FASTERIS

LIFE SCIENCES







#
i

ABI 3730xl
)+
&*-

v

)0 & +
%1- 23, 4
8( 02 (

= 3 24
&* # . 9 #

*10

ilumina Genome Analyzer Il

)5
&*-
-6

0& # 23,
5) +7 5 ) +

k # 1 - -8

—

(
)



5567

S 8 9

xH&  H& &

8"4 8 %1 #, #*

& & &

6 < *r & & 9 #

* H #

>* &k? & &, & & & @
1 4% $.

#*



25 (
% A
% $.
& 9 #
)% +
B8 2"

1 C5& 5C<& 1&# . -

+5



( 4

~ i

4

8 3%

-8 # 4
1 #, # &&&

-% & H#&S % #

- Solexa



nn-8": # 4
8 $1 # , # &&&

noo-
“% &  H&S % #

Solexa



> l Ill
1

? & &

d-n-n

nn-8": # 4
8 $1 # , # &&&

noo-
“% &  H&S % #

Solexa



n-8": # 4
8 $1 # , # &&&

8/< !
=# < /< Nc & &
#& F!G



=?7<(A @

mn-g": # 4

3& 4 4 7<(# G#H 8$_1#,#*&&&

I
“% &  H&S % #

Solexa



mn-g": # 4
8 $1 # , # &&&

/< 8/ :
=# /< nNc & &
#& F!G



mn-g": # 4
8 $1 # , # &&&

/< 8/ :
=# /< nNc & &
#& F!G



mn-g": # 4
8 $1 # , # &&&

/< 8/ :
=# /< nNc & &
#& F!G



1 4  #:

TGCTACGAT ..

/_/'

\A

TTTTTTTGT ...



Il 8§ 81 #, # &&&

H&
I * HEH, H LEL
8 2" G & #2S % #
S# & “ 3 J " 3(
% " J "

# & . C3(



1 8 $

0
BJ &0(<2J] % F>2(

< ll&
&



& # ?1
E  &#
(. & #*  H*
9 # # $
un@z



6/, +

<2K> & . &

& & H* &# &

> #
A H & H &
THT L& & T
# & &&*F
A & . . H

>

# &

H & #*
$# L

0 & $## .&

8 ( .E

?#

L



# 8 @ ./
( II5 _
B A, 3M M
B A #& 3M M

B 9# #& 3M M
6% M ;& #

- . #H & A #&
F& E& /6* *# & MMM



( ((

& # S ) H
& & #

0 & && & H&* #&  ?<(H
Hif



, &
R
_ 2
B >7<( Cl/ HC«<
|
I H)" +
i J & ¥ &
/
i 8 #Z&
/
i A H#HE& N &A&
A & >SFF $#8
/ll- o %
/




#  H& 1A# &
#* H& #&
B 5

B 6
B6 "#%






100

90

80

70

Percent of reads which
uniquely align to the
human genome

60

—— differences
—a— 1 difference

% Align

2 differences

20

10

15 16 17 18 19 20 2 2 2 24 25 26 2 28 29 30 3 32

Source: illumina Read Length






Y

One channel represents over
11x coverage of READS !
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Only the unique reads
=> exaggerates errors
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One base deletion seen
as SNPs with MAQ

Mycoplasma mycoides subsp. mycoides SC
University of Bern, Institute of Veterinary Bacteriology,
Prof. Joachim Frey, Dr. Edy Vilei
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Fasteris development
- Often 3-4 samples in one channel
- e.g. useful to ensure DNA from each

patient was analyzed
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IAAAAA - MRNA / total RNA

l 15t and 2" Strand cDNA Synthesis
AAAAA

i I TTTTT-bio

Up to 4 enzymes can be used in

/ l l \ Restriction Enzyme Digests separate reactions: HpyCH4IV, Hpall,
HinP1l or Taqgl

1 AAAAA The N is used as a bar-code CGN to

' TTTTT-bio identify the enzyme used

CGNI
NI

\4& l / Adaptor 1 Ligation
EcoP15lIl
i
GCN TTTTT_bio

l

EcoP15Il
CGN
SN NN

l Adaptor 2 Ligation

##

EcoP15lII
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PCR amplification to generate DNA Colonies Templates

-« PCR Primer2 ——» l Signature PCR Primer 1

Sequencing Primer _

27 or more bases $
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Fasteris improvements for DGEP
- 27 bp signatures
- One prep for up to 4 profiles with built-in bar-code




Ouir first cars
still look like
horse-carriages

Explosion
engine has just
been invented!

We can’'t dream

of Formula 1

We know
NEXT-Generation
IS a revolution

That's where we
stand with
NEXT-Generation

NEXT-Gen has great
potential to be discovered
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