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Allele Frequency

In the historical context of biological sciences, the synthesis of Darwinian natural selection with

Mendelian genetics marked a pivotal turning point. While Charles Darwin accurately identified the

mechanism of natural selection, he lacked the molecular framework to explain how traits were

inherited or how variations arose within a population. Today, we define evolution not merely as a

change in physical appearance over eons, but more precisely as a change in the relative

frequency of alleles in a population's gene pool over time. This technical shift from organismal

observation to genetic analysis allows scientists to quantify evolutionary change with mathematical

precision. This article provides an in-depth exploration of Section 16-2 concepts, focusing on how

genetic change drives the evolutionary trajectory of populations.

The Genetic Framework of Evolution

To understand evolution at its most fundamental level, one must move beyond the individual and

focus on the population. A population is a group of individuals of the same species that interbreed

and share a common group of genes, known as a gene pool. The gene pool contains all the

different alleles-alternative forms of a gene-that are present in the population.

Defining Allele Frequency

The relative frequency of an allele is the number of times that specific allele occurs in a gene

pool, compared with the number of times other alleles for the same gene occur. It is often

expressed as a percentage or a decimal. It is critical to note that evolution is a process that occurs

in populations, not individuals. While an individual's genotype remains constant throughout its life,

the collective genetic makeup of the population can shift from one generation to the next. If the

relative frequency of an allele for a particular trait changes, the population is evolving.

The Sources of Genetic Variation

Evolution requires variation; without it, natural selection has no substrate upon which to act. There

are two primary sources of this variation:

- Mutations: Any change in a DNA sequence. Mutations can occur due to replication errors,

radiation, or chemicals. While many mutations are neutral or harmful, occasionally a mutation
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produces a beneficial phenotype that increases an organism's fitness.

- Gene Shuffling: Most heritable differences are due to the shuffling of genes that occurs during

the production of gametes. Through independent assortment and crossing-over during

meiosis, the 8.4 million possible combinations of genes in human gametes ensure that

offspring are genetically distinct from their parents and siblings.

Natural Selection on Single-Gene Traits

The complexity of evolutionary change often depends on how many genes control a specific trait. A

single-gene trait is controlled by one gene that has two alleles. In these cases, phenotypic

variation is discrete-either the trait is present in one form or another (e.g., the presence or absence

of a widow's peak).

Natural selection on single-gene traits can lead to rapid changes in allele frequencies. If a specific

phenotype provides a survival advantage, the individuals possessing that phenotype will reproduce

more successfully. Consequently, the allele responsible for that phenotype will be passed to a

greater number of offspring. Over time, the frequency of the advantageous allele will increase,

while the frequency of less favorable alleles will decrease. If an allele is lethal or significantly

reduces fitness, it may be eliminated from the gene pool entirely, provided it is not maintained in a

heterozygous state.

Natural Selection on Polygenic Traits

Most traits, such as human height or skin color, are polygenic traits, meaning they are controlled

by two or more genes. Each gene of a polygenic trait often has two or more alleles. As a result,

one polygenic trait can have many possible phenotypes, often resulting in a bell-shaped curve

(normal distribution) when the frequency of phenotypes is graphed.

When natural selection acts on polygenic traits, the distribution of phenotypes can shift in three

distinct ways: directional selection, stabilizing selection, or disruptive selection.

1. Directional Selection

Directional selection occurs when individuals at one end of the phenotypic curve have higher

fitness than individuals in the middle or at the other end. This causes the entire curve to shift

toward the phenotype that is better adapted to the environment. A classic example is the change in

beak size among Galápagos finches; during droughts, birds with larger, more powerful beaks could

crack the remaining hard seeds, leading to a population-wide increase in average beak size.

2. Stabilizing Selection

Stabilizing selection occurs when individuals near the center of the curve have higher fitness than

individuals at either extreme. This mechanism reinforces the average phenotype and reduces
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variation. A prime example is human birth weight. Babies born much smaller than average may

face health complications, while those significantly larger than average may encounter difficulties

during birth. Thus, the majority of births cluster around an optimal intermediate weight.

3. Disruptive Selection

Disruptive selection occurs when individuals at the upper and lower extremes of the curve have

higher fitness than individuals near the middle. In this scenario, selection acts against the

intermediate type. If the selection pressure is strong enough and lasts long enough, the single

curve can split into two, creating a bimodal distribution. This process is a significant driver of speci

ation, as the two extreme groups may eventually become distinct enough that they no longer

interbreed.

Comparative Matrix: Forms of Natural Selection

The following table summarizes the effects of different types of natural selection on polygenic traits:

Page 3 of 7



TECHNICAL GUIDE | TECHNICAL PAPER

Selection Type Affected Phenotype Effect on Population VariationGraphical Representation Shift

Directional One extreme end of the

curve

Shifts the average toward

the extreme

The entire bell curve

moves left or right

Stabilizing Intermediate (middle)

phenotypes

Decreases variation;

maintains status quo

The curve becomes

narrower and taller

Disruptive Both extreme ends of the

curve

Increases variation; can

lead to speciation

The curve develops two

distinct peaks
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Genetic Drift: Evolution by Chance

While natural selection is a non-random process where fitness dictates survival, genetic drift

represents a random change in allele frequency. In small populations, an allele can become more

or less common simply by chance rather than by the influence of environmental pressure.

The Founder Effect

One common form of genetic drift is the founder effect. This occurs when a small subgroup of a

population migrates to a new habitat. The small group of "founders" may carry alleles in different

relative frequencies than the larger main population. As this small group reproduces and expands,

the resulting population will genetically reflect the founders rather than the original source

population. This is often observed on remote islands or in isolated human communities.

The Bottleneck Effect

The bottleneck effect occurs when a disaster, such as a disease or natural catastrophe,

drastically reduces the size of a population. The surviving few individuals may, by chance, have a

genetic makeup that does not represent the original population. As the population recovers, its

genetic diversity is significantly reduced, which can impair its ability to adapt to future

environmental changes.

The Hardy-Weinberg Principle and Genetic Equilibrium

To understand how a population evolves, it is helpful to establish a baseline where no evolution

occurs. This state is known as genetic equilibrium. The Hardy-Weinberg principle states that

allele frequencies in a population will remain constant unless one or more factors cause those

frequencies to change.

The Mathematical Foundation

The principle is expressed by two fundamental equations:

1. p + q = 1 (Where p is the frequency of the dominant allele and q is the frequency of the

recessive allele).

2. p² + 2pq + q² = 1 (Where p² represents the homozygous dominant genotype, 2pq represents

the heterozygous genotype, and q² represents the homozygous recessive genotype).

By monitoring these frequencies over generations, biologists can determine if a population is

evolving or if it is in equilibrium.

Five Conditions Required for Genetic Equilibrium

For a population to remain in genetic equilibrium (and thus not evolve), five specific conditions
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must be met. In nature, these conditions are rarely, if ever, all met simultaneously, which is why

evolution is a near-constant process.

- Random Mating: All members of the population must have an equal opportunity to produce

offspring. There can be no mate selection based on specific traits.

- Large Population Size: A large population minimizes the impact of genetic drift (random

chance).

- No Movement Into or Out of the Population: There must be no gene flow. Migration of

individuals can introduce new alleles or remove existing ones.

- No Mutations: If genes mutate, new alleles are introduced, altering the relative frequencies.

- No Natural Selection: All genotypes must have equal probabilities of survival and reproduction.

No phenotype can have a selective advantage over another.

Practical Implementation: Measuring Evolutionary Change

Field biologists and geneticists use the concepts of Section 16-2 to monitor the health and

trajectory of species. The process generally follows a standardized workflow:

Step 1: Sampling the Gene Pool

Researchers collect genetic samples (DNA, blood, or tissue) from a representative cross-section of

a population. In the case of phenotypic studies, researchers may measure physical traits like wing

length or petal color across thousands of individuals.

Step 2: Calculating Initial Allele Frequencies

Using the collected data, researchers apply the Hardy-Weinberg equations to establish the current

genetic state. For example, if 16% of a population exhibits a recessive trait (q² = 0.16), the

frequency of the recessive allele (q) is 0.4, and the frequency of the dominant allele (p) must be

0.6.

Step 3: Longitudinal Monitoring

The population is sampled again after several generations. If the frequency of 'q' has shifted from

0.4 to 0.5, researchers have documented evolution in real-time. They then investigate the cause: Is

it natural selection? Was there a bottleneck event? Did a new group migrate into the area?

Case Studies and Troubleshooting in Population Genetics

The application of these principles often reveals complex biological narratives. Below are common

scenarios encountered in the field.
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Case Study: Antibiotic Resistance in Bacteria

The rise of antibiotic-resistant bacteria is a textbook example of directional selection acting on

single-gene traits. When a population of bacteria is exposed to an antibiotic, individuals with a

mutation providing resistance have an immense fitness advantage. They survive and multiply,

while non-resistant bacteria perish. Within a few generations, the frequency of the resistance allele

can move from near-zero to 100%.

Troubleshooting: Why Small Populations Fail

Conservationists often struggle with the extinction vortex, a phenomenon driven by genetic drift

and inbreeding. When a population becomes too small, it violates the "Large Population" condition

of Hardy-Weinberg. Genetic drift causes a loss of genetic variation, making the population less

able to adapt to environmental changes. Solutions often involve introducing "new blood" from other

populations to restore gene flow and increase genetic diversity.

Common Error: Misunderstanding "Fitness"

In a technical context, fitness does not necessarily mean physical strength or speed. It refers

strictly to an organism's ability to survive and pass its genes to the next generation. A slow-moving

insect that is perfectly camouflaged may have higher fitness than a fast insect that is easily spotted

by predators. Technical writers must ensure that fitness is always linked to reproductive success.

The Broader Implications of Genetic Change

The study of evolution as genetic change provides the bridge between microevolution (changes

within a species) and macroevolution (the formation of new species). By tracking the subtle shifts in

allele frequencies, we can predict which populations are at risk of extinction and which are on the

verge of speciation. This molecular perspective demystifies the complexity of life, reducing the

grand narrative of biological history to the measurable, quantifiable movement of alleles through

time.

Understanding these mechanisms is essential for modern medicine, agriculture, and conservation.

From developing new vaccines that account for viral evolution to breeding resilient crops, the

principles of population genetics remain at the forefront of scientific innovation. As we continue to

refine our genomic sequencing capabilities, our ability to witness and influence the genetic change

that defines evolution will only grow more precise, reinforcing the fact that evolution is not a

finished history, but a dynamic, ongoing process occurring in every living population on Earth.
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