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Reverse Primer: 5° - cit gtg tag - 3’
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acgtaaagagoatet caatasatatgocttgaattaatgasaacaatggt ttctgaat catggcctecaaagage base pairs
tocatttetoocagagttatttatacggaacttaattacttttotcaccasagact tagtaccggagattteteg 151 to 225
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tasacggaaaagggdagagtaggaagactt ccacgagtocgacggdaccatoctacggagaaagagacaccecas 225 to 300
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geattoteotgctetotototaatactot ttotttttottococtcot ctococcocaactaoaggat goct ttatsta base pairs
cataadagacgagadagagat tat 9agasaganasagaagigadgagasgggatt gacatectacggasacasac 30 to 375
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gaactatacggoccoagoatgeggoctotatttgatttotoctggotatoctot gaagactet oot cagtt tagee base pairs
cttgacatgccageatcat acgccagagacasactaaagagdaccdacagagact totgagacgagt casaccgy 376 to 450
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ctagtgggagcttgoatcaccotgggtgect atctagaccacaagt 9aagteaacatgoct geoooaaacasata base pairs
gaccaccetcogaacat agt 99gaccoacggatagaccoggtat teact toagt tatacggacagaat ttatttat A5 to B25

Ban | Hincll
BshMI
hpol
EcoRl
EcoR
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PCR tube

Technical specifications

Temperature control range of the block:

Temperature control mode:

Heating technology of the block:

Gradient block:

Gradient range:

Gradient i mparstune range:

Lid temperature range:

Lid descent and closing pressums:

Block homioganaity: 20-72°C
85°C

Block temperature accuracy:

Hesating rate®:

Coaling rate”:

Interfeces:

Dimensions (W = Dx Hk

Wieight:

Powrer supphy:

Powwer consumption:
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THERMOCYCLER

Mastercycler pro

Maste roy pro 3l pro 5 Mastercycler® pro 384
Aluminum Sitvar Aluminum

‘85 % 0.2 mi PCR tubes or 1 PCH plate & x 12 (unskired, 1 PCR plate 384
semi-skirted, skirted — acconding to SBS

4-ge G 4-99 -G d—oo G

Fast, Standard, Safe; both aveilable in gradient cperation mode
Peltier elements, Tripke Circuit Technology

Ower 12 rows Over 12 rows Orver 24 rows
1-20"C 1-24°C 1-20°C

S0—80 "0 30-98 "0 S0-88 0

7110 *G F-110°C S7-110"C
vapa.profect™ technology, with Thermal Sample Protection

=203 "C =003 "0 =203 "G
=204°C =+04 "0 =204 °C
+02°C +02°C +02°C

appro. 4 *Cis appro. 6 "G's approx. 4 "Gi's
appro. 3 "Gfs approe. 4.5 "0f's appro. 3 "Gf's

1 = Cantronics®, 1 x HS-252, Control panel, one each of GAN_in/CAN_out

26 = 41.5= I cm 26 = 415 = I cm 28 = 4.5x= I cm
18.5 kg (40.8 Tbs) 18.5 kg (0.8 Tbs) 18.5 kg (40.8 Ibs}
115 WV or 230 V, 50-60 He 115 W or 230 V, 50-60 He 115V or 230V, 50-60 He
‘BE0 W 250 W BEOW



0YTy Master cycler pros NZAN Eppendorf
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. Control Panel¥ EA H
. Control Panel® N %
. D27 SHOIN “Edit” HES 53N TS HEg & Ao,

. MY AXE 8] “Header™ °IM Mastercycler “pro S™ <°l lid (%) &k, lid function, control modeS2 AP,

ANE ON2E HEL,
ECR o|E1 PIN HZE APt (38 PCRY 8%, NaX HILMTE= JYAUA R=D)
2 OIAS o859 A8Ae T=218 M3 MEpY,

PCR A% 2B A= ®

F

SIHACIM Y9 AL, 2 cycle2 HESEYC ¥ H2 MIT & AT
“Options “°IM= gradient, time increment, temperature increment , ramping 4= 2 4%% & A4.

. control panel® “STOP” HE Ei& oY “STOP” & F2M PCR MIACN LNEANT M3

“Resume™ YAIZAIA PCRZ MAF°l 53,

10. “Abort” = PCR T¥2 {224 AH.

11.

“Exit” £ &% T2 Z=189 QASHCl SN =N} Hs3HD.

12. “Status” HE +28 BN MY 32 PCR dF¥° HASH 4.
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