGTGGAAATTGTGG

AAATTTTGCCTGAAGTCCTCCACCTAAAAACCTGAGTGGAAATTTTGCCTGAAGTCCTCCACCTAAAAACCTGAGTGGAAATTTTGCCT

GAAGTCCTCCACCTAAAAACCTGAGTGGAAATT--------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_032260763.1_PREDICTED:_Sapajus_apella_pyrin_and_HIN_domain_family_member_1_(PYHIN1)_t

ranscript_variant_X3_mRNA 

ATGGCAAATAACTACAAGACAATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATGGTTAAGTCCTTACTGAG

CAGCGATTTAAAACTTAATCCAAAAATGAGAGACGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAGACTAATAGAAATCTTCAAAGAAATACCAACACTTGGCAACCTTGCTGAAACTCTTAAAAAAGAAAAGTTAAAAGTC

AAAGGAAAAACCCCATCTAAGAAGCAGCAGCAGAATGAAGTGGATCCTGGTACACCTGAATCCACTCCAAGCGACACTCTCACAGCTGA

AGGAGCAGAGGAGACTCCTGGAGCTCAGAAAAGAAAAAACTCATCTGAAGAAGAGACTGGAATCAAAAGGCGTAAGATGTCCAAGGAGC

AAACCCAGCCTCCCTGTCCTGCAGAAGCCAGCATGTCCACAGCCAGGAGCCATTCCCCACCTCCCCAGCCCTCATCATCAACTCCATCC

AACACTTCCTCAACTGAGGCACAAAGCCTAAGACCATTGGTCAGGCGTCAGGCAACTGCCAGAAAAAATATTTGCTCAAAAGACCCAAT

GATGGTGATGGTGCTAAATGCCACAAAGATATTTAAATATGAATCCTTAGAAAACGAGCGAAGAAGAATGTTTCATGCTACAGTGGTTA

CGCAGACAGAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGAGGAAATTCACTAAAAAGAGAATCATCATTATATCAAATTAT

TCTAAATATAATAGTCTCCTAGAGGTGAATGAAACCTCTTCTGTATTTGAAGCTGGTCCTGACCAAACGTTTCAGGTTCCAAAGGACAT

CATCAAAAGAGCAAGGAAAACTCCGAGGATCAATATTCTTCACAGACAAGCTTCAGGAGACATTGTATATGGATTATTTACGCTACATG

ACAAAAATATAAAGAGGAAGGTGACAATCTATGAAATTCTGGATAAAACAGGGAGAATGGATGTAGTAGGAAAAGGAGAATGTCACAAT

ATCCCCTGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGAGAAAGCGGAAAGATGTGTTACAACTGATGTCAGAAATGCA

TAGTTTCATCCGGGTGAGAAATAGAGACAGAAATATATGGAAGACAACAAAGCAGAGAAGCCATGACTCCAGCAGCATGGCACTATGCC

AGGAGCAGAGTCAGCTTCCAAAACCTTCAGAGGCTGGCACAACCTTCCCATTTCAACACGATCTCATCAAGACTCCTCAGGTGCCACCA

ACAACCCCGTCCAGCAGTTCCTTTACCAAGCCTGGAGAATTCTGGTTAACTGATGCAAACTACAAAACAGCAGAATTCTGTATCTGGAA

TTGTGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTC

CAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAA

AGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGATG

TGGATTTGAAAGAATCTTTCCAGCACAGTGATGTGGATTTGAAAGAATCTTTCCAGCACAGTGA-------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_030824154.1_PREDICTED:_Nomascus_leucogenys_pyrin_and_HIN_domain_family_member_1_(PYHI

N1)_transcript_variant_X1_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAGGGATTAGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

TAACGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACCTGATGGAGGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTAGGAGACCTTGCTGAAACTCTTAAAACAGAAAAGTTAAAGGTT

GTGAATAAAATTGAATCCATTCCAGTCAAAGGAATAACCCCATCTAAAAAGACGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATC

CACCCCAAGCAACCGTCTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAAAAAACCATCTGAAGAAGAGACGGGAG

CCAAAAGGAGTAAGATGTCTAAAGAGCAGACTCGGCCTTCCTGTTCTGCAGGAGCCGGCATGTCCACAGCCATGGGCCGTTCCCCACCT

CCCCAGACCTCATCATCAGCTCCACCCAACACTTCCTCAACTGAGAGCGTAAAACCATCGGCCAACCGTCAGGCAACTGCCAGTAAAAA

TATTTTCCGAGAAGACCCAGTGATCGTGATGGTACTAAATGCAACAAAAATATTTAAATATGAATCCTTAGAAAATGAGCAAAGAAGAA

TGTTTCATGCTACAGTGGCTACGCAGACGCAGTTCTTTCATGTGAAGGTTTTAAACATCAATTTGAAGGGGAAATTCATTAAAAAGAGA

ATCATCATTATATCAAATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAC

GTTTGAGGTTCCAAAGGATATCATCAGAAGAGCAAAGAAAACTCCAAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTAT

ATGGATTATTTATGCTACATACGAAAATTGTAAATAGGAAGACGACAATCTATGAAATTCAAGATAAAACAGGAAGTATGGCTGTAGTA

GGAAAAGGAGAATGCCACAATATCCCCTGTGAAAAAGGAGATAAGCTTCGACTTTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTC
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AAAATTGATGTCAGAAATGCATAGTTTCATCCAGATACAGAAAAATACAAACCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCC

AGCAACAGAGTCAGCATCCAAAACCTTCAGAGGCTGGCACAACCCTACCTGAAAGCCGTCTCAAGACTCCTCAGATGCCACCAACAACC

CCATCCAGCAGTTCCTTCACCAAGAAGGATGAAGCCCACGCAGGAGCACAGTCATCGCCTACAAACTTTAGAATCATCTCACCAACTGT

GGCCCCTCCTGTTTCTTCTGATACTTCCACCAACCGCCATCCAGAAGTTCCTTAACGCCATCCAGAAGTTCCTTAACGCCATCCAGAAG

TTCCTTAACGCCATCCAGAAGTTCCTTAACGCCATCCAGAAGTTCCTTAACGCCATCCAGAAGTTCCTTAACGCCATCCAGAAGTTCCT

TAACGCCATCCAGAAGTTCCTTAACGCCATCCAGAAGTTCCTTAACGCCATCCAGAAGTTCCTTAA-----------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_008974466.2_PREDICTED:_Pan_paniscus_pyrin_and_HIN_domain_family_member_1_(PYHIN1)_tra

nscript_variant_X1_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

TAACGATTTAAAACTTAATTCAACAAGGAGAGATGAATATGACAAAATTCAGATTGCCAACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTCAAAAGTT

GCGAATAAAATTGAATCCATTCCAGTCAAAGGAATAATCCCATCTAAAAAGACGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATC

CACCCCAAGCAACCGTCTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAAAAAACCATCTGAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATGTCCAAAGAGCAGACTCGGCCTTCCTGCTCTGCAGGAGCCAGCACGTCCACAGCCATGGGCCGTTCCCCACCT

CCCCAGACCTCATCATCAGCTCCACCCAACACTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTGCCAGTAAAAA

TATTTTCCGAGAAGACCCAATAATCGCGATGGTACTAAATGCAACAAAAATATTTAAATATGAATCCTCAGAAAATGAGCAAAGAAGAA

TGTTTCATGCTACAGTGGCTACGCAGACACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGAGGAAATTCATTAAAAAGAGA

ATCATCATTATATCAAATTATTCCAAACGTAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAC

GTTTGAGGTTCCAAAGGACATCATCAGAAGAGCAAAGAAAATTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTAT

ATGGATTATTTATGCTACATATGAAAATTGTAAATAGGAAGACGACAATCTATGAAATTCAGGATAAAACAGGAAGTATGGCTGTAGTA

GGAAAAGGAGAATGCCACAATATCCCCTGTGAAAAAGGAGATAAGCTTCGACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTC

AAAACTGATGTCAGAAATGCATAGTTTCATCCAGATACAGAAAAATACAAACCAGAGAAGTCATGACTCCAGGAGCATGGCACTACCCC

AGGAACAGAGTCAGCATCCAAAACCTTCAGAGGCCAGCACAACCCTACCTGAAAGCCATCTCAAGACTCCTCAGATGCCACCAACAACC

CCATCCAGCAGTTCCTTCACCAAGAAGGATGAAACCCACCCAGGAGCACAGTCATCGCCTGCAAACTTTAGAATCACCTCACCAACTGT

GGCCCCTCCTCTTTCTTCTGATACTTCCACCAACCGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAG

TTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCT

TAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAA-----------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_031654297.1_PREDICTED:_Papio_anubis_pyrin_and_HIN_domain_family_member_1_(PYHIN1)_tra

nscript_variant_X8_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

CAACGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGCAACTCTTAAAAGAGAAAAGTTAAAAGTC

AAAGGAACAACCCCATCTAAAACGAGGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATCCACCACAGGCAACACACTCACAGCTAA

AGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAGAAAACCATCTGAAGAAGAGACCGGAACCAAAAGGAGTAAGATGTCCAAAGAGC

AGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCCCACGTCCCCAGACCTCATCATCAGCTCCACCC

AACGCTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAATATTTTCCCAAAAGACCCAATGATCGT

GATGGTACTAAATGCAACAAAGATATTTAAATATGAATTCTCAGAAAATGAGCAAAGAAGAATGTTTCATGCTACAGTGGCTACGCAGA

CACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGAATCATCATTATATCAAATTATTCTAAA

CATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAATGTTTGAGGTTCCAAAGGACATCATCAT

AAGAGCAAAGAAAACTCCAAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTATATGGATTATATATGCTACATACGAAAA

TTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAGTAGGAAAAGGAGAATGCCATGATATCCCC

TGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGTCTGAGAAAGAGGGAAAATATGTCAAAACTGATGTCAGAAATGCACAGTTT

CATCCAGATACACAAAAGTACAAGCCAGAGAAGCCATGACCCCAGGAGCATGGCACTACCCCAGGAACGGAGTCAGCATCCAAAACCTT
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CAGAGGCTGGCACAACCCTACCTGAAAGCCGTCCCAAGACTCCTCAGATGCCGCCAACAACCCCATCCAGCAGTTCCTTCACCAAGGCC

TATGGATCAGATGCCTGTATCTTCAGTGAATGGGCAGGCAACTTGAAGCTAAGAAGGATGAAGCCCACCCAGGAGCACAGTCACTGCCT

GCAAACTTTAGAATCATCTCACCAACTGCGGCCCCTCCTGTTTCTTCTGATACTTTCACCAACCGCCATCCAGCAGTTCCTTAAATAAC

CAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATAA

CCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATA

ACCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAATAACCAACCGCCATCCAGCAGTTCCTTAAAT

AA---------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_525227.6_PREDICTED:_Pan_troglodytes_pyrin_and_HIN_domain_family_member_1_(PYHIN1)_tra

nscript_variant_X3_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTGAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

TAACGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAGGAAAAGTTCCCAGGTGATG

CCGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTC

AAAGGAATAATCCCATCTAAAAAGACGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATCCACCCCAAGCAACCGTCTCACAGCTAA

AGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAAAAAACCATCTGAAGAAGAGACTGGAACCAAAAGGAGTAAGATGTCCAAAGAGC

AGACTCGGCCTTCCTGCTCTGCAGGAGCCAGCACGTCCACAGCCATGGGCCGTTCCCCACCTCCCCAGACCTCATCATCAGCTCCACCC

AACACTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTGCCAGTAAAAATATTTTCCGAGAAGACCCAATAATAGC

GATGGTACTAAATGCAACAAAAATATTTAAATATGAATCCTCAGAAAATGAGCAAAGAAGAATGTTTCATGCTACAGTGGCTACGCAGA

CACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGAGGAAATTCATTAAAAAGAGAATCATCATTATATCAAATTATTCCAAA

CGTAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAACGTTTGAGGTTCCAAAGGACATCATCAG

AAGAGCAAAGAAAATTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTATATGGATTATTTATGCTACATATGAAAA

TTGTAAATAGGAAGACGACAATCTATGAAATTCAGGATAAAACAGGAAGTATGGCTGTAGTAGGAAAAGGAGAATGCCACAATATCCCC

TGTGAAAAAGGAGATAAGCTTCGACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTCAAAACTGATGTCAGAAATGCATAGTTT

CATCCAGATACAGAAAAATACAAACCAGAGAAGTCATGACTCCAGGAGCATGGCACTACCCCAGGAACAGAGTCAGCATCCAAAACCTT

CAGAGGCCAGCACAACCCTACCTGAAAGCCATCTCAAGACTCCTCAGATGCCACCAACAACCCCATCCAGCAGTTCCTTCACCAAGAAG

GATGAAACCCACCCAGGAGCACAGTCATCGCCTGCAAACTTTAGAATCACCTCACCAACTGTGGCCCCGCCTCTTTCTTCTGATACTTC

CACCAACCGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTT

AACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGC

CATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAA--------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_023214173.2_PREDICTED:_Piliocolobus_tephrosceles_pyrin_and_HIN_domain-

containing_protein_1_(LOC111543843)_transcript_variant_X7_mRNA 

ATGGAATCCATTCCAGTCAAAGGAACAACCCCATCTAAAACGAGGAAACAGAAAGAAGTAGATCCTGCTACACCTGCATCCACCACAAG

CAACACACTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACTTCAGAAAAGAAGAAAACCATCTGAAGAAGAGACTGGAACCAAGAGGA

GTAAGATGTCCAAAGAGCAGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCCCACCTCCCCAGACC

TCATCATCAGCTCCACCCAACACTTCCTCAACTAAGAGCCTGAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAATATTTTCCC

AAAAGACCCAATGATCGTGATGGTACTAAGTGCAACAAAGATATTTAAATATGAATTCTCAGAAAATGAGCAAAGAAGAATGTTTCATG

CTACAGTGGCTACGCAGACACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGAATCATCATT

ATATCACATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAATGTTTGAGGT

TCCAAAGGACATCATCATAAGAGCAAAGAAAACTCCGAAGATCAATATTCTTCGCCAACAAACTTCGGGATATATTGTATATGGATTAT

ATATGCTACATACGAAAACTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAGTAGGAAAAGGA

GAATGCCACGATATCCCCTGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTCAAAACTGAT

GTCAGAAATGCATAGTTTCATCCAGATACACAAAAATACAAGCCAGAGAAGCCATGACTCCAGGGGTATGGCACTACCCCAGGAACGGA

GTCAGCATCCAAAACCTTCAGACGCTGGCACAACCCTACCTGAAAACCGTCCCAAGACTCCTCAGATGCCGCCAACAACCCCATCCAGC

AGTTCCTTCACCAAGAAGGATGAAGCCCGCCCAGGAGCACAGTCACCGCCTGCAAACTTTAGAATCATCTCACCAACTGTGGCCCCTCC

TGTTTCTTCTGATACTTTCACCAACCGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAAC

GCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCAT
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CCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAA--------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_003775530.3_PREDICTED:_Pongo_abelii_pyrin_and_HIN_domain_family_member_1_(PYHIN1)_tra

nscript_variant_X2_mRNA 

ATGGCAAATGACTACAAGAAAATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

TAATGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTAATGGAGGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGATCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTT

GTGAATAAAATTGAATTCATTCCAGTCAAAGGAATAACCCCATCTAAAAAGACGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATC

CACCCCAAGCAACTGTCTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAAAAAACCATCTGAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATGTCCAAAGAGCAGACTCAGCCTTCCTGCTCTGCAGGAGCCAGCATGTCCACAGCCATGGGCCATTCCCCACCT

CCCCAGACTTCATCATCAGCTCTACCCAACACTTCCTCAACTGAGAGCCTAAAACCACTGGCCAACCATCAGGCAACTGCTAGTAAAAA

TATTTTCCGAGAAGACTCAATGATTGTGATGGTACTAAATGCAACAAAAATATTTAAATATGAATCCTCAGAAAATGAGCAAAGAAGAA

TGTTTCATGCTACAGTGGCTACACAGACACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGAGGAAATTCATTAAAAAGAGA

ATCATCATTATATCAAATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAA

GCTTGAGGTTCCAAAGGACACCATCAGAAGAGCAAAGAGAACTCCAAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTAT

ATGGATTATTTACGCTACATACGAAAATTGTAAATAGGAAGACGACAATCTATGAAATTCAGGATAAAACAGGAAGCATGGCTGTAGTA

GGAAAAGGAGAATGCCACAATATCCCCTGTGAAAAAGGAGATAAGCTTCGACTCTTCTGCTTTCGACTGAGAAAGAGAGAAAATATGTC

AAAACTGATGTCAGAAATGCATAGTTTCATCCAGATACAGAAAAATACAAACCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCC

AGAAACAGAGTCAGCATCCAAAACCTTCAGAGGCCAGCAAAACCCTACCTGAAAGCCATCTCAAGACTCCTCAGATGCCAACAACAACC

CCATCCAGCAGTTCCTTCACCAAGGTCACCAAGGACAAGGATATCAAATAA--------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_017875526.1_PREDICTED:_Rhinopithecus_bieti_pyrin_and_HIN_domain_family_member_1_(PYHI

N1)_transcript_variant_X3_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAGGTCATCAATGATTATCATTTTAGAATTGTTAAATCCTTACTGAG

CAACGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTT

GTGAATAAAATGGAATCCATTCCAGTCAAAGGAACAACCCCATCTAAAACGAGGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATC

CACCACAAGCAACACACTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACTTCAGAAAAGAAGAAAACCATCTAAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATGTCCAAAGAGCAGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCCCACCT

CCCCAGACCTCATCATCAGCTCCACCCAACACTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAA

TATTTTCCCAAAAGACCCAATGATCGTGATGGTACTAAGTGCAACAAAGATATTTAAATATGAATTCTCAGAAAACGAGCAAAGAAGAA

TGTTTCATGCTACAGTGGCTACGCAGACACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGA

ATCATCATTATATCAAATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAT

GTTTGAGGTTCCAAAGGACATCATCATAAGAGCAAAGAAAACTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTAT

ATGGATTATATATGCTACATACGAAAATTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAGTA

GGAAAAGGAGAATGCCACGATATCCCCTGTGGAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGCGAAAGAGGGAAAATAAGTC

AAAACTGATGTCAGAAATGCATAGTTTCATCCAGATACACAGAAATACAAGCCAGAGAAGCCATGACTCCAGGGGCATGGCACTACCCC

AGGAACGGAGTCAGCATCCAAAACCTTCAGAGGCTGGCACAACCCTACCTGAAAGCCGTCCCAAGACTCCTCAGATGCCGCCAACAACC

CCATCCAGCAGTTCCTTCACCAAGATACAATTTCCTGGGTCCCATGCCTCATATCTCCCAAACATAAATTACAGGGATCATTAGACTGT
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TAAAAGAGTTTCTCTTCCACAATCTCTTGATAAAATTAAATCACCCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATCACA

GTCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATCACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATC

ACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATCACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTACCAC

ATCACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATCACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTAC

CACATCACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATCACAGT--------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_030937112.1_PREDICTED:_Rhinopithecus_roxellana_pyrin_and_HIN_domain_family_member_1_(

PYHIN1)_transcript_variant_X4_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAGGTCATCAATGATTATCATTTTAGAATTGTTAAATCCTTACTGAG

CAACGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTT

GTGAATAAAATGGAATCCATTCCAGTCAAAGGAACAACCCCATCTAAAACGAGGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATC

CACCACAAGCAACACACTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACTTCAGAAAAGAAGAAAACCATCTAAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATGTCCAAAGAGCAGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCCCACCT

CCCCAGACCTCATCATCAGCTCCACCCAACACTTCCTCAACTGAGAGCCTAAACCCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAA

TATTTTCCCAAAAGACCCAATGATCGTGATGGTACTAAGTGCAACAAAGATATTTAAATATGAATTCTCAGAAAACGAGCAAAGAAGAA

TGTTTCATGCTAAAGTGGCTACGCAGACACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGA

ATCATCATTATATCAAATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAT

GTTTGAGGTTCCAAAGGACATCATCATAAGAGCAAAGAAAACTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTAT

ATGGATTATATATGCTACATACGAAAATTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAGTA

GGAAAAGGAGAATGCCACGATATCCCCTGTGGAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGCGAAAGAGGGAAAATAAGTC

AAAACTGATGTCAGAAATGCATAGTTTCATCCAGATACACAGAAATACAAGCCAGAGAAGCCATGACTCCAGGGGCATGGCACTACCCC

AGGAACGGAGTCAGCATCCAAAACCTTCAGAGGCTGGCACAACCCTACCTGAAAGCCGTCCCAAGACTCCTCAGATGCCGCCAACAACC

CCATCCAGCAGTTCCTTCACCAAGATACAATTTCCTGGGTCCCATGCCTCATATCTCCCAAACATAAATTACAGGGATCATTAGACTGT

TAAAAGAGTTTCTCTTCCACAATCTCTTGATAAAATTAAATCACCCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATCACA

GTCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATCACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATC

ACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATCACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTACCAC

ATCACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATCACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTAC

CACATCACAGTCATGTGTTTACTGAATGCATACAGTGAGATACTACCACATCACAGT--------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_025383473.1_PREDICTED:_Theropithecus_gelada_pyrin_and_HIN_domain_family_member_1_(PYH

IN1)_transcript_variant_X4_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

CAACGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGCAACTCTTAAAAGAGAAAAGTTAAAAGTC

AAAGGAACAACCCCATCTAAAACGAGGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATCCACTGCAAGCAACAGACTCACAGCTAA

AGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAGAAAACCATCTGAAGAAGAGACTGGAACCAAAAGGAGTAAGATGTCCAAAGAGC

AGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCCCACCTCCCCAGACCTCATCATCAGCTCCACCC

AACACTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAATACTTTCCCAAAAGACCCAATGATCGT

GATGGTACTAAATGCAACAAAGATATTTAAATATGAATTCTCAGAAAATGAGCAAAGAAGAATGTTTCATGCTACAGTGGCTACGCAGA

CGCAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGAGTCATCATTATATCAAATTATTCTAAA

CATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAATGTTTGAGGTTCCAAAGGACATCATCAT

AAGAGCAAAGAAAACTCCAAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTATATGGATTATATATGCTACATACGAAAA

ATGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAGTAGGAAAAGGAGAATGCCATGATATCCCC

TGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGTCTGAGAAAGAGGGAAAATATGTCAAAACTGATGTCAGAAATGCATAGTTT

CATCCAGATACACAAAAAAACAAGCCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCCAGGAACGGAGTCAGCATCCGAAACCTT

CAGAGGCTGGCACAACCCTACCTGAAAGCCGTCCCAAGACTCCTCAGATGCCGCCAACAACCCCATCCAGCAGTTCCTTCACCAAGGTC

ACCAAGGACAAGGATATCAAACAAATACCGTTCAATCTTTATTCCAGTGTGGAAATTTTGCCTGAAGTCCTCCACGTGGAAATTTTGCC

TGAAGTCCTCCACGTGGAAATTTTGCCTGAAGTCCTCCACGTGGAAATTTTGCCTGAAGTCCTCCACGTGGAAATTTTGCCTGAAGTCC
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TCCACGTGGAAATTTTGCCTGAAGTCCTCCACGTGGAAATTTTGCCTGAAGTCCTCCACGTGGAAATTTTGCCTGAAGTCCTCCACGTG

GAAATTTTGCCTGAAGTCCTCCACGTGGAAATTTTGCCTGAAGTCCTCCAC--------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_033196879.1_PREDICTED:_Trachypithecus_francoisi_pyrin_and_HIN_domain_family_member_1_

(PYHIN1)_mRNA 

ATGGCAAATAACTACAAGAAAATTGTTCTACTAAAAGGATTGGAGGTCATCAATGATTATCATTTTAGAATTGTTAAATCCTTACTGAG

CAACGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGACCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTT

GTGAATAAAATGGAATCCATTCCAGTCAAAGGAACAACCCCATCTAAAACGAGGAAACAGAAAGGCGTGGATCCTGCTACACCTGCATC

CACCACAAGCAACACACTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACTTCAGAAAAGAAGAAAACCATCTAAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATGTCCAAAGAGCAGACTCAGCCTTCCTGCTCTGCAGAAGCCAGCATGTCCACAGCCATGGGCTGTTCCCCACCT

CCCCAGACCTCATCATCAGCTCCACCCAACACTTCCTCAACTGAGAGCCTAAAACCATTGGCCAACCGTCAGGCAACTCCCAGTAAAAA

TATTTTCCCAAAAGACCCAATGATCGTGATGGTACTAAGTGCAACAAAGATATTTAAATATGAATTCTCAGAAAATGAGCAAAGAAGAA

TGTTTCATGCTACAGTGGCTACGCAGACACAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGGGGAAATTCATTAAAAAGAGA

ATCATCATTATATCAAATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAT

GTTTGAGGTTCCAAAGGACATCATCATAAGAGCAAAGAAAACTCCGAAGATCAATATTCTTCACAAACAAACTTCAGGATATATTGTAT

ATGGATTATATATGCTACATACGAAAATTGTAAATAGGAAGACAACAATCTATGAAATTCAGGATAAAACAGGAAGTATGACTGTAGTA

GGAAAAGGAGAATGCCACAATATCCCCTGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGCGAAAGAGGGAAAATAAGTC

AAAACTGATGTCAGAAATGCATAGTTTCATCCAGATACACAGAAATACAAGCCAGAGAAGCCATGACTCCAGGGGCATGGCACTACCCC

AGGAACGGAGTCAGCATCCAAAACCTTCAGAGGCTGGCACAACCCTACCTGAAAGCCATCCCAAGACTCCTCAGATGCCACCAACAACC

CCATCCAGCAGTTCCTTCACCAAGAAGGATGAAGCCCGCCCAGGAGCACAGTCACTGCCTGCAAACTTTAGAATCATCTCACCAACTGT

GGCCCCTCCTGTTTCTTCTGATACTTTCACCAATCGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAG

TTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCT

TAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAACGCCATCCAGCAGTTCCTTAA-----------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_012659444.1_PREDICTED:_Propithecus_coquereli_pyrin_and_HIN_domain-

containing_protein_1-like_(LOC105822461)_partial_mRNA 

ATGAGAAATCAACGCGGGAAGATTATTCTACTTAAAGTATTAGATGAAATCAACGTTGAACAGTTTAAAAGGATTAAGTTCTTACTGTC

CGATACTTTAAAGCTGAATGAAAAAATGCAAGAAGAGTATGACGAAGTTAAGATTGCTAACTTGATGGTAAAAAAGTTCCCACGTGATG

CCGGTGTGGACAAACTTATACACCTCTGCAAAGATATACCAGCATTCCAAGGACTTGTTAAAACTCTTAAAGAGGAAAAGTCAAAAGTT

GCAAAAAAAGTTAAATCCACACCAGAAAAAGGAACAACCCCCTCAAAAAAGAGCAAGCAGAAAGAAGACAGTCCTTCTACACCTGCCCC

TTCCACAAGCAAAGTTTTCACACATGAAGGAGCAAAGGTGACTCCTGGACCTCAGAAAAGAAAAAACACAGCCAAAGAAAAGGATGGGA

CCAAAAGGAGTAAGGTGTCGGAGAAGCAGACTCAGCCTCCCTGTCCTGCAGGAGCCGACACGTCCACAGCCATGTGCCAACCCCCACCA

CCCCAGACCTCATCGGCTCCATTCAACGCTTCCCTAGCTGAGAACCCAAAACCACCGGCCAAGTCTCAGGTCACCCCTAGAAAACCTAA

TCTCCAAAAGGGCCCGATGGTGGTGATGGTACTGAATGCAGCAGATCCGTTTGCATATGAGTCCTCAGAAAAGGAGACCAAAAAAATGT

TTCATGCTACAGTGGCTACGGAGAAACAGTTCTTTCATATGAAGGTTTTAAACATCAACTTGAAGAAAATATTCACCAGAAAGAGAATC

ATTACCATATCAGATTATTTTGAATATGACCATCTCCTGGAGGTGAATGAAGCCTCCTCTGTATCTGAAGCTGGTCCTGACCAAAAGAT

TGAGGTTCCAAACAACATCATAAACACAGCAAAGAAAACCCTGCCGATTCATATTCTTCAAAGACAAGCTTCTGGAACTATTGTATATG

GATTATATACACTATGTAAGAAAACAGTAAATAAGAACAACACAATCTATGAAATTCAGTATAATGAAGAAAAAATGGAAGTAGTGGGG

AAAGGAAAATGTCACGATATTCCCTGTGAAGAAGGAGATAAACTTCAACTATTCTGCTTTCGACTGAGAAAAAATAACGGGATATCAAA

GCTGATTTCTGAAATACATAGTTTTATTCAGGTAAAGACAAAAGCAAACCAGAAAAAATCTGATTTGAAGACCACGAAACCTTCCAAGG

AACAGAGCGAGGCTCCAAAACATTCAGAGGCCGGTGCACCCCTGACTCAGAGCCATCCCCAGACTCCTCAGATGCCTCCAGCAGCCCCA

TTCAGCACTTTCTTACTTGAGAAGGGAGAAGATGTCCCAGGAGCAGAAACATCATCATCAAGCGTCAGAGGCAGCACACCAACTGTACA

CTGTGCTTATGGTTACATGCTATATCCAGCATTACCGTACACCAGTTTCTTAAACGAGGTACCACCTTCCTGTTGCGACTGTTTTTGCT

CACCAATGTCTTTAGACATGACAGATGAATGCTATAAAATTGTTCTACTTAAAGTATTAGAGGACACCAGTGATTATCAGTTTAAAATG
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GTGAAGTTCTTACTGGCCAGTACGTTAAACCTGAGTAACAAAATGCAAGAAAAATATGACAAAGTTCAGATTGCTAACTTGATGGTTGA

CAAGTTCCCACGTGACGCCGGTGTGGACAAACTTATGCAACTCTGCAAAGATATACCAGCACTGCAACCCATTGCAAAAACTCTTAATA

ATGAAAAGTCAAAAGTTGTGAATTTGCGACTGTTTTTGCTCACCAATGTCTTTAGACATGACAGATGAATGCTATAAAATTGTTCTACT

TAAAGTATTAGAGGACACCAGTGATTATCAGTTTAAAATGGTGAAGTTCTTACTGGCCAGTACGTTAAACCTGAGTAACAAAATGCAAG

AAAAATATGACAAAGTTCAGATTGCTAACTTGATGGTTGACAAGTTCCCACGTGACGCCGGTGTGGACAAACTTATGCAACTCTGCAAA

GATATACCAGCACTGCAACCCATTGCAAAAACTCTTAATAATGAAAAGTCAAAAGTTGTGAA---------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_012752382.2_PREDICTED:_Microcebus_murinus_pyrin_and_HIN_domain-containing_protein_1-

like_(LOC105864482)_transcript_variant_X2_mRNA 

ATGGGAAATCAACGCGGGAAGATTATTCTACTTAAAGTATTAGACGAACTCGACGTTGATCAGTTTAAAATGATTAAGTTCTTACTGTC

CGACATCATCAAGCTGAGTGATAAAATGCAAGAAGAATATGACAAAGTAAAGATTGCTAACTTGATGGTAAAAAGGTTCCCCCGTGACG

CCGGTGTGGACAAACTTATACAACTCTGCAAAGATATACCAGCATTCCAAGGACTTGTTGAAACTCTTAAAGAGTCGAAAGTTGCAAAA

AAAGTTAAGTCCACACCAGAAAAAGGAACAACCCCCTCAAAAAAGAGCAAGCAAAAAGAAGAGGGTCCTTCTACACTTGCGCCCTTCAC

AGGCACATGTGGAGCAGAGGTGACCCCTGGACCTCAGAAAAGAAAAAGCACAGCCAAAGGAAAGGATGGGACCAAAAGGAGTAAGGTGT

CGAAGGAGCAACCTCAGTCTCCGTGTCCTGTAGGAGCCAGTGTGTCCACAGCCATGGGACCTCCCCAGACCTCATCAGCTCCATCCAAC

ACTTTCCCACCTAAGAACCCAAAACCACAGGCCAACTCTGGGGTAACCGCCAGAAGACCTGAGCTCCGAAAGGGCCCGACGGTGGTGAT

GGTGCTGAGTGCAGCGGACCCGTTTGCATATGAGTCCTCAGAAAAGGAGATAAAAAAAATGTTTCATGCCACAGTGGCTACAGAGAAAC

AGTTCTTTCATATGAAAGTTTTCAACATCAAATTGAAGAGAATATTCACCAGAAATAGAATTATCATTTTGTCAGATTATTTTGAATCT

GACCATCTCCTAGAGGTGAATGAAGCCTCCTCTGTATCTGAAGCTGGTCCTGACCAAAAGATTGAGGTCCCAAACAACATCAAAAAAAG

AGCAAAGGAAACCCTGCCTATTGGTATTATTAAAAGGCAAGCTTCTGGAACTATTGTATATGGATTATTTACACTACATAAGAAAACAG

TAGATAAGAACAACACAATCTATAAAATTAAGGAAGATGAAGAAGAAATGGAAGTGGTGGGGAAAGGAAAATGTCACAATATTCACTGT

GAAGAAGGAGATAAACTTCAACTCTTCTGCTTTCGACTGAGAAAGAAGAACGATACATCAAAACTGATTTCTGAAATACATAGTTTTAT

TCAGGTAAAGCCAAAAGCAAACCAGACAAAATTTGATTTGAAGACCATGAAACCTTTCGAGGAGCAGAGCGAGGCTCCAAAACATTCAG

AGGCTCGCACAACCCTGACTCACAGCCAACCCTGGTCTCCTCAGATGCCTCCAGCAGCCCCATCCAGAACTTTCGTATGTGAGGCAAAG

CCAAAAGCAAACCAGAGAAAATCTGATTCAGAGACCATGAAACTTTTTAAGGAGCAGAGCGAGACTCCAAAATATTCAGAGACCGGCAC

AACCCCGACTCAGAGCTATCCCTGGTCTCCTCAGATGCCTCCAGCAGCCCCATCCAGCACTTTCGTATTTAAGAAGGAAGAAGCCGTCC

CAGGAGCAGAAACATCCTCTGCAAGCTTCAGAGGCAGTACAGCAACTGCACCCCGTGACTCAGAGCTATCCCTGGTCTCCTCAGATGCC

TCCAGCAGCCCCATCCAGCACTTTCGTATTTAAGAAGGAAGAAGCCGTCCCAGGAGCAGAAACATCCTCTGCAAGCTTCAGAGGCAGTA

CAGCAACTGCACCCCGT------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_024243948.1_PREDICTED:_Pongo_abelii_pyrin_and_HIN_domain-containing_protein_1-

like_(LOC100444957)_mRNA 

ATGGCAAATGACTACAAGAAAATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTTAGAATTGTTAAGTCCTTACTGAG

TAATGATTTAAAACTTAATCCAAAAATGAAAGAAGAGTATGACAAAATTCAGATTGCTGACTTAATGGAGGAAAAGTTCCCAGGTGATG

CTGGTTTGGGCAAACTAATAGAATTCTTCAAAGAAATACCAACACTGGGAGATCTTGCTGAAACTCTTAAAAGAGAAAAGTTAAAAGTT

GTGAATAAAATTGAATCCATTCCAGTCAAAGGAATAACCCCATCTAAAAAGATGAAACAGAAAGAAGTGGATCCTGCTACACCTGCATC

CACCCCAAGCAACCGTCTCACAGCTAAAGGAGCAGAGGAGACTCTTGGACCTCAGAAAAGAAAAAAACCATCTGAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATATCCAAAGAGCAGACTCAGCCTTCCTGCTCTGCAGGAGCCAGCATGTCCACAGCCATGGGCCGTTCCCCACCT

CCCCAGACCTCATCATCAGCTCCACCCAACACTTCCTCAACTGAGAGCCTAAAACCTTTGGCCAACCATTAGGCAACTGCCAGTAAAAA

TATTTTCCGAGAAGACCCAATGATCGTGATGGTACTAAATGCAACAAAAATATTTAAATATGAATCCTCAGAAAATGAGCAAAGAAGAA

TGTTTCATGCTACAGTGGCTACACAGACACAGTTCTTTCATGTGAAGTTTTTAAACATCAACTTGAAGAGGAAATTCATTAAAAAGAGA

ATCATCATTATATCAAATTATTCTAAACATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATCTGAAGCTGGTCCTGACCAAAA

GCTTGAGGTTCCAAAGGACACCATCAGAAGAGCAAAGAAAACTCCAAAGATCAATATTCTTCACAAACAAACCTCAGGATATATTGTAT

ATGGATTATTTACGCTACATACGAAAATTGTAAATAGGAAGACGACAATCTATGAAATTCAGGATAAAACAGGAAGCATGGCTGTAGTA

GGAAAAGGAGAATGCCACAATATCCCCTGTGAAAAAGGAGATAAGCTTCGACTCTTCTGCTTTCGACTGAGAAAGAGGGAAAATATGTC

AAAACTGATGTCAGAAATGCATAGTTTCATCCAGATACAGAAAAATACAAACCAGAGAAGCCATGACTCCAGGAGCATGGCACTACCCC

AGGAACAGAGTCAGCATCCAAAACCTTCAGAGGCCAGCAAAACCCTACCTGAAAGCCATCTCAAGACTCCTCAGATGCCACCAACAACC

CCATCCAGCAGTTCCTTCACCAAGACTGCAAAACAGCAGAATTCTACATCTGGAATTGTGGATTTGAAAGAATCCTTCTAGTTCTAGTT

CTAGTTCTAGTTCTAGTTCTAGTTCTAGTTCTAGTTCTAGTTCTAG-------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------
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-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

------------------------ 

>XM_039460078.1_PREDICTED:_Saimiri_boliviensis_boliviensis_pyrin_and_HIN_domain-

containing_protein_1-like_(LOC101044662)_mRNA 

ATGGCAAACAGCTACAAGACAATTGTTCTACTAAAAGGATTAGAGGTCATCAATGATTATCATTTCAGAATGGTTAAGTCCTTACTGAG

CAACGATTTAAAACTTAATTCAAAAATGAGAGACGAATATGACAAAATTCAGATTGCTGACTTGATGGAAGAAAAATTCCCAGGTGATG

CTGGTTTGGGCAGACTAATAGAAATCTTCAAAGAAATACCAACACTTGGCAACCTTGCTGAAACTCTTAAAAAAGAAAAGCTAAAAGCT

GTGAATAAAGTTGAATCTTTTTCAGTCAAAGGAAAAACCCCATCTAAGAAGCAGCAGCAGAATGAAGTGGATCCTGCTACACCTGAATC

CACTCCAAGCAACATTCTCACAGCTGAAGGAGCAGAGGAGACTCCTGGAGCTCAGAAAAGAAAAAACTCATCTGAAGAAGAGACTGGAA

CCAAAAGGAGTAAGATGGCCAAGGAGCAGACTCAGCCTCCCTGTCCCACAGAAGCCGGCATGTCCACAGCCAGGAGCCATTCCCCACCT

CCCCAGCCCTCATCATCAACTCCATCCAACACTTCCTCAGCACAAAGCCTAAGACCATTGGTCAGGCGTCAGGCAACTGCCAGAAAAAA

TATTTGCCCAAAAGACCCAATGATGGTGATGGTACTAAATGCAACAAAGATATTTAAATATGAATCCTCACAAAACAAGCGAAGAAGAA

TGTTTCATGCTACAGTGGTTACGCAGACAGAGTTCTTTCATGTGAAGGTTTTAAACATCAACTTGAAGAGGAAATTCACTAAAAAGAGA

ATCATCATTATATCAAATTATTCTAAATATAATAGTCTCCTAGAGGTGAATGAAGCCTCTTCTGTATTTGAAGCTGGTCCTGACCAAAC

ATTTCAGGTTCCAAAGGACATCATCAAAAGAGCAAGAAAAACTCCAAAGATCAATATGCTTCACAAACAAGCTTCAGGAGACATTGTAT

ATGGATTATTTACGCTACATGACAAAAATATAAAGAGGAAGGTGACAATCTATGAAATTCTGGATGAAACAGGGAGTATGAATGTAGTA

GGAAAAGGAGAATGTCACAATATCTCCTGTGAAAAAGGAGATAAGCTTCAACTCTTCTGCTTTCGACTGAGAAAGCGGAAAGATGAGTT

ACAACTGATGTCAGAAATGCATAGTTTCATCCAGATACGGAAGAAAACAAAGCAGAGAAGCCATGACTCCAGCAGCATGGCACTAAGCC

AGGAGCAGAGTCAGCTTCCAAAACCTTCAGAGGCTGGCACAACCCTCCCACTTGAATGCCATCTCATCAAGACTCTTCAAGGGCTGTCA

ACAACCCCATCTAGCAGTTCCTTTACCAAGGATGAAGCCCACCCAGGAGCACAGTTATTGTCTGAGATCCATAGAACCAACCCACCAAC

TGTGGCCGGTCCTGTTTCTTCTGATACTCCACCAACCCCATCCAGCAGTTCCTTAAATAAGGTCACCAAGGAGAAGGATATCAAATAAG

AGATCCATAGAACCAACCCACCAACTGTGGCCGGTCCTGTTTCTTCTGATACTCCACCAACCCCATCCAGCAGTTCCTTAAATAAGGTC

ACCAAGGAGAAGGATATCAAATAA-----------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

-----------------------------------------------------------------------------------------

----------------------------------------------------------------------- 

 


