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1 - Quantitative trait

2 - Continuous

3 - Infinitesimal model
4 - Finite locus model
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8 - Linkage equilibrium

9 - Linkage disequilibrium

10 - Highly polymorphic

11 - Restriction Fragment Length Polymorphisms
(RFLP)

12 - Variable number of tandem repeats

13 - Mini satellites

14 - Micro satellites

15 - Randomly Amplified Polymorphic DNA (RAPD)
16 - Amplified Fragment Length Polymorphisms
(AFLP)

17 - Single Stranded Conformational Polymorphisms

(SSCP)
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6 - Markers

1 - Association

2 - Quantitative Trait Loci (QTL)

3 - Linkage

4 - Breeding value

5 - Marker Assisted Selection (MAS)
6 - Detection

7 - Blood polymorphisms
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4 - Outbred populations

5 - Confidence interval

Ll SNP) ' sus s s S IS oy
(Y 50Y)
e55 osn 03 Jel glald il 4 e sl
Cilie glacand js Sl ol sl Sl
Al pepes BB Ll Lapgies S
el b Sl Sl eslinad 5 jasiiS e
olie J S S e il sleds,
oboly (RFLP 26) b SOl 51 w30 e
(SNP f2) Sis pdms 5 odiies TS S s
PCR) % Sl lopmis LSl olul,
4L 53w DNA @i, PCR b5, 55 Al e
SNP 5l i Sladllas 55 55 8 o iS5 Lasiio
G Cl Sl Sl gla S5 glls &S
ol o g5 s glacand s ol sluws
53 (SNP) J.<JLW_: o Cy 3 g o ol sl
@ bS)labg, 5 LS b b anlieys o)
Wl Slslp Js ol oS T s L zsls s
O Lol sl LS sbar .l i o555 )3
oxlital LS lpales; 5l el 5o (B sbadj
Sl P i gl S ol O 255
aralx 3 O3S0 xa sl bl sldas 3 s Jlex! 1

~:.\c.‘~‘ - . . .
SLOS 533 e el Sl e Ll 3L

18 - Single Nucleotide Polymorphisms (SNP)
1 - Hybridizations
2 - Polymerase Chain Reactions (PCR)

3 - Fine mapping
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6 - Morgan or centiMorgan (cM)
7 - Genetic mapping function

8 - Kosambi

9 - Haldene

10 - Inbred line
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1 - Recombination fraction
2 - Linkage phase

3 - Physical distance

4 - Genetic map distance

5 - Base pairs (bp)



> el 0o (S S0 O (e 5 S sleds)

oo ol b MSosba el Dslite Jlew 0555
UV ol s a8 a0 Ol 35 8 5 3 Joma
Gl anis BB S 0 sl Yo

QY 50)

SLa05 OIS et gl cbe slaz b Y - )
aloze (K55 (Ko gy Sl o3zl b (25

S b BSOS el ¢l
Dbl b ke dsleie (K55 (Ko
Lslis 5 Sl 05 il pals melsr 6l
Sheslaal b a8 slads O sl ol )l
I e R T
I
bl ble 45 b0 oK jasis gl
e S TR R JCT SR
Sl s bl o 5 a5 LAl
(58 5 ¥ Wil o beesl s b5

SRS G (S < 55 S5l G55 53

Shls sl Co sy sl his a5 o) O 4

1 - Experimental designs

2 - Selective genotyping

3 - Bulked segregation analysis
4 - Crosses between inbred lines

5 - Within or among family analysis
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13 - Back cross
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2 - Full sibs
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6 - Extreme phenotype
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2 - Linear Regression (LR)

3 - Maximum Likelihood (ML)

4 - Best Linear Unbiased Prediction (BLUP)
5 - Restricted Maximum Likelihood (REML)
6 - Bayesian Analysis (BA)

7 - Fixed effects

8 - Random effects
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1 - Granddaughter design
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1 - Polygenic effects

2 - Animal model
3 - Marker Assisted Selection

4 - Missing data

5 ooasE Gy U sldob Lok
o e sl WS ey O slulls
Jl oldlas Gl s bl e
O35 Odisliy s oo oyl O35 Kbl = o
s s el s > ol i il
Sl ledsy ol b b a5l 55 S
oS o i s 95 e pder LasiiS
Oses S5 sy Sis oo fege Cal ol &1y
Gl 5l sslinal b Sl 03 el
PS03 UK i a5 s e sb]
A9 el anlllas 3,50 A4S ko ks 8y
PV 5 TF Y0

s $lr gl Sl L)
5 Lsliy s w3 SU 25 slesls Lo
ol S i ol ol bl esl gl oy
ol Sl ot G S5 sy alie 55 A
5 LKL e 5 s sl OSe oo
eomad 3 g e3lial S o) O jasels
3 oS O3 3 Ol 355l Ol gy cnl b
T 55 a0 O a8 (05050 3 3503 2525
A alie Sy ool sl b SLis es i
S Y0 ) 55 e eslinal Sl 3l &S el
(5%

Flsssln gl S S s 85 3l eslind
L b Jae & oo a8 slads 0 olas
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3 - Conditional genetic relationship matrix
4 - Unknown linkage phase

5 - Large pedigree data
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5 - Numerator relationship matrix (A)

6 - Identical by descent (IBD)

7 - Posterior distribution

1 - Markov Chain Monte Carlo (MCMC)

2 - Algorithm
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4 - Joint frequencies

5 - Disequilibrium coefficient

6 - Hardy-Weinberg Equilibrium (HWE)
7 - Large populations

8 - Random mating

9 - Selection

10 - Migration

11 - Mutation
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6 - Additive and dominance components of variance

1 - Sequential Oligogenetic Linkage Analysis Routines
(SOLAR)

2 - Expectation conditional on observed marker data

3 - Complete pedigree
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12 - Ganetic phase disequilibrium
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1 - Effective population size

1 - Random drift
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