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Figure 1. Differentially expressed genes(DEG) between high and low meat quality in
longissimus  dorsi of Hanwoo. The arrows indicate the DEG. The amplified
PCR products were separated on a 2% agarose gel and stained with ethidium
bromide. M: DNA size marker,

11 12 .13 15 ™M

Figure 2. Gene expression analysis of DEG between high and low meat quality by
RT-PCR. The amplified PCR products were separated on a 2.0% agarose
gel and stained with ethidium bromide. The spots indicate differentially
expressed genes(DEG). M: DNA size marker.

—L

oAt (marker) 2 £ 4 o] AR vlAE o] 2 H TFH
gol 7158 Aolth g, F¢ nF &) SojHoz wdHE
A AgAr 23 92U AEE 7)) B AR dL

24 42} B9 A 53 =
714 AR5 715 ¢ A7
o7

FE5G AFEM 25 FHSE AR

1 ulA 2 8835 7] 98l GeneFishing PCR 7]
ol A A5 A o2 U E FHAE E48
07H—4 A% 3 FHAT dAHA D o] sHeH
79_3?7} 47) aElm AFE FAHA BT &
ol FAAE cloningdld 714G e B8 A4EA
o] & DEGE F2 EST(expressed sequence tag)
#d&Fo] ¥& DEGE malate dehydrogenase 2(MDH2),

B
rr
2
o
e
2
N
o
t
-4

Wl orR

il

ox
off mli == b ok

_]>v
o do o o
il
>
o
Y,
Hony
=
ol
Ho
=2
i

oz rie
oy

L
2 o

+ o

do o
to
w
2
i
o
sl
=g
r«{:z

_1>l ~>xi' oH.
}3%4 —.~

o,
ol
i
K3
£
rhu
o[ﬂ

I
fat) h}f it

o&i rlo

W oo
o
o

ol
=
<4
w
N
r;‘,
;Q._,

ot o a
o

oz

e

off ¢

O

- 0

[ U R S R T A
= 3L
II)_'.
2
e 2 oft
Rl
32
ik
1
iR oy
i
off

il
W
—
o
3]
2
jl
Ho
2
__); ——
e

2L



Table 1. Sequence homology and characterization of differentially expressed genes

DEG . GeneBank Base Sequence
Identity .

No. acc. no. pairs homology

DEG1 Bos taurus malate dehydrogenase 2, mito— XM_589838.1 1295 98%

chondrial (MDH2), mRNA

(EST) 1162306 MARC 7BOV Bos taurus

<DNA 5'. mRNA DNZ281142.1 796 99%

DEG2

Bos taurus MyHC—2a mRNA for myosin

heavy chain 2a, complete cds AB059398.1 5965 98%

DEG3

(EST) BovGen_15668 normal cattle brain
DEG5 Bos taurus c¢DNA clone RZPDpl05611416Q (C0887343.1 743  98~100%
5', mRNA

PREDICTED: Bos taurus similar to hemoju—

DEGYclin isoform a (LOC512336), mRNA KM_589838.1 1263  99%
Bos taurus triosephosphate isomerase 1

DEG10 (TPI1), mRNA, complete cds BT021064.1 1238 98%

DEG11 Bos taurus actin, alpha 1, skeletal muscle NM_174225.1 1485 97%

(ACTAL), mRNA

PREDICTED: Bos taurus similar to cardiac
DEG12 ankyrin repeat protein (LOC523149), partial XM_601444.1 426 100%
mRNA

(EST) Bos taurus LM—24—HW cDNA library
DEG13 Bos taurus ¢DNA clone LM—-24-HW-001- BM986167.1 860 99%
38 (5'), mRNA

Bos taurus actin, alpha 1, skeletal muscle NM_174225.1 1485 96%

DEGIS (ACTAL), mRNA

myosin heavy chain 2a, triosephosphate isomerase 1(TPI 1), actin, alpha 1, skeletal
muscle(ACTAL) FAAER FAFHAL £ d3E 53 ¢ AL A5 s 8L
e g2 2 SFBHL A% EXY A (marker)E £4E £ o] FAA wlAE o] 2 nFH
Ak B9el £ 27171%0] 7h5 e AolTh,
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