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Reduced genome representation through GBS
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GBS 96-plex Protocol

(http://www.maizegenetics.net/gbs-overview)

Clean-up Clean-up

6. Evaluate
fragment sizes

1. Plate DNA &
adapter pair

2. Digest DNA with RE
3. Ligate adapters
4. Pool 96 DNA aliquots

< GBS?Q| 92| >0

¢ GBS ¢i7Lo| A|X
GBS 04-?“ OfCIM AIZtE|RAS7? 2011 H=
o 3 4 (Cornell) C§ & o] Sharone E. Mitchell,
Robert J. ElshireO| 2= AX|Z GBS 01:|.L§ A
oL =25 ZUSIRAL o= |, &, F=

= =2
22 = AT ofsiM A g7t EJ-EI
1 ek EE|, 2 F8 HF0[HA, U5t 5
e X=of tiEXel =022 o= A+ EtE
g2 YT M2 et gatoltt. o oot T
= 0|8sto HE Kete4~g A1, HES GBS
A= Of w2 =g UL

& GBS 7|=2| 38AT A&

GBS 7|&2 O8] 7tX| =2H0| A JHME2
= 20 ot 2t S Chfst 20F0M A=k
C} CHEXOQI AIYE AHEDH GWAS, HaX| =

MG
‘g, MAB Ot M, SEAAE 2 28 1= &

JZ A 30 30

6) Robert J. Elshire et al. (2011) A Robust, Simple Genotyping-
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The best hit for kernel color lies within v1

Dr. Ram Sharma, Rajneesh Paliwal, Roamy et al. 2013; Genome Biology
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