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mouse embryos. Sense (A,B,0,F) and antisense (C,E,G) probe for Nréal
mRNA were hybridized to sections of ED10.5 mouse embryos. Faint sig-
nals for Nréal mRNA were detected with antisense probe in the man-

dibular component of the first branchial arch (B), lung bud (D), and
somites (F). No signals were detected in these tissues with sense probe

(C,EG). Lines with characters in the left image (A) indicate the positions
of tissues in which signals were detected.
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Figure 5. Immunohistochemical study of Nréal protein in embryonic
day (ED)10.5 mouse embryos. Frozen sections of ED10.5 mouse embryos
were fixed by ethanol and incubated either with rabbit anti-Nréal anti-
bodies (A,B,D) or with rabbit IgG isolated from preimmune sera (CE).
Signals were present in somites on both sides of the notochord. The
vertical line in the sketch (F) indicates the location of the sections, and the
photomicrographs at right (B,D) are magnified images of the boxed re-
gions at [eft (A).
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Figure 1 Interval mapping of the QTL for number of vertebrae
on 55C7. A QTL analysis was performed in a 1D family consisting of

repeats of bootstrap samples by OTL Express software and is
indicated in the inset bar graphs Black bars mean that the regions
were induded within 95% of samples. The 95% confidence interval
for this QTL was from 83 cM o B8 oM on 5507, between markers
5W263 and 507115, In this analysis, a linkage map constructed by
using the D family was used.
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Table 2 Summary of QTL effect in meat animals

Total number of vertebrae

P} 21 22 23
QTL Number of individuals Total  Average
Q0 21 31 2 54 2165
(3wt 3 ] 21 1 113 21.18
wtiwt 14 16 2 32 2063
17 125 54 3 199 2122
Mo. of thomcic Mo. of lumbar
verehme verebme
14 15 16 5 & 7
OTL Moo ofindividuals  Awerage Mo of individuals  Average
Q0 12 42 1578 11 39 4 587
Ut 1 78 34 15.2% 21 84 8 589
wtiwt 14 16 2 1453 7] 20 7] 6.00
15 106 78 1532 38 143 18 590

QTL type was judged with NWD90.

ERIZEITAHVRINEIGFD T ) IILFHEIHR

Table 4 Expression of VRTN alleles in heterozygous
embryos of pigs

Expression rate (%)

Embryonic day Q wit

B0 ® sample 1 2 ke 1.1
sample 2 965 35

8.5 @ sample 1 5710 330
sample 2 457 503

100 (3 emDryos) 845+ 37 455 + 37

120 (3 embDryos) 1000 + 0.0 Q0 + 00

140 (3 embryos) 1000 + 00 Q0 + 00

® Each sample contained five embryos.
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Int. J. Biol Sci. 2008, 4
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Figure 1. Genome assembly anchored QTL map of BTA 14 (see Tables 1-3). The gray bar on the left represents the visualization of
BTA14 from O Mb to 80 Mb. Studies on dairy catile are graphed on the left side with phenotypes represented by different colors,

whereas studies in beef cattle are summarized on right side of the graph with phenotypes represented by different colors.

Wibowo et al.(2008)
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GGA6
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GR, BW, 2

Egg, Lss, 34-35

Egg, Rss, 34-35

Egg, Yss, 34-35

GR, WM, 6

GR. DS, 8

EBehav, RFP, 6

DR, SPLEEN-SE, 1, sex-m
DR, CECUM-SE. 1 =1T1
DR, ABR-SE v, 3

GH. Liver, 8

Egg, HL, 35

DR, ABR-SRBC, 6, m-2
DR, ABR-SRBC, 19
GR, DS, 8

Egg, HBMC, 55

DR, ABR-BA, 24-26
GR, AF, 8

DR, ABR-LPS, 5

Egg, HBMD, 55

GR, DSM, 9

GR, BW, 6

Behav, Fear, 29
GR,BW, 6

GR, BW, 6

GR, BW, 9

\ Egg, TW, 35

\ GR. Liver, 8
Meta, TBCC =, 9

— Meta, FHS, 5

— Meta, Liver A., 5

BS X F, Zhou et al., 2006a
WL X RIR, Sasaki et al., 2004

WL X RIR, Sasaki et al.,, 2004

WL X RIR, Sasaki et al., 2004

BS X BO, McElroy et al., 2006

BS X WL, Zhou et al., 2006b

WL X WL, Buitenhuis et al., 2003a
BS X F& WL, Kaiser and Lamont, 2002
BS X F & WL, Kaiser and Lamont, 2002
BS X F, WL & SP, Kaiser et al., 2002
BS X F, Zhou et al., 2006b

BS X WL, Schreiweis et al., 2005

W X IW, Siwek et al,, 2003b

W X IW, Siwek et al., 2003b

BS X F, Zhou et al., 2006h

BS X WL, Schreiweis et al., 2005

WL X F, Zhou et al., 2003

BS X F, Zhou et al., 2006b

W X IW, Siwek et al., 2006

BS X WL, Schreiweis et al., 2005

BS X WL, lkeobi et al_, 2004

BS X BD, McElroy et al., 2006

RJF X WL, Schutz et al., 2004

IW X IW, Siwek et al., 2004

BS X WL, Sewalem et al., 2002

BS X WL, Sewalem et al., 2002

BS X WL, Schreiweis et al., 2005

BS X WL, Zhou et al., 2006b

BS X WL, Navarro et al., 2005

ED X BD, Rabie et al., 2005

BD X BD, Rabie et al., 2005

Abasht et al.(2006)
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