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A Schema-theory-based Extension of Geiringer’s Theorem for Linear GP and
Variable-length GAsunder Homologous Crossover

Abstract

In this paper we study, using a schema-theoretic approach, the search biases produced by GP homologous crossovers when applied
to linear representations, such as those used in linear GP or in variable length GAs. The study naturally leads to generalisations of
Geiringer’s theorem and of the notion of linkage equilibrium, which, until now, were applicable only to fixed-length representations.
This indicates the presence of a mixing process which pushes the population towards a statistically independent distributions of
primitives.

1 Introduction

Schemata are sets of points in a search space sharing some syntactic feature. Typically schema theorems are descriptions of how the proportion
of members of the population belonging to a schema vary over time. If a(H, t) denotes the probability that at time ¢ a newly created individual
samples (or matches) the schema H, which we term the total transmission probability of H, then an exact schema theorem for a generational
system issimply

E[®(H,t+1)] = a(H,1), (@)
where ®(H, ¢ + 1) isthe proportion of individuals sampling H at generation ¢ + 1 and E[-] is the expectation operator. Holland's (Holland, 1975)
and other (e.g. (Poli & Langdon, 1998b)) worst-case-scenario schema theories normally provide a lower bound for «(H, t) or, equivaently, for
E[®(H,t+ 1)]. Only recently schematheorems which provide the exact value for a(H, t) have become available for fixed-length GAs with one-
point crossover and mutation (Stephens & Waelbroeck, 1997; Stephens & Waelbroeck, 1999) and other homol ogous crossovers (Stephens, 2001).
Even more recent is the development of exact schema theorems for variable-length GAs, linear GP and tree-based GP. These now cover a variety
of crossover and mutation operators including one-point crossover (Poli, 2000b; Poli, 2000a; Poli, 2001b; Langdon & Poali, 2002), standard and
other subtree-swapping crossovers (Poli, 2001a; Poli & McPhee, 2001b; McPhee & Poli, 2001; Langdon & Poli, 2002), different types of subtree
mutation and headless chicken crossover (Poli & McPhee, 2001a; McPhee et al., 2001a), and, finaly, the class of homologous crossovers (Poli
& McPhee, 2001c). These are a set of operators, including GP one-point crossover (Poli & Langdon, 1997) and GP uniform crossover (Poli &
Langdon, 1998a), where the offspring are created preserving the position of the genetic material taken from the parents.

Exact schema theorems provide probabilistic models (the schema evolution equations) of a GA or a GP system that can be used to understand the
system and study its behaviour over one, or, under certain assumptions (e.g. infinite populations), multiple generations. Exact models alow, for
example, aformal study of the biases of the operators. This can be done either through simulation (i.e., by integrating the equations) or through
mathematical analysis. In recent research we have started using the schema equations with the objective of studying and understanding the length
biases of different crossover and mutation operators (Poli & McPhee, 2001b; McPhee & Poli, 2001; McPhee et al., 2001b; Rowe & McPhee,
2001). These studies have shed some light on an important emergent phenomen in GP known as bloat (McPhee & Miller, 1995; Soule et al.,
1996; Langdon et al., 1999). More recently we have started focusing on the biases of the operators with respect to the alleles or primitivesin the
representation (Poli et al., 2002a; Poli et al., 2002b) finding fixed points for the allele/primitive distribution in the case of linear, but variable-length
representations, undergoing subree crossover and homologous crossover. Particularly relevant for the work reported in this paper is (Poli et al.,
2002b) where we hypothesised the possibility of extending Geiringer theorem to variable length structures, but we were only able provide afamily
of fixed points and to show empirically that populations seemed to converge towards it. In this paper we complete the job, by generalising the
Geiringer's proof of convergence and clarifying for which homologus operators the family of fixed pointsisaglobal attractor for the system.

The paper is organised as follows. We provide some background information on the GP schema theory for homol ogous crossover and Geiringer’s
theorem in Sections 2. Then we provide asummary of the main resultsin (Poli et al., 2002b) since they are the starting point for this paper. So, we
simplify the schematheory for the case of linear, but variable-length, structures and useit to study the size evolution in linear systemsin Section 3.
We provide a fixed point for the allele distribution in the infinite population hypothesis and give the proof of convergence in in Section 4. We
discuss thisresult and we draw some conclusions in Section 5.

2 Background

Syntactically a GP schema is a tree composed of functions from the set 7 U {=} and terminals from the set 7 U {=}, where F and T are the
function and terminal sets used in a GP run. The primitive = isa“don’t care” symbol which stands for asingle terminal or function. A schema H
represents the set of all programs having the same shape as H and the same non-= nodes as H. Particularly important for the GP schema theory
are schemata containing “don’t care” symbols only, since they represent all the programs of a particular shape. Let Gi, G2, - - - be an enumeration
of such shape-representing schemata.

In GP homologous crossovers the offspring are created by exchanging genetic material (nodes and subtrees) taken from the same position in the
parents trees (as formally described below). To account for the possible structural diversity of the two parents, the selection of the nodes and the



roots of the subtrees to swap are constrained to belong to the common region. This isthe largest rooted region where the two parent trees have the
same topology. Formally, the common region between two generic trees h; and h» isthe set

C(h1, h2) = {(d,1)|C(d, 1, h1, h2)},

where (d, i) isapair of coordinates in a Cartesian node reference system (see below). The predicate C(d, i, hi, h2) istrueif (d,4) = (0,0) (i.e, if
(d, 1) istheroot node). It dso trueif A(d — 1,7, h1) = A(d—1,i,h2) #0ardC (d — 1,4, h1, h2) istrue, where A(d, i, h) returns the arity
of the node at coordinates (d, i) in h, i’ = |i/amax], Gmax 1S the maximum arity of the functions in the function set, and |-] is the integer-part
function. The predicate is false otherwise. The notion of common region can be applied to schemata, too. In the following we will dencte the
common region between programs of shape G; and programs of shape G, with C(G;, G&).

The Cartesian node reference system used in the definition of common region is obtained by considering an ideal infinite tree consisting entirely
of nodes of arity amax (Poli, 2001a; Poli & McPhee, 2001c). This maximal tree would include 1 node of arity amax a depth 0, ama Nodes of arity

amex @ depth 1, (amax)? nodes of arity amax at depth 2, and generally (amex)? nodes at depth d. Then one could imagine organising the nodes in the
treeinto layers of increasing depth and assigning an index to each node in alayer. The layer number d and the index ¢ can then be used to define a
Cartesian coordinate system. Clearly, one can also use this reference system to |locate the nodes of non-maximal trees. Thisis possible because a
non-maximal tree can always be described using a subset of the nodes and links in the maximal tree.

To complete our formal description of the class of GP homologous crossovers, we need to extend to GP the notions of crossover masks and
recombination distributions used in genetics (Geiringer, 1944) and in the GA literature (Booker, 1992; Altenberg, 1995; Spears, 2000). For any
given common region ¢ we can define a set of GP crossover masks, X, which contains al different trees with the same size and shape as the
common region which can be built with nodes labelled 0 and 1 (Poli & McPhee, 2001c; Poli et al., 2001). Each crossover mask rapresents one
of the ways in which one could generate an offspring through crossover: nodes of the offspring corresponding to internal 1's in the mask will
be taken from the first parent, nodes corresponding to internal 0’'s from the second parent, subtrees of the first parent whose root corresponds to
leaves |abelled with a 1 in the mask will be transferred to the same position in the offspring, and, finally, subtrees of the second parent whose root
corresponds to leaves labelled with a 0 in the mask will be transferred to the same position in the offspring. The GP recombination distribution
pi gives the probability that, for a given common region ¢, crossover mask [ will be chosen from the set X.. Each GP homologous crossover is
characterised by adifferent recombination distribution. For example, the recombination distribution for GP uniform crossover with 50% probability
of exchanging nodesisp$ = (0.5)™(®), where N (c¢) isthe size of common region c. Since the size and shape of the common region can beinferred
from the mask [, in the following we will often omit the superscript ¢ from pf.

Finally, before we introduce the exact schema equation for GP homologous crossover developed in (Poli & McPhee, 2001c) we need to define
the notion of hyperschema. A GP hyperschema is a rooted tree composed of internal nodes from F U {=} and leaves from 7 U {=, #}. Again,
=isa“don’t care” symbols which stands for exactly one node, while # stands for any valid subtree. In the theory we use (functions returning)
hyperschemata to represent the characteristics the two parents must have in order for them to produce instances of a particular schema of interest.

When exploiting the symmetries in the process of selection of the parent programs (Poli et al., 2002b), the exact schema equations for GP with
homologous crossover can be written as
a(H,t) = (1 — pxo)p(H,t) + proaxo(H, t) @)

where:

ao(Hyt) = Y > > (m+p)p(T(H,) NGy, )p(D(H,D) O G,y t); €)

~ £ )
J 1€Xea;,a5)

P20 IS the crossover probability; p(H,t) is the selection probability of the schema H; [ is the complement of the GP crossover mask [ (the
complement of amask is atree with the same structure but with the 0's and 1's swapped); X'C(G]_ Gy and X’C(Gj .G,) aretwo non-overlapping sets
such that X (¢; .,y Y Xe(e;.0,) = Xota;,6) and for each mask o € Xg (¢ ), thereisamask y € X (g, @, Such that y = #, and vice
versa; I'(H, 1) is defined to be the empty set if I contains any node not in H. Otherwise it is the hyperschema obtained by replacing certain nodes
in H with either = or # nodes:

e If anodein H correspondsto (i.e., has the same coordinates as) a non-leaf node in [ that islabelled with a0, then that nodein H is replaced
witha=.

e |f anodein H corresponds to aleaf nodein that islabelled with a0, then it is replaced with a #.
e All other nodesin H are left unchanged.

Asdiscussed in (Poli & McPhee, 2001c¢), it is possible to show that, in the absence of mutation, Equations 2 and 3 generalise and refine avariety of
earlier GA and GP schema theory results (Holland, 1975; Whitley, 1994; Poli & Langdon, 1997; Poli & Langdon, 1998b; Stephens & Waelbroeck,
1997; Stephens & Waelbroeck, 1999; Poli, 2000b; Poli, 2000a; Stephens, 2001).

Finally, we briefly introduce Geiringer’s theorem (Geiringer, 1944), an important result with implications both for natural population genetics
and evolutionary algorithms (Booker, 1992; Booker et al., 2000; Spears, 2000). Geiringer’'s theorem indicates that, in a population of fixed-length
chromosomes repeatedly undergoing crossover (in the absence of mutation and selective pressure), the probability of finding a generic string
hihs - - - hn approaches alimit distribution which is only dependent on the distribution of the alleles h1, h2, €tc. in the initial generation. More



precisely, if ®(hihs---hy,t) isthe proportion of individuals of type hihs - - - hy a generation ¢t and ®(h;, t) is the proportion of individuals
carrying alele h; then
N

Jim (hahy b, t) = _1j[1<1>(hi,0>. @
If oneinterprets ®(hih2 - - - ha, t) asaprobability distribution of the possible stringsin the population, we can interpret Equation 4 as saying that
such adistribution is converging towards independence. Thisresult isvalid for all homologous crossover operators which allow any two loci to be
separated by recombination. Strictly speaking the result is valid only for infinite populations. When, at a particular generation ¢, the frequency of
any string in apopulation ®(hihs - - - hy, t) equals vazl ®(h;,t), the population is said to be in linkage equilibrium or Robbins’ proportions.

It istrivial to generalise Geiringer’s theorem to obtain the expected fixed-point proportion of a generic linear fixed-length GA schema H for a
population undergoing crossover only:

l i—1 N—1i
lim ®(H, 1) = H B+ hixN 1 0), (5)
IEA(H)

where A(H) is the set of indices of the defining symbols in H, h; is one such defining symbols and we used the power notation 2¥ to mean =
repeated y times. (Note that ®(+*~*h;+"V ", t) coincides with the frequency of alele h;, ®(hi,t).)

3 Exact Schema Theory and Evolution of Sizefor Linear Structures

When only unary functions are used in tree-based GP, schemata (and programs) can only take the form (hi (h2(hs....(Axn—1hn)....))) where
h; € FU{=}forl < i < N,and hy € T U {=}. Therefore, they can be written unambiguously as strings of symbols of the form
H = hihshs....hn—1hn. It should be noted that these strings of symbols do not have to be necessarily interpreted as programs. If one uses
a special terminal set 7 including only one terminal, say ECR (for End Of Representation), which will be ignored when the representation is
interpreted, then strings of the form hy hahs....hx—1hn can be interpreted as chromosomes of length NV — 1 (since hy can only be EOR). So, if
F ={0,1}, where 0 and 1 are “unary functions’,! our GP system will explore the space of variable length binary strings. If instead F includes
the “unary functions” {ADD RO R1,MJL RO R1,...}, then our tree-based GP system explores the same search space as a machine-code GP
system with the same primitive set (Nordin & Banzhaf, 1995; Nordin, 1997). So, in general our specialisation of Equation 3 will be valid for
variable-length GAs and linear GP?

In the speciadisation to the linear case we replace the “don’t care” symbol “=" with the more standard symbol “*”. Also, as we did previously,
we represent repeated symbols in a string using the power notation. Since in this case al trees are linear, the space of program shapes can be
enumerated by {G, } where G,, is +™ for n > 0 and the common region between shapes G; and G, issimply the shorter of the two schemata, i.e.
C(Gj,Gr) =Gy = #/ ¢ where the operator | returns the minimum of itstwo arguments. Therefore, the set of crossover masksin the common
region, Xc(a;,,) = X.juk, can be identified with the set {0, 1}7**. Then using the notation I; to indicate the i-th element of bitmask  and the

operator
oh— { a ifb=1
aeo=+ otherwise,

itiseasy to prove (Pali et al., 2002b) the following:

Theorem 1 1f X/ = {0, 1}7+%71 x {1}, then

ao(hi...hw, ) Z Z (pr +ppr) p((haoly) -+ (hyyk—10lnik—1)hnin -+ b, )p((haioly) -+ (hnyk—1olne—1)=" " HH 1), (6)

k>0 1eX’ N1k

Equation 6 can be used to study, among other things, the evolution of sizein linear GP/GA systems (Poli et al., 2002b). Thisis because it can be
specialised to describe the transmission probability of schemata of the form = obtaining:

Theorem 2 o+, ) = p(x",1). ()
This result indicates that in linear representations length evolves under homologous crossovers as if selection only was acting. So, homologous

crossovers are totally unbiased with respect to program length. The lack of length bias of homologous crossovers is made particularly clear by the
following:

Corollary 3 For aflat landscape, an infinite population and any ¢ > 0, ®(+",t) = ®(«+V,0).

This shows that when a homologous crossover alone is acting, any initial distribution of lengths is afixed point length distribution for the system.

I The emphasis here is to indicate that we are uninteresed in the output of these functions. We are simply interested in their topological organisation within the
individual .

2 An dternative way of transforming atree-based GP system into a variable length GA or alinear GP system isto use whatever function set F is appropriate for
the task and then aterminal set 7~ which includes “arity-zero” versions of the functionsin .



4 Extension of Geiringer’s Theorem to Variable-size Linear Representations

The extension of Geiringer’s theorem to linear, variable-length structures and homologous GP crossover requires two steps: (&) proving that, in the
absence of mutation and of selective pressure and for an infinite population, a distribution ®(hihs - - - hw, t), where the alleles/primitives can be
considered independent stochastic variables, is afixed point, and (b) showing that the system indeed moves towards that fixed point. We will do
thisin the next two subsections.

4.1 Geiringer Manifold
The proof for the following result is available in (Poli et al., 2002b).

Theorem 4 A fixed point distribution for the proportion of a linear, variable-length schema h;hs - - - hx under homologous crossover for an
infinite population on a flat fitness landscape in the absence of mutation is

®)

t— o0

lim ®(hihs - hy,t) = &Y "hy,0) H

where ®(+' " hi#,0) = Y ®(+ T hix™,0) and B(x'#,0) = 3 B+, 0).

So, depending on theinitial length distribution and the initial allele distribution different fixed points exist for the system. These, however, are all
characterised by the fact that they represent statistically independent allele distributions. We will call the class of these fixed points the Geiringer
manifold.

4.2 Convergence Towardsthe Geiringer Manifold

The proof of convergence we propose is effectively ageneralisation of Geiringer’soriginal proof. However, whilein thefixed length case this proof
is rather compact and simple to follow, in the variable length case things are significantly more complicated. Both proofs are proofs by induction
on the order of the building blocks for a schema or a string. Firstly, we prove that the order-1 building blocks have a unique fixed point and their
frequencies converge to that fixed point.> Then, we prove that if building blocks of order up to o converge to a unique fixed point, then so must do
building blocks of order o + 1. The proof is completed by noting that in the previous section we have provided afixed point, which therefore must
be the one to which the system is converging.

421 BaseStep

We now need to introduce a few definitions which are necessary to denote the building blocks of a generic schema, the probabilities that these will
be affected by particular crossover masks, and to characterise the freedom of movement of alleles.

Definition 5 Given a generic set loci {4, 7, ... v} in structures of length V occupied by alleles h;, hj, .. ., hy, respectively, where1 < i < j <
. < v < N, we define the following schemata

HzN = *iilhi *Nﬁi
HY, = HNnH)Y =«""hi« """ hj "7
HZNJU = H'n HJN N...NHY =" h «/ 77! hj*...% hy $V v
Definition 6 Let b;, b;, ..., b, be arbitrary binary digits and let I;, I;, ..., I, be the elements of crossover mask / at positions 4, j, ..., v,
respectively. We define
Pe(li =bi) = Z (o1 + pr)
lex,c
li = b;
Pc(lz:bi7l]:b]) = Z (pl+p[)
lex,.e
I; = b;,l; =b;
Pelli =bi,l = by, by =by) = > (Pt +p1)
lex.
li =bi,lj =bj,... 1y =by

3Note that in the fixed length case on aflat landscape there is no evolution for the order-1 building blocks (in an infinite population), while in the variable length
case alleles can be tranferred between length classes, and so, order-1 building blocks have a more complex dynamics.



Definition 7 A GP homologous crossover operator acting on variable length linear structuresisalleletransferring if 0 < P.(I; = b;) < 1 for all
c¢>0andforalie{1,...,c—1}.

Notethat P.(l; = 1) =1 —Pc(l; = 0)andsoif 0 < P.(li = 1) < 1thenadso 0 < P.(l; = 0) < 1. In an allele transferring homologous
crossover, there is always a chance that an alelein aparticular locus of astring of a particular length be transferred to the same locus of astring of
adifferent length. Thisis because, for any given ¢ and i there must be a crossover maski € X', having non-zero probablllty p; of being chosen,
suchthat [; = 0 and . = 1 and/or a crossover mask [ € X', havlng non-zero probability p; of being chosen, such that I =1andl. = 0. Note
that we cannot require that P (I. = 1) < 1, since by definition x_.. = {0,1}°~"! x {1}, and s0 P.(l. = 1) = 1. That is, the terminals can never
be transferred to strings of different length.

Lemma 8 Let usconsider an infinite population of linear, variable-length structures with an initial length distribution such that ®(+*,0) > 0 for
n=1,... N, and ®(+",0) = 0 for n > N,,. If the population undergoes repeated crossover with 100% probability with an allele-transferring
homol ogous crossover on a flat fitness landscape, ®(H," , t) asymtotically approaches the fixed point provided in Equation 8, i.e.

i, 0)
lim ®(H 1) = a(=", 0) 2 _hid,
JQim @(H,8) = ¢(+7,0) B 0)

forany i < N, while ®(HY,t) = ®(HY,0) for any ¢ > 0.
Proof: We start by specialising Equations 6 and 2:
SHN t+1) = > SG<NLIR) D (r+p) ST (hi o l)x ¥ LB (i 0 1) T 1)
k 1eX! nin

+ Y SEENLR) Y (o p) (HY B, 1), ©)
k

1eX! nin
where §(z) = 1if z istrue, 6(z) = 0 otherwise. So, if i = N then,

=1

BHY, t+1) =) > (p+p) ®HY ) 1) = RHN,0) Y 2(*1) > (p+p) = B(HY,t Zcb B(HN, 1)

koieX! vy k 1eX! Ny

h’_/
=1

which proves the second part of the lemma.

We can now go back to Equation 9 and consider thecasei < N.Ingenera §(i < N | k) = d(i < N)é(: < k)andé(: > N | k) = 6(k >
N)§(i > N)+d(k < N)d(i > k). However, sinceweknow that i < IV, in Equation 9wereplaced(i < N | k) withd(k > i) andd(i > N | k)
withd(k < N)6(i > k) = d(k <i < N) = d(k < i) obtaining

SHYt+1) = Y Y (prAp) T (i o L)Y T OB (i o L) T Y > (i) B(HT 1) B(+F, 1)
k>11eX! v in k<i1eX! v
= > Y AT HEED D Y () SH D 1)
k> e x k>1 re Xy
l; =0 l; =1
+ SHY,HD BCE) Y (o)
k<i 1eX’ n 1k
=1
= Z‘I’(Hikat) (PNuc(li =0)®(x", )) +®(HN,t) (Z Prue(li = 1)@ ) + Z@ >
k>i k>t k<i
= ¥ @(Hf,t)(PNuc(li = 0)®(+", )) +3(HN 1) ( > Prwll =)@+ B+ t)) .
k>ik#N k>i kAN k<i
An equation of this form can be written for all order-one building blocks HY involving locusi and alele h;,i.e for N =i+ 1,i +2,..., N,

where N, is the length of the longest program in the initial population (homologous crossovers can never generate programs longer than that,
since if ®(+™,0) = 0 for a particular N, then ®(+V,t) = 0 for any t > 0). This leads to a system of N,,, — i linear homogeneous difference
equations in the N,,, — i variables ®(H! " t), ..., ®(HN™ t). Since ®(+*,t) = ®(x*,0) for any ¢ > 0 (see Corollary 3), the system has the
form

z(t+ 1) = Az(t), (20)



wherez(t) = [®(H[T',t), ®(H[ T 1),.. .,<I>(H1.Nm,t)]T and A isamatrix A = (ayv) the diagonal elements of which are given by

Gow =Y Para(li = 1)O(,0) + Y B(+F,0) + (=T, 0).

k>i,k#i+u k<i
The off-diagonal elements of A are
Auv = Pipulito(li = 0)2(+",0).

Let us highlight some properties of the matrix A. Firstly, because ®(+™,0) > 0 for 0 < n < N,, and the crossover operator is allele-preserving
by hypothesis, then A isa positive matrix, i.e. a,, > 0 for all u, v. Let us now prove that A is also astochastic matrix, i.e. Eu Oy = 1:

g Auy = avv+§ Ayv

u uFv
= Z Pz+v],k‘ i — 1 + Z ¢ l+v 0 Z Pz+ulz+v i = 0) ( i+u, 0)
k>i,k#i+v k<i u>0,ubv
= Y Pl =130+ @« BHTL0) 4+ > Prpiro(ls = 0)8(x*,0)
k>i,k#i+v k<i k>i,k#i+v

where we changed the summation variable from u to k = u + 4 in the last summation and we used the symmetry relation P, 15(. . .) = Ppral.-.).
So,

Z Ayv = Z (Pklz+v (ll - 1) + Pklz+v (lz - 0 + Z ¢ 1+U, 0)
u k>i,k#i+v k<i
= Y G0+ ) (0 +a(,0)
k>i,k#itv k<i
- T
k
=1

Therefore, A isa primitive stochastic matrix and the Perron-Frobenius theorem (see for example (Davis & Principe, 1993)) guarantees that A has
an eigenvalue r = 1 and that all other eigenvalues A have magnitude smaller than 1. So, if a is the eigenvector of A associated to the eigenvalue
r=1
lim o(t) = lim As(t—1) = lim A'z(0) = (lim At) 2(0) = A%2(0) = a172(0)

—00 — 00

t— o0 t— o0

where 1 is avector the components of which areall 1. Asaresult,

lim z(t) = a ) ®(H,0)=ad(+' hi#,0). (11)

t— o0
n>i

So, a unique fixed point for z(¢) exists. Using Theorem 4 it is easy to show that afixed point for z(t) is

x = W [B(+*1,0),8(+*2,0), ..., a(="",0)] ",

which therefore must be a unique global attractor for the system.* a

Lemma9 Given a systemof linear difference equations of the form
z(t+1) = Az(t) + b(t) (12)

with A = (a;;) a square matrix such that a;; > 0 and ), a;; < 1 and b(t) a vector such that lim;, . b(t) exists, then the system has a unique,
global attractor.

Proof: A theorem in (Bellman, 1960, p. 288) states that the system of linear equations
x = Az +0, (13

where a;; > 0 for al 4 and 5 and Ej a;; < 1foral j, has aunique solution. If we take the limit for ¢ — oo of both sides of Equation 12, we
obtain an equation exactly like Equation 13 (note, we know that the limit for b(t) exists). So, the theorem in (Bellman, 1960) tells us that a fixed
point for Equation 12 exists and is unique. a

_
D(x'4,0)

4|ncidentally, this allows usto see that a = [<I>(*i+1, 0), ®(x'*+2,0),...,®(x"m, 0)] T



4.2.2 Induction Step and Theorem

Note that the previous lemma does not tell us what the fixed point is. However, if we could guess one, the lemma tells us that that fixed point is
the only one and that z(¢) approaches it. Thisis exactly how we will prove that the fixed point in Theorem 4 is a unique global attractor for the
system. In order to do that, however, we need to restrict our attention only to “well-behaved” crossover operators:

Definition 10 A GP homologous crossover operator acting on variable length linear structures is not fully linked if 0 < P.(l; = b,l; =
b,...,ly =b) < 1foranychoiceofb € {0,1}andc >0, P(l; =0,1; =0,...,l, =0)+P.(l; =1,1; =1,...,l, = 1) < 1 for any choice
of ¢ > 0 and for any choice and number of loci 7, j,...,vsuchthat0 < i< j < ... <v <ec.

Note that a crossover operator which isnot fully linked is also allele transferring. We are now ready to prove the following

Theorem 11 For a not fully linked GP homologous crossover operator, the fixed point for the schema evolution equations provided in Theorem 4
isunique global attractor for the system.

Proof: We will proceed by induction on the number of defining nodes in the schema. Lemma 8 proves the base step, i.e. shows that order 1
schemata converge to the fixed point provided in Theorem 4. As an induction hypothesis we will assume that schemata of order 1, 2, ..., o
converge to the fixed points provided in Theorem 4 and will show that thisis also true for schemata of order o + 1.

By specialising Equations 6 and 2 for ageneric schemaHff’j,n,___,w,U of order o+ 1, itis possible to prove (see Appendix A) that they form alinear
system of difference equations

z(t+1) = Az(t) + b(t)

wherez(t) = [®(HY . ,,t), ®(H! T, ¢),.. .,<I>(Hiva,t)]T and A = (a,,) isamatrix and b(t) = (b, (t)) isatime-varying vector both with

.....

k<i
+ Y Pells = 1)@(+*,0)
i<k<j
+ Y Pulli =14 = )a(*,0) +
j<k<n
+ ) Pelli=1,0;=1,..., Ly = 1)3(+",0)
w<lk<y
+ Y Pli=10 =1, = 1,0, = 1)3(+*,0)
v<k<v+gq

F(Pogli =0,1; = 0,..., 1, =0) + Pogg(li = 1,;; = 1,..., Ly = 1,1, = 1)) ®(x"*,0)

+ ) Pusgli=10 =1, Ly = 1,1, = )&(+*,0).
k>v+q

The off-diagonal elementsof A are

agr = Potr(li=0,1; =0,...,1, = 0)®(+x""9,0)
if r < ¢,and

agr = Potg(li=0,1; =0,...,1, = 0)®(+"T,0)

if r > q. The elements of b(t) are given by

b() = Y (Pl =00, He(HEY)

i<k<j
+ 3 (Pl = 0,5 = OB o, OB )
i<k<n
+Pe(li = 1,1; = 0)®(H/ T, H)®(H 1)

Iy,

Pl = 0,1; = 1)®(H'*T _,w,v,t)é(Hf,t))

+ > (Pk(li =0,0;=0,...,L, = 0)BHT, )BHE, . 1)

w<lk<v



+P(li =0,0; =1,..., 1, = 1)®(H! T

+ ) (Pk(li =1,1;=0,...,1, = 0)(H'T,0)B(HE, 1)
v<k<v+gq
+Pe(li =0,1; =1,...,1, = 0)®(H " )®(Hf .. ,,t)
T
FPli= 0,0 =1,...,1, = 1)<I>(H;f,tf1___,w,y,t)<l>(Hf,0))

+ > (Pv+q(li =1,0,=0,...,1, = 0)®(H*, 0)B(HE,, ., 1)
k>v+q
FPugq(li =0,1; = 1,...,1, = 0)®(H T t)B(HY, . 1)
T
FPorali =0, =1,... 1, = 1)<I>(H;f,tf1___,w,v,t)<l>(Hf,0))

Let us highlight some properties of the matrix A. Firstly, because ®(+™,0) > 0 for 0 < n < N,, and the crossover operator is not fully linked by
hypothesis, then A is a positive matrix, i.e. aq» > 0 for al g and r. In Appendix B we prove that for Zq aqr < 1foral r.

Let us now study the time evolution of the source term b(t). Each component of b(t) is the (weighted) sum of products of the form
S(HLT, t)®(HE, t), where S isaproper non-empty subset of {i, j, n, ..., w,v}andS = {i, 4, n,...,w,v}\S. So, since|{i, j,n, ..., w,v}| =
o+ 1, the order of the schematainvolved in the calculation of b(t) isat most o. Since, by theinduction hypothesis we assumed that, for any schema
of order not bigger than o, ®(HY . ,,,t) converges to a unique fixed point, then so does each of the products ®(Hy "™, t)<I>(H§, t). Therefore,

lim;_, oo b(t) exists.

.....

In conclusion, A and b(t) satisfy the conditions of Lemma 9, and so afixed point for z(t) exists and is unique. Since, Theorem 4 gives us a fixed
point, then that must be the only one and must be globally stable. m|

5 Discussion and Conclusions

Characterisations of the genetic biases of the operators (such as the ones offered in this paper and in (Poli et al., 2002a)) are important because
they allow the users of GP/GA systems to evaluate whether their operators provide the desired search behaviour for the system. If thisis not the
case, then the knowledge of the search biases of other operators allows for an informed choice for an alternative.

Here we have focused our attention on the biases of homologous crossovers with respect to length and allele distribution in a population of
variable length linear structures and presented theoretical results describing the asymptotic behaviour for a GP/GA system evolving in aflat fitness
landscape. Elsawhere (Poli et al., 2002a) we have provided experimental evidence that firmly corroborates the theory, showing a perfect match
(within experimental errors) between the predictions of the theory based on generation 0 data and the observed length and allele frequencies at
later generations.

The behaviour we have observed and characterised is simple: @) homologous crossovers are totally unbiased with respect to program length, and
b) crossover shuffles the alleles present in different individuals and pushes the string distribution towards |ocus-wise independence.

A mixing behaviour is present in most crossover operators described in the literature on fixed length GAs. It is well known that this destroys
“linkage”, i.e. correlations, between different allele positions in the population. In the fixed length case the asymptotic convergence towards
independence described by Geiringer’s theorem is the result of the decay of correlations due to the mixing effect of crossover. Because the
representation and operators considered in this paper are generalisations of the corresponding fixed-length ones, it is not so surprising to see that
linear GP is aso moving towards an independent fixed-point string distribution. In other words, allele mixing is the reason why the right hand side
of Equation 8 is a product, like the right hand side of Equation 4. We have no reason to believe that the situation would be significantly different
in tree-based GP. (Note that in fixed-length GAs the decay of correlations is exponential in time and in the case of a continuous time evolution can
be solved for exactly (Stephens, 2001) showing that higher order correlations decay faster (exponentially) than lower order ones. It islikely that a
similar behaviour also characterises GP homologous crossovers.)

Our theoretical results were obtained for the extreme case of infinite populations and flat fithess landscapes. So, why should these be of any
relevance to finite GP/GA populations and realistic landscapes? Firstly, because the biases of homologous crossovers in the absence of selection
indicate the precise way in which thistype of operators would naturally tend to explore the search space. When selection is added, the search bias
will be modified by the focusing bias of selection, but, except in cases of very strong selection, many of the features of the search bias shown on
aflat landscape will be retained. Secondly, because as shown in our experiments, the results obtained with real (but large) populations match very
closely the infinite population theory. For smaller populations, the theory can still be used to give short term indications of the behaviour of the
system.
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A Linearity

By specialising Equations 6 and 2 for a generic schemaHi’f’j,n,___,w,v of order o + 1 we obtain:

Y ot 1) = Y SNLE<) Y ortp) ®HY s DO, 1)

k leX’*NUC

+ Y MGENLR<) Y 0l =0)(pu ) O, s DO(HE )
k zeX’*NUC

+ Y SGENLR<)) D o= 1) (o4 p) BHY s (1)
k zeX’*NUC

+ Y SGENLk<n) Y 6 =0)0(; =0) (pr+ pp) R(HNY o DO(HE; 1)
k zeX’*NUC

+ Y SGSNLk<n) Y 6 =10 =0) (pr+pp) RHN, s DP(HE 1)
k lEX;N.Lk

+ Y SGENLR<n) Y 6 =000 = 1) (b +pp) RH, 0 DS D)
k lEX;N.Lk

+ Y SGSNLk<n) Y 6 =10 = 1) (pr+pp) RHY o D)
k lEX;N.Lk

+ Zé(w <N Lk<wv) Z 8(li = 0)8(L; =0)...8(Lw = 0) (p +pp) (HY ,)B(HE, , ,,t)

k leX’*le

+ Y WS Nik<v) Y ol =18 =0)... 0w = 0) (pr +pp) S(HY, OS(HS, 1)
k lEX;NJ,k

+ ...

+ Y WS NLk<v) Y (=13 = 1) 0w = 1) () PHY s DO )
k leX’*le

+ Y SN LR) Y 8l =0)0(l; = 0)... 00 = 0) (pr + ) (N OS(HE, 1)
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+ Y S SNLR) D o = 1ol =0)...8(L = 0) (i +pp) SHY O)B(HE,, 1)
k zeX’*NUC

+ ...

Y SN LR) Y d(l =10 = 1) 00 = 1) (pr+pp) S s DD
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We now reorder the terms in this equation collecting those multiplying the proportions of the schemata of order o + 1, i.e. those of the form
», 1), obtaining
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B Limited Sum

We want to prove that ) aqr < 1foralr.
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If we change the summation variable from being g to being k = ¢ + v, we obtain
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Because the crossover operator is not fully linked, from this equation we obtain:

which proves that Zq aqr < 1forany valueof r.
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