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(57) ABSTRACT

Gamete donor selection includes receiving a specification
including a phenotype of interest, receiving a genotype of a
recipient and a plurality of genotypes of a respective plurality
of donors, determining statistical information pertaining to
the phenotype of interest based at least in part on different
pairings of the genotype of the recipient and a genotype of a
donor in the plurality of donors, and identifying a preferred
donor among the plurality of donors, based at least in part on
the statistical information determined.

28 Claims, 7 Drawing Sheets
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1
GAMETE DONOR SELECTION BASED ON
GENETIC CALCULATIONS

CROSS REFERENCE TO OTHER
APPLICATIONS

This application claims priority to U.S. Provisional Patent
Application No. 61/201,101 entitled INHERITANCE CAL-
CULATOR filed Dec. 5, 2008 which is incorporated herein by
reference for all purposes.

BACKGROUND OF THE INVENTION

Gamete storage facilities such as sperm/egg banks have
increasingly enabled people to have greater control and more
choices in reproduction. Presently, some facilities collect
sperm or egg donations as well as certain profile information
pertaining to the donors. Such information typically includes
the donor’s race, height, weight, age, blood type, health con-
dition, eye color, educational background, family history, etc.
A potential recipient can review the profiles and make a
selection. Although the personal profiles of the donors can
serve a useful purpose for the potential recipient to make a
more informed choice, such information typically offers only
limited insight for recipients with specific concerns about
certain genetic traits, such as inherited diseases, to make a
truly informed choice. For example, a recipient with a family
history of breast cancer may be concerned about receiving a
donation from someone who is also in a high risk group;
however, if the family history information is incomplete or
unavailable, the recipient would not be able to make an
informed choice.

BRIEF DESCRIPTION OF THE DRAWINGS

Various embodiments of the invention are disclosed in the
following detailed description and the accompanying draw-
ings.

FIG. 1 is a block diagram illustrating an embodiment of a
donor selection system.

FIG. 2A is a flowchart illustrating an embodiment of a
process for selecting a preferred donor.

FIG. 2B is a flowchart illustrating an embodiment of a
process for providing additional genetic counseling informa-
tion to the recipient.

FIG. 3 is a flowchart illustrating an embodiment of a pro-
cess for determining the statistical distribution of the pheno-
type of a hypothetical child resulting from the recipient’s
genotype and a donor’s genotype.

FIG. 4 is a diagram illustrating an embodiment of a user
interface for making user specification and displaying the
results.

FIG. 5 is a user interface diagram illustrating another
embodiment of a user interface that displays the results.

FIG. 6 is a diagram illustrating an embodiment of a user
interface that allows the recipient to view additional traits.

DETAILED DESCRIPTION

The invention can be implemented in numerous ways,
including as a process; an apparatus; a system; a composition
of matter; a computer program product embodied on a com-
puter readable storage medium; and/or a processor, such as a
processor configured to execute instructions stored on and/or
provided by a memory coupled to the processor. In this speci-
fication, these implementations, or any other form that the
invention may take, may be referred to as techniques. In
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general, the order of the steps of disclosed processes may be
altered within the scope of the invention. Unless stated oth-
erwise, a component such as a processor or a memory
described as being configured to perform a task may be imple-
mented as a general component that is temporarily configured
to perform the task at a given time or a specific component
that is manufactured to perform the task. As used herein, the
term ‘processor’ refers to one or more devices, circuits, and/or
processing cores configured to process data, such as computer
program instructions.

A detailed description of one or more embodiments of the
invention is provided below along with accompanying figures
that illustrate the principles of the invention. The invention is
described in connection with such embodiments, but the
invention is not limited to any embodiment. The scope of the
invention is limited only by the claims and the invention
encompasses numerous alternatives, modifications and
equivalents. Numerous specific details are set forth in the
following description in order to provide a thorough under-
standing of the invention. These details are provided for the
purpose of example and the invention may be practiced
according to the claims without some or all of these specific
details. For the purpose of clarity, technical material that is
known in the technical fields related to the invention has not
been described in detail so that the invention is not unneces-
sarily obscured.

Gamete donor selection based on genetic calculations is
described. The gamete donors and gamete recipient’s genetic
information such as genome sequences and/or marker infor-
mation is obtained and stored. In some embodiments, the
recipient is allowed to make a specification of one or more
phenotypes of interest in the hypothetical offspring. Statisti-
cal information pertaining to the likelihood of observing phe-
notypes of interest are determined, based on the genotype of
the recipient and the genotypes of different donors. For
example, probabilities of the phenotypes of interest in the
hypothetical offspring resulting from different recipient-do-
nor combinations are computed. Based on the statistical
information, one or more preferred donors are identified and
optionally selected by the recipient. In some embodiments,
the recipient is allowed to make further inquiries about addi-
tional phenotypes in the hypothetical offspring with a particu-
lar selected donor.

As used herein, a phenotype refers to certain observable
characteristic or trait of an organism, such as morphological,
developmental, biochemical, physiological, or behavioral
properties. Height, eye color, gender, personality character-
istics and risk of developing certain types of cancer are
examples of phenotypes. As used herein, genotype refers to
information pertaining to the genetic constitution of a cell, an
organism, or an individual in reference to a specific character
under consideration, for example, information pertaining to a
combination of alleles located on homologous chromosomes
that is associated with a specific characteristic or trait.

FIG. 1 is a block diagram illustrating an embodiment of a
donor selection system. Donor selection device 102 may be
implemented using a server computer with one or more pro-
cessors, a stand-alone computing device such as a desktop
computer, a mobile device, specialized hardware device
designed for implementing the donor selection process, or
any other appropriate hardware, software, or combinations
thereof. The operations of the donor selection device are
described in greater detail below. In this example, a potential
gamete recipient (or some other user such as the recipient’s
agent or a system operator) accesses the donor selection
device via a network 106 using a client device 108 that pro-
vides a donor selection user interface 104. Alternatively, the
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recipient can access the donor selection device directly, for
example by using software executing on the donor selection
device, without requiring communication over a network.
Information (including genetic information and optionally
other personal information such as familial and environmen-
tal data) pertaining to the potential donors and the recipient is
stored in a database 110, which can be implemented on an
integral storage component of the donor selection device, an
attached storage device, a separate storage device accessible
by the donor selection device, or a combination thereof. Many
different arrangements of the physical components are pos-
sible in various embodiments. In various embodiments, the
entire genome sequences and/or specific markers (e.g.,
Single-Nucleotide Polymorphisms (SNPs), which are points
along the genome with two or more common variations,
Copy-Number Variations (CNVs), which are inserted or
deleted lengths of DNA, etc.) are stored in the database to
facilitate donor selection.

The recipient may specify certain phenotypes the recipient
desires in his/her hypothetical offspring and send the speci-
fication to the donor selection device. As will be described in
greater detail below, based on the genotype information of the
donors and the recipient, the donor selection device performs
inheritance calculations pertaining to the phenotypes of inter-
est and identifies one or more preferred donors for the recipi-
ent.

FIG. 2A is a flowchart illustrating an embodiment of a
process for selecting a preferred donor. Process 200 may be
implemented on a donor selection device such as 102 of FIG.
1. The process initiates at 202. A specification including one
or more phenotypes in a hypothetical child is received from a
recipient. In some embodiments, the system is configured
with a set of available phenotypes from which the recipient
selects the set of phenotypes of interest. Various types of
phenotypes such as physical traits (e.g., height, weight, eye
color, etc.)

and inherited diseases (e.g., certain types of cancer, con-
genital heart defects, deafness, etc.) are provided through a
user-selectable interface. The recipient’s selection forms the
specification. For example, the recipient may use user inter-
face tools such as selection boxes to indicate that he/she
desires an offspring who has the least likelihood of possessing
a congenital heart defect, and has brown eyes. In some
embodiments, the recipient is allowed to form a qualitative
query in natural language, such as “which donors in this
database, were their genetic material combined with mine,
would be most likely to yield a child who will have colorectal
cancer risk less than its parents, green eyes, and to have less
than a 0.01% chance of a congenital heart defect?” The natu-
ral language query is parsed to form the specification. Insome
embodiments, the recipient may also express his or her pref-
erences, for example “I prefer low risk of colorectal cancer
and congenital heart defects and 1 prefer green eyes to other
colors. The risks of colorectal cancer and heart defects are
equally important to me, and are more important to me than
eye color. Who are the most suitable donors in this database,
subject to these preferences?” In some embodiments, the
recipient is allowed to make a general specification such as
the longest expected life span, the expected lifetime cost of
healthcare, the expected lifetime cumulative duration of hos-
pitalization, etc. The general specification is implemented as
a combination of various specific phenotypes in some
embodiments and as a single genotype influenced by multiple
genotypes in other embodiments.

At 204, the genotype of the recipient and the genotypes of
a number of gamete donors are received. The genotype infor-
mation is received from a database in this example. In some
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embodiments, the genotypes retrieved in a batch. In some
embodiments, the genotypes are received in multiple steps
individually or in groups.

At 206, statistical information on the likelihood of the
specified phenotype(s) is determined based at least in part on
different pairings of the recipient’s and a donor’s genotype. In
each pairing, the recipient’s genotype is paired with a difter-
ent donor’s genotype. A phenotype may be affected by one or
more markers in the genome. In some embodiments, for each
phenotype, the affecting phenotype markers in the recipient
and each donor are paired, probabilities of allowable permu-
tations in the hypothetical offspring are evaluated, and the
results are stored. For example, if a general specification was
made by the recipient, genotypes determined to correspond to
the specification are evaluated and the resulting statistical
information pertaining to each genotype is evaluated and
combined. For example, if the specification is the longest
expected life span, then markers known to be associated with
longevity (based on previous studies, etc.) may be employed;
if the specification is the least expected lifetime cost of health
care, then markers known to be associated with chronic dis-
eases and/or diseases with expensive treatments may be
employed; if the specification is the least expected lifetime
cumulative duration of hospitalization, then markers known
to be associated with diseases requiring hospitalization may
be employed. The probability distributions associated with
these markers are weight adjusted as appropriate to produce a
combined score for each recipient-donor pair. The processing
may be done serially or in parallel. In some embodiments, the
results are cached and/or indexed to improve efficiency.

At 206, one or more preferred gamete donors are identified
based at least in part on an evaluation of the statistical infor-
mation. In some embodiments, the statistical distributions of
the phenotypes resulting from different recipient-donor pair-
ings and/or scores derived based on the statistical distribu-
tions are sorted and one or more high-ranking donors are
identified. In some embodiments, the best donor/donors for
each desired phenotype is/are identified and information such
as donor’s personal information and the probability that a
hypothetical child will have the phenotype is presented to the
recipient. In some embodiments where the recipient has indi-
cated preferences with respect to certain phenotypes, the
results for each phenotype calculation may be weighed to
yield the preferred donor. For example, if the recipient has
indicated that low probability of congenital heart defects is
more important than brown eyes, then, depending on the
weight assigned to each phenotype, a donor who would result
in a hypothetical child who will have 0.1% chance of con-
genital heart failure and 70% chance of having brown eyes
may be ranked higher than another donor who would result in
0.2% chance of congenital heart failure and 95% chance of
having brown eyes in some cases, but lower in other cases. In
some embodiments where the recipient has made a general
specification that results in a measurement or score combin-
ing the available genotype calculations, the measurement or
score corresponding to each donor is ranked for donor selec-
tion.

At this point, the recipient can make a donor choice and
proceed with the fertilization process using the donor’s
gamete. Alternatively, the recipient has the option to obtain
additional genetic counseling information pertaining to the
hypothetical child with a selected donor. FIG. 2B is a flow-
chart illustrating an embodiment of a process for providing
additional genetic counseling information to the recipient.
Process 250 may be implemented on a donor selection device
such as 102 of FIG. 1. The process starts at 252, where
information pertaining to a selected donor, such as identifi-
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cation information and/or other information used to retrieve
the donor’s genetic data, is received. In some embodiments,
the donor may be selected by the recipient from a list of
preferred donors. In some embodiments, a single preferred
donor (such as the top ranking donor) is selected by the
system for the recipient. At 254, another specification includ-
ing one or more additional phenotypes of interest is obtained.
In some embodiments, the recipient inputs the specification in
a way similar to 202 of process 200. In some embodiments,
certain phenotypes are preconfigured by the system as phe-
notypes that may be of interest to the recipient. At 256, addi-
tional genotype(s)e of the recipient and additional genoty-
pe(s) of the selected donor are optionally received. In some
embodiments, the information was already. previously
obtained during process 200, and this step is therefore omit-
ted. At 258, statistical information of the additional pheno-
type(s) is determined based on the genotype information of
the recipient and the genotype information of the selected
donor. At 260, the results are presented to the recipient.

The recipient may repeat process 200, process 250, or both
to find a most suitable donor based on different phenotypes of
interest.

FIG. 3 is a flowchart illustrating an embodiment of a pro-
cess for determining the statistical distribution of the pheno-
type of a hypothetical child resulting from the recipient’s
genotype and a donor’s genotype. Process 300 can be used to
implement, for example, 206 of process 200 or 258 of process
250.

Several assumptions are made for calculating the statistical
distribution. It is assumed that each individual is associated
with a phenotype, denoted as ¢, which is a random variable. It
is also assumed that each individual is associated with a
genotype G=(g,, &, - - - , 8,), where each g, is an unordered
pair (g;, g,-), and each g,; is a discrete-valued random vari-
able. It is further assumed that the distribution over the pos-
sible values of ¢, conditional on the values of the individual’s
genotype, denoted as Pr[¢|G] (also known as the penetrance
function), is available. The penetrance function is often deter-
mined through population studies and other empirical stud-
ies. It is typically considered as a property of a population
group.

The statistical information of phenotypes from a recipient-
donor combination is determined by calculating the probabil-
ity of each phenotypic value of the hypothetical child of a
prospective recipient and donor, having respective genotypes
G and G,

At 302, the value of the penetrance function (i.e., condi-
tional distribution Pr[¢/G]) and genotypes G, and G, are
received. In some embodiments, this function and these data
are obtained from a database.

At 304, the distribution of phenotypes in the hypothetical
child conditioned on the hypothetical child’s genotype, G, is
computed based at least in part on the penetrance, and on the
genotypes of the recipient and the donor.

In some embodiments, the calculation is as follows:

Prio=¢;|Gg, Gpl=Z6c in

GROGDPY[O=¢;|G ] Pr[G |G, Gp). (€8]

The operation Gz[1G, yields the set of all genotypes that
may be produced by combining genotypes G and G, accord-
ing to the rules of genetic inheritance. As will be shown in
greater detail below in connection with Example 1, the value
of Pr{G G, G] is derived based on genetic principles in
most cases. Other formulas are possible in other implemen-
tations.

In some embodiments, the possibilities of errors in the
genotypes G and G, are accounted in the calculation of the
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hypothetical child’s genotypes. For example, if it is known
that there is a chance 8, 0<=30<=1, that G; or G, may be
incorrectly identified during the sequencing process, the cal-
culated phenotype distribution in the hypothetical would be
adjusted as follows:

Pr{¢=0:|Gr, Gp]=ZGr= near GREGD* near GDEG
CinGROGDPT[Q=0;|GJPr{G I GR*, Gp*]Pr
[GR¥Gg, 8] Pr{Gp*IGp, 8]

@

Here the set “G* near G;” denotes genotypes Gz * that are in
some neighborhood ofthe observed recipient genotype Gz. In
this example, “neighborhood” refers to the set of genotypes
that differ from Gy at one SNP locus.

In some embodiments, information from the respective
families of the recipient and donor is incorporated into the
phenotype distribution calculations. The penetrance function
is modified using the familial data. The modified penetrance
function is Pr[¢|G, F], where F denotes familial data, as a list
of the phenotypic values in close relatives of the recipient
and/or donor, where “close” certainly includes relatives of the
first- and second-degree, but may also include more distant
relatives. The modified value may be based on population
studies or other empirical data. For example, the penetrance
function of having blue eyes given a genotype G, Pr[¢IG],
without additional familial information, might have a value of
20%. With familial information that the recipient’s (or
donor’s) parents also both have blue eyes, the value of the
modified penetrance function Pr[$|G,, F] might instead have
a value of 45%. Accordingly, the phenotype distribution cal-
culation accounting for the familial data is as follows:

Pr[o=9Gz, Gp, F]=Z6c naraepfr [$=9:\G e, F]Pr
[Ge |Gr,Gpl. ®
In some embodiments, information about the environment
or behavior of the recipient, the donor and their families, such
as smoking and body mass index, is incorporated into the
phenotype calculation. The penetrance function is modified
in such cases to the form Pr[¢|G, F, E], expressing the depen-
dence of the hypothetical child’s phenotype on environmental
and behavioral data, represented by E, in addition to the
genotype of the hypothetical child G and familial data F. The
modified value may be based on population studies or other
empirical data. For example, suppose that the occurrence of
certain cardiovascular disease for a certain genotype,
Pr[¢1G], is 30%. Given that the donor is a smoker and has a
family history of the disease, the modified penetrance func-
tion Pr[¢IG, F, E] may be as high as 90%. Accordingly, the
phenotype distribution calculation accounting for the envi-
ronmental data is as follows:

Pr{o=0:|Gg, Gp, E E]=26¢ nernapP P [0=9:/Gc F,
EJPr{G Gy, Gpl.

Q)

In some embodiments, the phenotypes specified by the
recipient are not independent. For example, skin color and
hair color are non-independent phenotypes. Non independent
phenotypes may occur because the phenotypes are influ-
enced, at least in part, by the same genetic marker or markers.
Non-independence may also occur because the phenotypes
depend on genetic markers that are located near one another
in the genome. Non-independence, such as that between
height and weight, may also be caused by non-genetic factors,
such as developmental or environmental factors that influ-
ence the phenotypes separately from the genotype or in inter-
action with the genotype. In some embodiments, the non-
independent phenotypes are represented using a vector ¢ with
joint phenotypes (for example, ¢=[height, weight]). The phe-
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notype distribution calculation accounting for non-indepen-
dent phenotypes is as follows:

Pr{o=9;, §,)|Gr. Gpl=Z6c noroant =@, 991G/
Pr{GcGg Gpl-

G s

A number of examples are provided below for purposes of
illustration. Although examples involving a small number of
markers are discussed below for purposes of illustration,
genotypes associated with greater number of markers are
possible.

EXAMPLE 1:

In this example, the probability that a hypothetical child
will be able to perceive bitter flavors is calculated. About 25%
of people are unable to taste a chemical called propylthiou-
racil (PROP) similar to the bitter components found in cab-
bage, raw broccoli, coffee, tonic water, and dark beers. These
people are considered “taste-blind”—and compared to those
who do respond to PROP, taste-blind people find most food
and drink to be less bitter, or not bitter at all. Sensitivity to this
kind of taste is due almost entirely to a single gene that
encodes receptors in taste buds on the tongue. A SNP in this
gene, whose identifier is rs713598, is responsible for whether
a person is bitter taste-blind.

rs713598 has two alleles, C and G. In European-descended
populations, the C allele has a frequency of about 40%, the G
allele about 60%. The possible diploid genotypes for
rs713598 are GG, CG, and CC.

Suppose that a recipient and a potential donor have respec-
tive rs713598 genotypes CG and CC. Based on equation (1)
and its notations, the phenotype ¢ has two states, “Can Per-
ceive Bitter Flavors”, denoted ¢, and “Cannot Perceive Bit-
ter Flavors”, denoted ¢,. Given that the recipient’s genotype
Gy 1s (C, G), and the donor’s genotype G, is (C, C), the
operation Gxz[1G,, yields the set of possible hypothetical
child genotypes {(C, C), (C, G)}. The function Pr[G.IGy,
Gp] follows the basic rules of inheritance, where the hypo-
thetical child must receive a C allele from the recipient, and
would receive a C or a G allele from the donor, each with
probability of 50%. The probabilities are shown in the table
below:
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TABLE 1
Ge Pr{GlGg, Gp]
(C, 0 50%
C,G) 50% 50

Those with the GG and CG genotypes can always taste
bitter flavors, but only 20% ofthose with the CC genotype can
taste bitter flavors. Thus, the penetrance function Pr[¢|G] has

8

The calculation of Pr[¢=¢;]| and Pr[¢=¢,] for a hypotheti-
cal child resulting from the recipient and the donor is as
follows:

PrO=0z1=26c i 1c, ), (¢, o HO=05IG P
[GclGay Gp 1=Pr@=¢sl(C O)Pr{(C,C)IGp,
Gp]+Pr[9=0p|(C,G)|Pr[(C,G)IGp,
Gp]=20%*15+100%*15=60%.

Pro=¢/=Pr[o=¢,|(CONPr(C,C)|Gg, Gp+Pr[ep=,]
(C,G)|Gr, Gpl=80%*Lo+0%*15=400%.

Thus, based on this recipient-donor combination, the prob-
ability that they produce a child that can taste bitter flavors is
60%, and the probability that they produce a child that cannot
taste bitter flavors is 40%.

EXAMPLE 2:

In this example, the phenotype of age-related macular
degeneration (AMD) is considered. AMD is the most com-
mon cause of irreversible vision loss in the Western world
among people over 60. Three markers identified as
rs1061147,rs547154, and rs3750847 are responsible for this
disease. The wild type alleles, the risk alleles, and the occur-
rence frequency of the risk alleles associated with the SNPs
are shown in the table below:

TABLE 3
Wildtype Risk Risk Allele
SNP Allele Allele Frequency
1s1061147 C A 0.392
18547154 T G 0.937
183750847 C T 0.224

In this example, the recipient has (rs1061147, rs547154,
rs3750847) genotype Gi ((A, C), (G, G), (C, C)) and the
donor has genotype G, ((A, C), (G, G), (C, T)). Using risk
estimation techniques such as the techniques described in
U.S. patent application Ser. No. 12/151,977 entitled “SUM-
MARIZING AN AGGREGATE CONTRIBUTION TO A
CHARACTERISTIC FOR AN INDIVIDUAL,” filed May 8,
2008, which is incorporated herein by reference for all pur-
poses, it is estimated that that the lifetime risk of AMD in the
recipient, Pr{¢=¢ ,1Gg], is 3.5%, and that the donor’s risk,
Pr{¢=¢,1G ], is 11.3%, where the disease state is denoted as
¢4, and the non-disease state as ¢,,.

In this case, the three SNPs are not located near one another
and are independent of each other. As such, the probabilities
of'the possible genotypes in the hypothetical child are calcu-
lated from the basic rules of inheritance. In the table below are
the six possible genotypes given these particular parental
genotypes G, and G, their expected segregation frequen-
cies, and the estimated risk of AMD, i.e. Pr[¢=¢,1G], for
each genotype. Note that since both the recipient and the
donor are homozygous for allele G at SNP rs547154, the only
possible genotype they can produce at that that marker is GG.

the following values: >
TABLE 4
TABLE 2
151061147 15547154 1s3750847  Segregation
¢, G Pr[¢ = ¢,IG] Genotype Genotype Genotype Frequency AMD Risk
60
. (,0) 20% AA GG cc 12.5% 9.5%
. (. G) 100% AC GG cc 25% 3.5%
. (G, G) 100% cc GG cc 12.5% 1.3%
. (,0) 80% AA GG cT 12.5% 26.6%
b (. G) 0% AC GG cT 25% 11.3%
b (G, G) 0% cc GG cT 12.5% 43%

65
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Based on the table, the probability that the hypothetical
child will be afflicted with AMD, Pr[¢=¢,], is, according to
equation (1):

(12.5%%9.5%)+(25%%*3.5%)+(12.5%%*1.3%)+(12.5%*26.6%)+
(25%*11.3%)+(12.5%%4.3%)~8.9%.

EXAMPLE 3

This example illustrates the problem of non-independent
phenotypes. For this example, it is assumed that for a certain
population group, heart disease occurs in 20% of those with
an AA genotype at a given marker, and type 2 diabetes occurs
in 30% of those with the AA genotype. Were the phenotypes
independent, one would expect heart disease and diabetes to
covary multiplicatively as follows:

TABLE §

No Heart Disease Heart Disease

No Diabetes
Diabetes

56%
24%

14%
6%

As used herein, “covary multiplicatively” means that the
expected frequency of a combination of phenotypes is the
product of the individual probabilities. For example, if the
phenotypes are truly independent, one would expect people to
simultaneously suffer from both heart disease and diabetes at
a frequency of 20% *30%=6%, as in the lower right cell.
Suppose, however, that it is empirically observed that the joint
phenotype frequencies within those who have the AA geno-
type are as follows:

TABLE 7
No Heart Disease Heart Disease
No Diabetes 63.7% 6.3%
Diabetes 16.3% 13.7%

Note that this table yields the correct marginal assess-
ments; the column sums are 80% (=63.7%+16.3%) and 20%
(=6.3%+13.7%), the row sums are 70% (=63.7%+6.3%) and
30% (=16.3%+13.7%), giving the correct marginal risks of
20% and 30%, respectively, as above.

Now suppose that a prospective recipient has genotype of
AA at this marker, and is considering a donor with the same
AA genotype. The assumption of independence would lead to
an incorrect assessment for the joint heart disease and diabe-
tes phenotype (of 6%). The correct estimate of 13.7% could
only be given in the presence of the correct joint penetrance
function, as provided for in this system.

In some embodiments, the donor list is pre-processed or
post-processed to eliminate any donor that is found to be a
close relative of the recipient. The degree of relatedness is
configurable. For example, some system may be configured
to exclude donors that are second cousins or closer relatives of
the recipient, and some may be configured to exclude third
cousins or closer. Various genealogical techniques, including
those based on genetic information (such as DNA matching)
and those based on non-genetic information (such as family
tree information) may be used for determining how closely
related the donor is to the recipient.

Once the phenotype distributions are computed for indi-
vidual donors, the results are presented to the recipient.
Depending on the recipient’s specification and system imple-
mentation, the results may be presented in different ways.

FIG. 4 is a diagram illustrating an embodiment of a user
interface for making user specification and displaying the
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results. In this example, the recipient has specified that she
prefers low risk of colorectal cancer and congenital heart
defects equally, and to a lesser degree she also prefers green
eye color. A donor selection process such as 200 is performed,
and the results page shows preferred donors A, B, and C. For
each donor, the statistical distributions of the desired geno-
types of the hypothetical child resulting from the combina-
tions of the recipient and the donor, as well as an optional
score calculated based on the statistical distribution are dis-
played. Alternatively, all the donors can be shown in a ranked
list.

FIG. 5 is a user interface diagram illustrating another
embodiment of a user interface that displays the results. In
this example, the recipient has specified generally that she
prefers the longest expected life span. The results page shows
preferred donors X, Y, and Z, and the corresponding expected
life span calculated for the hypothetical child resulting from
each recipient-donor pair. Alternatively, all the donors can be
shown in a ranked list.

In some embodiments, statistical distributions of various
phenotypes in addition to the ones specified by the recipient
are computed for one or more selected donors. FIG. 6 is a
diagram illustrating an embodiment of a user interface that
allows the recipient to view additional traits. In this example,
it is assumed that donors D, E, and F are the preferred donors
previously identified using a process such as 200. The system
allows the recipient R to select a donor and view other pos-
sible phenotype of the hypothetical child resulting from the
recipient’s and the donor’s gametes, such as alcohol flush
reaction, lactose tolerance, muscle performance, and any
other appropriate phenotype that may be determined using a
process similar to process 250. The genotypes of the recipient
and the selected donor are displayed. The probabilities of
observing these specific genotypes in the offspring are also
calculated and displayed.

Gamete donor selection based on genetic computations has
been disclosed. The technique allows the potential gamete
recipients to make more informed donor choices.

Although the foregoing embodiments have been described
in some detail for purposes of clarity of understanding, the
invention is not limited to the details provided. There are
many alternative ways of implementing the invention. The
disclosed embodiments are illustrative and not restrictive.

What is claimed is:

1. A system for gamete donor selection comprising:

one or more processors configured to:

receive a specification including a phenotype of interest
that can be present in a hypothetical offspring;
receive a genotype of a recipient and a plurality of geno-
types of a respective plurality of donors;
determine statistical information including probabilities
of observing the phenotype of interest resulting from
different combinations of the genotype of the recipi-
ent and genotypes of the plurality of donors; and
identify a preferred donor among the plurality of donors,
based at least in part on an evaluation of the statistical
information determined, including:
to compare the probabilities of observing the pheno-
type of interest resulting from different combina-
tions of the genotype of the recipient and the geno-
types of the plurality of donors to identify the
preferred donor; and

a memory coupled to the processor, configured to provide

the processor with instructions.

2. The system of claim 1, further comprising a database
coupled to the processor, configured to store the genotypes of
the plurality of donors.
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3. The system of claim 1, wherein to determine the statis-
tical information includes to compute the probabilities of
observing the phenotype of interest resulting from different
combinations of the genotype of the recipient and genotypes
of'the plurality of donor based at least in part on a penetrance
function that is a distribution of possible phenotypes condi-
tional on an input genotype.

4. The system of claim 3, wherein to determine the statis-
tical information includes to modify the penetrance function
to include possibility of errors in the genotype of the recipi-
ent, possibility of errors in the genotype of the donor, or both.

5. The system of claim 3, wherein to determine the statis-
tical information includes to modify the penetrance function
to include familial data of the recipient, familial data of the
donor, or both.

6. The system of claim 3, wherein to determine the statis-
tical information includes to modify the penetrance function
to include environmental data of the recipient, environmental
data of the donor, or both.

7. The system of claim 3, wherein:

the specification includes a plurality of non-independent

phenotypes that depend on at least one shared genetic
marker, depend on genetic markers that are located near
one another in the genome, and/or depend non-genetic
factors; and

to determine the statistical information includes to modify

the penetrance function to represent the plurality of non-
independent phenotypes as a joint phenotype.

8. The system of claim 1, wherein the processor is further
configured to identify any donor that is deemed to be a close
relative of the recipient.

9. The system of claim 1, wherein the processor is further
configured to:

receive an additional specification that includes an addi-

tional phenotype of interest;

determine additional statistical information including

probabilities of observing the additional phenotype of

interest resulting from different combinations of an

additional genotype of the recipient and an additional

genotype of the preferred donor, including to:

compute the probabilities of observing the additional
phenotype of interest resulting from different combi-
nations of the genotype of the recipient and genotypes
of the plurality of donor based at least in part on a
penetrance function that is a distribution of possible
phenotypes conditional on an input genotype.

10. The system of claim 9, wherein the processor is further
configured to supply display information for displaying the
additional statistical information.

11. A method for gamete donor selection, comprising:

receiving a specification including a phenotype of interest

that can be present in a hypothetical offspring;
receiving a genotype of a recipient and a plurality of geno-
types of a respective plurality of donors;

using one or more computer processors coupled to one or

more memories configured to provide the one or more
computer processors with instructions to determine sta-
tistical information including probabilities of observing
the phenotype of interest resulting from different com-
binations of the genotype of the recipient and genotypes
of the plurality of donors; and

identifying a preferred donor among the plurality of

donors, based at least in part on the statistical informa-

tion determined, including:

comparing the probabilities of observing the phenotype
of interest resulting from different combinations of
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the genotype of the recipient and the genotypes of the
plurality of donors to identify the preferred donor.

12. The method of claim 11, further comprising storing the
genotypes of the plurality of donors.

13. The method of claim 11, wherein determining the sta-
tistical information of the phenotype includes computing the
probabilities of observing the phenotype of interest resulting
from different combinations of the genotype of the recipient
and genotypes of the plurality of donor based at least in part
on a penetrance function that is a distribution of possible
phenotypes conditional on an input genotype.

14. The method of claim 13, wherein determining the sta-
tistical information includes modifying the penetrance func-
tion to include possibility of errors in the genotype of the
recipient, possibility of errors in the genotype of the donor, or
both.

15. The method of claim 13, wherein determining the sta-
tistical information includes modifying the penetrance func-
tion to include familial data of the recipient, familial data of
the donor, or both.

16. The method of claim 13, wherein determining the sta-
tistical information includes modifying the penetrance func-
tion to include environmental data of the recipient, environ-
mental data of the donor, or both.

17. The method of claim 13, wherein:

the specification includes a plurality of non-independent

phenotypes that depend on at least one shared genetic
marker, depend on genetic markers that are located near
one another in the genome, and/or depend non-genetic
factors; and

determining the statistical information includes moditying

the penetrance function to represent the plurality of non-
independent phenotypes as a joint phenotype.

18. The method of claim 11, further comprising excluding
any donor thatis deemed to be a close relative of the recipient.

19. The method of claim 11, wherein further comprising:

receiving an additional specification that includes an addi-

tional phenotype of interest; and

determining additional statistical information including

probabilities of observing the additional phenotype of

interest resulting from different combinations of an

additional genotype of the recipient and an additional

genotype of the preferred donor, including:

computing the probabilities of observing the additional
phenotype of interest resulting from different combi-
nations of the genotype of the recipient and genotypes
of the plurality of donor based at least in part on a
penetrance function that is a distribution of possible
phenotypes conditional on an input genotype.

20. The method of claim 19, further comprising displaying
the additional statistical information.

21. A non-transitory computer program product for gamete
donor selection, the computer program product being embod-
ied in a computer readable storage medium and comprising
computer instructions for:

receiving a specification including a phenotype of interest

that can be present in a hypothetical offspring;
receiving a genotype of a recipient and a plurality of geno-
types of a respective plurality of donors;
determining statistical information including probabilities
of observing the phenotype of interest resulting from
different combinations of the genotype of the recipient
and genotypes of the plurality of donors; and

identifying a preferred donor among the plurality of
donors, based at least in part on an evaluation of the
statistical information determined, including:
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comparing the probabilities of observing the phenotype
of interest resulting from different combinations of
the genotype of the recipient and the genotypes of the
plurality of donors to identify the preferred donor.

22. The system of claim 1, wherein to identify a preferred
donor comprises to rank the probabilities of observing the
phenotype of interest resulting from different combinations
of the genotype of the recipient and the genotypes of the
plurality of donors.

23. The method of claim 11, wherein identifying a pre-
ferred donor comprises ranking the probabilities of observing
the phenotype of interest resulting from different combina-
tions of the genotype of the recipient and the genotypes of the
plurality of donors.

24. The non-transitory computer program product of claim
21, further comprising computer instructions for storing the
genotypes of the plurality of donors.

25. The non-transitory computer program product of claim
21, wherein determining the statistical information of the
phenotype includes computing the probabilities of observing
the phenotype of interest resulting from different combina-
tions of the genotype of the recipient and genotypes of the
plurality of donor based at least in part on a penetrance func-
tion that is a distribution of possible phenotypes conditional
on an input genotype.
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26. The non-transitory computer program product of claim
21, further comprising computer instructions excluding any
donor that is deemed to be a close relative of the recipient.

27. The non-transitory computer program product of claim
21, further comprising computer instructions for:

receiving an additional specification that includes an addi-

tional phenotype of interest; and

determining additional statistical information including

probabilities of observing the additional phenotype of

interest resulting from different combinations of an

additional genotype of the recipient and an additional

genotype of the preferred donor, including:

computing the probabilities of observing the additional
phenotype of interest resulting from different combi-
nations of the genotype of the recipient and genotypes
of the plurality of donor based at least in part on a
penetrance function that is a distribution of possible
phenotypes conditional on an input genotype.

28. The non-transitory computer program product of claim
21, wherein identifying a preferred donor comprises ranking
the probabilities of observing the phenotype of interest result-
ing from different combinations of the genotype of the recipi-
ent and the genotypes of the plurality of donors.

#* #* #* #* #*



