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34- Applications ofevolutionary bioiogy in agricjfture and industr/

Single Rucleotidepolyinofphisms (SNPs) hsve a great poientia! in getietlc identification antí íntrcgression studies ofhoney bees
{Apis melSíïera). To achieve SNPs fuH power in genetic analysls, they must be screened in a rapld, accurate and cost-efTect, 've
manner. Matrix-assisted laser desorption-ionlzaíton-íime-of-fiígriï (MALOi-TOF; mass spectromeíry is a promising tool for the high-
throughput screening ofSNPs at an affordable cosi in lhe post^enome sequencing era- In ïhs stutí^', a reciucetí SNP panei has~
been vatidated for Iberian honey bees (A m. iüenensis) and a poolmg strategy is presentetí for alie lê írequen cies determination by
using MALDI-TOF technology. The reduced SNP panei con?B;ns 127 most ancestrr-informatwe locf (iesign in the dark honey See
(A. m meiiifera}. We tíemonstrate the >ji'liS'/ oflhis meShcdology in sampies oflberian honey bees [A. m. íbenensis; selected .fo' its
pstrtcgen toierance and in gen&mic DNA pools The described method reduces coste and time and enables genot/ping ofup to
thousands of honey bee samples by takmg advantage of lhe high-üirougtipíi! MALDi-TOF technol&gy,

This research is funded through FEDER and 1N1A (E-RTA2014-00003-C03 and 01), Regions' Govemment of Murcia
(18908/GERM/2015, Fundación Séneca) snd BeeHope projec? f138573-BiodivERsA, f0002i'2014). l. Munoz acknowledges the
supportofs Sasvedra FajardofeElov/shipfromthe Fundadón Sèneca (20036/SF/16;.


