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Fixed-width window comparisons (seqcomp)
Local alignment  (PipMaker)
Global alignment (Vista)
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FamilyJewels
http://family.caltech.edu/
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PipMaker and MultiPipMaker

http://www.bx.psu.edu/miller lab/
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Exons file

Sequences in
FastA format

> 12877 289557 STTbla
+ 13076 282515
12877 13226

158297 150379
179096 179255
189328 189382
190026 190141
191420 191495
193659 193727 b only
195616 195770
197970 198067
230397 230511
248856 248928
250369 250471
269322 269472
278619 278711
281458 281597
282396 283253 3v
289297 289557 Ya

VISTA file

> Human ST7 gene
CTGAATGGCTCGTAGAAA
TATTGCATTAACCTGCTG
GACATGCTGAATAGCAAT
CGACTACAGT. ., . .

Conservation file

Repeat Masker

.

VISTA

|

Alignment file
185140 185150 185160 185170 185180
GACATTGGAAAAGTAAAGGAAGTGGTTTAT = ~~CTITGCT ===~ TTITTGCAACAGTA

PERL FRERRRREE L FRrretetiinini
GACACTGGARAAGCAGAGGAAGTGGTTTATTGACCTGCCCCCCCCTTTTTTATAACAGTG

(N

ARAR R R R

80078 (149626) to 80171 (149724) =

159297 (158141) to
179096 (159067) 1o
189328 (159566) 1o
190026 (159996) 10
191420 (160192) to

159379 (158223) =
179253 (159224) =
189382 (150620) =
190139 (160109) =
191495 (160267) =

990p at 63.6% noncoding
83bp at 80.7% exon
158bp at 75.9% exon
55bp at 81.8% exon
114bp at 80.7% exon
76bp at 73.7% exon

150 {2 ]

Fig. 1. mVISTA input and output diagram

mVISTA

s

Align and compare your sequences from multiple

species

VISTA
http://genome.lbl.gov/vista/index.shtml
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rVISTA

Locate regulatory sequences in your data using
comparative sequence analysis and transcription
factor binding site search.

GenomeVISTA

Compare your sequences against whole-genome
assemblies.

wgVISTA
Align pair of sequences up to 10Mb long (finished or

draft) including microbial whole-genome assembilies.

VISTA Browser

Examine pre-computed pairwise and multiple
alignments of whole genome assembilies.

VISTA-Point

Access complete data and visual presentation of
pairwise and multiple alignments of whole genome
assemblies.

Whole Genome rVISTA

Identify transcription factor binding sites that are
conserved between species and over-represented in
upstream regions of groups of genes.

Thursday, May 12, 2011



200
I

150
L

Number of genes

1 human : 1 mouse

1325 pairs

Ka/Ks

g 2R R B 3

tissue-specific intermediate house-keeping
(1-2 tissues) (3-13tissues) (14-16 tissues)
N =248 527 182

15

% expression breadth 0

> 1 human . 1 mouse c 1 human : > 1 mouse

163 sets 139 sets

5

’ -0'.8 0.10 ol.ﬂ 1.'0
Expression similarity

c 0%
os £

E ce
0s

= o

w

o |
e2

23 45 >5 1 2.3 45 >5
gene family size gene family size

Huminiecki and Wolfe 2004
Inference from microarray expression
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Human

808

Chimpanzee

FIGURE S1.=—A Venn diagram of the numbers of genes within segmental duplications in human and chimpanzee.

A liver
oq
™
Q-A
™~
L e
(3 o~
g
o
D -
X o~
- " F
™
~N
°.4
o~
HC H-/-C —

30

28

26

24

22

20

kidney

HC H-/-C —

30

28

26

24

22

20

heart

HC H-/~C =

B liver kidney heart
-1 B a | i “ |
o | ' S | ™ o

0

- -

2

05

' '
A —_—

e

0.0
A
+

0.0

0.0

H-/-C HC/—- H-/-C HC/— H-/-C HC/--

Blekhman et al. 2009
Inference from microarray expression
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examine non-coding sequences
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