Pattern discovery

Summary

Finding combinations of genes that are involved in some
cellular process -- biological pathways.

*Gene clustering:
Groups of genes with similar expression patterns.

eData Visualization:
Finding patterns such as gene clusters, outliers,

other non-trivial patterns

Two way clustering:
Clustering genes and subjects at the same time.

Webpage: www. rci . rut gers. edu/ ~cabr er a/ DNAMR !



Example:

Khan et a/ (2001): 4 types of small round blue cell tumors (SRBCT)
Neuroblastoma (NB)
Rhabdomyosarcoma (RMS)
Ewing family of tumors (EWS)
Burkitt lymphomas (BL)

Arrays: Training set= 63 arrays(23 EWS, 20 RMS, 12 NB, 8 BL)
Testing set= 25 arrays(6 EWS, 5 RMS, 6 NB, 3 BL, 5 other)

Genes: Of 6567 initial genes, 2308 genes were selected because
they showed minimal expression levels.

Subset A: Cells: 23 EWS and 20 RMS from training set.
100 most significant genes after performing a t-test.

Gene expression matrix X: Dim(X)=100x43
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Cluster Analysis.

Group the genes (or samples) into k distinct natural groups.
Hierarchical clustering: Build a hierarchical tree

Inter point distance is normally the Euclidean distance (some times we
may use Manhattan distance).

Inter cluster distance:
e Single Linkage: distance between the closes two points
e Complete Linkage: distance between the furthest two points
e Average Linkage: Average distance between every pair of
points
e Ward: R*2 change.

Build a hierarchical tree:
1. Start with a cluster at each sample point

2. At each stage of building the tree the two closest clusters joint
to form a new cluster.
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Centroid methods.: K-means algorithm.

1. K seed points are chosen and the data is distributed among k clusters.

2. At each step we switch a point from one cluster to another if the R? is
Increased.

3. Then the clusters are slowly optimized by switching points until no
improvement of the R? is possible.
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Cluster 1, Nobs=4

Cluster 2, Nobs=16

Cluster 3, Nobs=19

Cluster Profiles for Ward’s method
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Microarray graph summarizing the two way clustering
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Correlation Matrix

1. Use covariance or correlation matrix?
— Use Correlations

1 p e
n= SR e
e, el

2. DIim(R) = GXG and G is between 1000 and 25000, this is too big
= Dimension reduction.

3. Rank (R)=p
Gene expression matrix X:
Rows = Genes = Variables
Columns = Microarrays = Subjects = Observations
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Linear Algebra

Linear algebra is useful to write computations in a convenient way.

Singular Value Decomposition: X = U D V
GXp  GXp pXp pxp

Covariance Matrix: S=1F D2 |
GxG Gxp pxp pxG

Correlation Matrix: Subtract mean of rows of X and divide by
standard deviation and calculate the covariance

Principal Components(PC): Columns of U.

Eigenvalues (Variance of PC's): Diagonal elements of D
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Principal components of 100 genes. PC2 Vs PC1.
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Dimension reduction:
Choosing the number of PC'’s

1. k components explain some percentage of the variance: 70%,80%.
2. Kk eigenvalues are greater than the average (1)

3. Scree plot. Graph the eigenvalues and look for the last sharp
decline and choose k as the number of points above the cut off.

4. Test the null hypothesis that the last m eigenvalues are equal (0)
= P
u=(G-(2m+11)/6)(mxlogA - >  log A,)
iI=p—-m+l

The same idea can be applied to factor analysis.



1. The top 5 eigenvalues explain 81% of variability.
2. Five eigenvalues greater than the average 2.5%
3. Scree Plot
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Biplots

Graphical display of X in which two sets of markers are plotted.
One set of markers a,,...,a; represents the rows of X
The other set of markers, b,,..., b,, represents the columns of X

For example: X =UDV = X, =U,D,V,

A = U,D,” and B=V,D,", atb=1 so X=AB

The biplot is the graph of A and B together in the same
graph.
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Comp.2

Biplot of the first two Biplot of the first two
principal components. Factors (rotated).
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GgObl display finding four clusters of tumors using the PP index on the set of 63 cases. The main panel shows the two

dimensional projection selected by the PP index with the four clusters in different colors and glyphs. The top left panel shows
the main controls and the left bottom panel displays the controls and the graph of the PP index that is been optimized. The graph
shows the index value for a sequence of projection ending at the current one.
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Class prediction or supervised
classification

Example:

Golub et al (1999): Separate two different types of leukemia,
(ALL, AML) based on gene expression information.

Khan et a/ (2001): 4 types of small round blue cell tumors (SRBCT)
Neuroblastoma (NB)
Rhabdomyosarcoma (RMS)
Ewing family of tumors (EWS)
Burkitt lymphomas (BL)

Arrays: Training set= 63 arrays(23 EWS, 20 RMS, 12 NB, 8 BL)
Testing set= 25 arrays(6 EWS, 5 RMS, 6 NB, 3 BL, 5 other)

Genes: Of 6567 initial genes, 2308 genes were selected because
they showed minimal expression levels.



Class prediction or supervised
classification

Objectives:
Classification of new patients into one of the groups.
Achieve a low misclassification rate.

Problem:
Too many genes.

Data reduction:
Using fewer genes (30-50)
Reducing the dimension with PA and FA (1-10).

Few genes makes the classification rule more practical.



Variable Reduction: four ways of doing the variable reduction
(i) First 10 PCA basis using all genes
(i1) 10 Principal Components for 450 significant genes.
(iti) 10 Cluster means of 50 significant genes.

(iv) Principal Components for the top 30 significant genes.

22




(i) 63 training samples and the 25 test samples in the coordinates of
the first two PCA basis using all genes
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(i1) Principal Components for 450 significant genes. 63 training samples
and the 25 test samples in the two first PCA basis.

~ A
L o - g b
° OO‘ : QOO“‘
oO.Q' ® 0 <>
o T (°) <><> m m
e
£ T
e A
A P A
Ay A A L
A AR A
S - & A A EWS
A < NB
AA 0 RMS
I OTHER
| | | I | |
0 5 10 15 20 25

Comp.1 .



(1i1) 2 Cluster means of 50 significant genes. 63 training samples and
the 25 test samples in the two first PCA basis.
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(ii)bFirst two Principal Components for the means of 10 clusters
obtained from a subset of the top 50 significant genes. 63 training
samples and the 25 test samples in the two first PCA basis.
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(iv) Principal Components for the top 30 significant genes. 63 training
samples and the 25 test samples in the two first PCA basis.
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Linear discriminant analysis

The classification rule is:
T w'x>w'(X +X,)/2

then X is classified as belonging to Class 1,
where W=S"(X —X,)

(i) 10 PC of 2308 (ii) 10 PC of 450  (iii) 10 cluster  (iv) 10 PC of 30
genes. genes. means of 50 genes.
genes.
Training Testing Training Testing Training Testing Training Testing
2 Classifiers| 35 13 0 2 4 2 3 2
3 Classifiers| 5 5 0 0 0 1 1 1
4 Classifiers| 0 3 0 0 0 0 0 0
10 Classifiers| 0 3 0 0 0 0 0 0
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Quadratic discriminant analysis

The classification rule is:
X Is classified as belonging to class with largest

value of:
Qh (X) = (X _Yh)Sh_(X _Yh) '+|0g(Sh)

(i) 10 PC of 2308 (ii) 10 PC of 450  (iii) 10 cluster  (iv) 10 PC of 30

genes. genes. means of 50 genes.
genes.
Training Testing Training Testing Training Testing Training Testing
2 Classifiers| 26 14 0 2 3 2 4
3 Classifiers 0 6 0 1 1 i 0
4 Classifiers 0 6 0 i 0 0 0
7 Classifiers 0 3 0 0 0 0 0

o O o1
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K -nearest neighbors

The classification rule is:

X Is classified as belonging to class that is more
frequent among the k nearest neighbors of x.

(i) 10 PC of (i1) 10 PC of 450  (iii) 10 cluster  (iv) 10 PC of 30
2308 genes. genes. means of 50 genes.
genes.
K=1,2 K=10 K=14,.10 K=2,3 K=1,2 K=10 K=1,2,3 K=10
2 Classifiers| 14 10 2 1 2 2 2 2
3 Classifiers| 10 8 1 0 0 0 1 1
4 Classifiers| 3 2 1 1 0 0 1 1
10 Classifiers| 6 3 1 1 0 0 1 1
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Classification trees

Function f(X,Y)

Tree form of T(X,Y)
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Classification tree for the
cancer groups using 10
principal components of the

top 100

classification rule produces

Comp.2l?:1.629

cancer genes. The

zero mistakes in the training By
set and five mistakes in the
testing set.

Comp.1;

p=-2.926

Comp.1p>=6.085
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(i) 10 PC of 2308 (ii) 10 PC of 450

(ii1) 10 cluster

(iv) 10 PC of 30

2 Classifiers
3 Classifiers
4 Classifiers
10 Classifiers

genes. genes. means of 50 genes.
genes.
Training Testing Training Testing Training Testing Training Testing
18 14 0 2 0.5 1) 0 3.5
8 14 0 1 0 0.5 0 1.5
0 3 0 0.5 0 0.5 0 1.5
0 8 0 0.5 0 0.5 0 1.5
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Graph of an ANN with one hidden layer.

INPUTS: X; X, Xy

HIDDEN
LAYER

OUTPUTS:

@

9 o

v
Y, Y,

LN
;

q

(i) 10 PC of 2308 (ii) 10 PC of 450  (iii) 10 cluster _ (iv) 10 PC of 30

genes. genes. means of 50 genes.
genes.
Training Testing  Training Testing Training Testing Training Testing
2 Classifiers| 18 14 0 2 0.5 (135 0 3:5
3 Classifiers 8 14 0 1 0 0.5 0 1.5
4 Classifiers 0 3 0 0.5 0 0.5 0 1.5
10 Classifiers 0 8 0 0.5 0 0.5 0 1.5

33



Support Vector Machine:
The shaded area represents the separation region.
The arrows indicate the location of the support vectors.
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Other methods:

Prediction Analysis for Microarrays PAM
Regularized Discriminant Analysis
Bayesian Discriminant Analysis

Support Vector Machines

Flexible Discriminant Analysis.

35




Wrap up

Reference
D. Amaratunga and J. Cabrera (2003)
“Expl orati on and Anal ysis of DNA m croarray

and protein array data”, John WI ey.

Email
damar at u@rdus.j nj.com
cabrera@tat. rut gers. edu

Webpage
WWW. I Ci . rut gers. edu/ ~cabr er a/ DNAMR
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