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Figure 1. High Density Genotyping Application Focus Figure 5. 48 hour Axiom Workflow.
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' Figure 4. Axiom genotyping performance of 12 array plates using the HT workflow. All

plates pass standard genotyping criteria. The blue horizontal line in each plot indicates
the acceptance value.

Cattle ﬁq

TRADEMARKS/LICENSING

BEEEREEE N EERERESE |
g Farm animals — —
- a a DQC Sample Pass Rate Avg. Sample Call Rate Concordance FOf Research USG On|y NOt fOI’ use in dlagnOStlc
Aquaculture =g Pt TR 1.00 A 100 { ———————————— 100.0 e 100.0 - procedures. © 2020 Thermo Fisher Scientific Inc. All rights
-l e T - e T - T T T T :
M v!?l:.*j--?l o 8 oe ? 1 b E!lltl 9.8 - l,';al;l?I“!i reserved. All trademarks are the property of Thermo Fisher
foodls + - ; H o 599 gginno 8l 8T ® L, L+ o4 g ; . . I . ; .
%, Plants Lo R 3 e8f33e, 0 e tT P s Eiidn Scientific and its subsidiaries unless otherwise specified.
o) g & 2 99,0 ® 28 s 28 B 5
. 000 ’ 2 A E . - ¥ S 994 - f
) E 0 o 2 &) el
@ gy g 98.5 7 ) 99.2 -
* SeIeCtlon Of * Verlfy * SUb-SeIeCt 085 7 T T T T T T T T T 11 %0 7 T T T T T T T T T 11 %80 7 % T ? T T 12? T 1r jf %90 7 T T T 1 T T 1| 1
markers millions of markers
using in SNPs  Add new
silico design across markers
hundreds of QCCR Reproducibility wavinessSD MAPD
SampleS 100.0 . 1000 - & 0.15 0.5 -
T _'_-.,.-—i'r . H L L LR
R e A N = T =i
995 4 + 4 lﬁl ’ III.I _ B8 g ! y !'! t T 0.4 -
: - Z . N 0 010 -
« : PooL T el S 998 °l @ N ° g o > o . 1 8 P
99.0 o 8 L L = @ T P o o T o328 £, g
5 ] B T S imgzramiisis| 27 a®hl el ea
98.5 - ’ T = c6 - RS *§??-* 0.2 -
leg'U_'|||||El|1||||| gg'5_'||||| I I I B D'DD_'||||| I I 0'1_'||||| I I B S ‘ I E N T I F I ‘
Tt irndo e ®y i R i AP i g

Thermo Fisher Scientific ¢ 3450 Central Expressway ¢ Santa Clara, CA 95051 e thermofisher.com



	Slide Number 1

