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CONSOLIDATED ANALYSIS REPORT

User: WADMIN
Date: Wed Feb 23 08:25:04 CST
Selection: Chromatogram + Peak

i/

A e i,
L il e e S
13 i4 15 minl
Temp %8 __ Shift Vol __BP Dye Mutation Call | D _inj. Run Date |
50 40 ] g o 2617 2011-02-22 10:34:35.0
UV TRACE Peak # Retention Peak Start Peak Heig Peak Area  Percent Area  Peak PIWHM BP Est.
1 0052 0.027 0.28 0.314 837700 0176 0.048
R KT T
3 12.207 11.907 1222 0.552 5004 743 1250 0 287
Temp %E _ Shift Vol _BP Dye Mutation Call | ID_|inj. Run Date |
o 2618 2011-02-22 10:57-42.0

3 12.113 11.82 12113 0.366 4511104 0.824 0 281
| oss  iovesse 1483 ozz oz »’
5 18.073 18.313 1814 14823 2B80806.563 38.878 o /
’:.1 o~ v
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Destination plates

Wash area

Picking trays
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Why automated picking??

i i L 30 Ky {25 H 8k
k1 b5t [1]

(100004~ 2 %) 2 man weeks < 3 hours
AW S N T H#AE <10pm
EEg-Ri: % >09.5%
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< il E Pk (Colony Picking)

W5 VB € (White and blue screen)

< WS- H] (Replicating) /HE+HE (Rearraying)

<l AR (Gridding)
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Y EEE FE-Re-arraying

[ earraying Stackers - elter
File View Options Help

[Q@_cﬁ Description | Head | Source | Destination | Source and Destination Order | Sterilise | Barcodes | Start

Welcome to QSoft Rearraying Stackers
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BERKE (gridding)
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O standard 1kb to 9kb shearing
assembly;

O 650bp to 5,000bp shearing
assembly;

O 4kb to 40kb shearing

assembly ;

Thermo Scientific ALPS
25 FHIREHL

QFill 3 X LA B R G

HydroShear DNA F Bk
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http://online.sccnn.com/html/cion/png/20120228012803(3).htm
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WAVE Microbial Analysis System

2 e R A EATDHPLC il




DNASep 7 ZHEWAVE RS0 [F) “ 0 E”

SUEE DNA Fr B/
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1. JERRPEEAF: 50 °C (KM, FFHIAHKER)
MHEDNAK /N3 (35 K £l 2000bp)
W DEAREE ST, ARG VEBRI A
PCR 74 (ks il Al afi 4t
LE5 2 EPCRY 1S K B Bl 5 FN 2 42 HE4 7 L DR 571 1 20 #T

2, #ZRMESAF: 52-78 °C (K/MFFFIKH)
ALK (5 7
PRIFREL A (SNP) R

3. TR 78-80 °C (K/MNFIFEFI4K )
ST B | MR A AT I R 4 7
AL TR I T A alidk,




FEAEVE&AT DNA JEBr 3

JORL pUC18 | FRHIPE N DI HaelllP)#], 94 i BV WAVE® R4 5. 1
0.8% Liflghific I, 257 1 267 bp F Bt & AT

12
587 _T0P
10 -+ o
587
N 434 458 458 B
- 434
- 267
26 - 174 257 \ 267
: | 257+267
§ 4 - 102 l
: . 174
2 “JL \ » \ H\_.J L/ 50
0 80

4 6 8 10 12 14 BOTTOM
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Mutation Detection by dHPLC

Wild type  Mutant Heteroduplexes Homoduplexes

hH=HE R

0 I I I

4 5 6
Retention time (min)
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Why DHPLC? ?

Requirement for Routine Lab Testing method:
Accuracy

Reproducibility

Automation

Low Running Cost

Rapidity

Sufficient Throughput
Known and Unknown Species

ccccccc
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AHDHPLC R ik I DNA 41 25 7+
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Software screen capture

“i Mavigator Connection: WADMINGden-—des d =10 x|
File Sedup Help

o|=| 2% o #|T|w
User | DNA  Injection | A Hoe Analvsis | MIBL Anahsis | Mairenancs |
H'Eﬂh':'di Resullgi Fragmep Eullecﬂuni

Project MF”-' Samples £ A | - . Estimated Run Time 10.8
A0- Gradient Hame | Time | %4 | %8 | %cC
Loading o 65 a5l
Tray MarE [Patiert Samples Do-23-20... 7| i f/f/_t,/—/"d E:g:::::"mt 515 gg ;gl
Serlal ho. E300734 40 e : Start Clean 56 o o0
| Zinp Clean Bi.fi 0f 100
Instument [350HT a : SlertEnulibrate | 67 B5| 35
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- a 114 4z 640 24 1na
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