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AR AE S 09 2 T AR, LUK A% <Gl 300 1R AR S A g I Sk B2 L 6 1 159 Sk BRAT A AT 4 BB 5 VIR
24 i % 7% (porcine reproductive and respiratory syndrome virus, PRRSV) A T & Je i 56, F FH “ s — 5 7 5 A
R AT &SR 4 SNP 438, 5 PRRS B 78 75 DR L V8 ik B4 200 0 7 43 bl a0 47 S 106 3 T » O 328 0 73 48 /% T IR AH
KA Fhric. 45 R R, ¥ DDX17 FMl BTG1 3 W b ) 3 A4 SNPs {7 & (rs81257542, rs329240026 F
rs334594334) 5 PRRSV J& Y AN [a] B[] 5 04 1 38 9k B 40 i & 29 bb 58 8 56 Bk (P <<0.05) . rs81257542 {3 i Y 55 fir
HH C.rs334594334 S &M A & DDX17-BTG1 By 4& I H B CC-AA 0 344 A7 2 (K A4 34 35
AU B4 0 3 R 22 19 A 44, PRRSV 6 e B0 3k B 40 B B 43 b s LA O 36 (04 B s 0 5 AR BF 90 3 5 3
ARMS-PCR 5|49, 87 rs81257542 F1 rs334594334 i /5 1Y Tetra-primer ARMS-PCR # W 77 1 , {X 75 — 4 PCR
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T8 IO AR S AR A A SN 4L 8 i PRRSV A
TR e AR B G A [R] ) 0 I VR FE A, AR R
PRRSV YL 555 14 K 0 AR A7 15 1 D08 B 1 Kl
Gy 0 By AL BT IR AL, 25 R R B IR R B I A
(P N N NS S T X (3 R I IR A NS IR §
UL 20 1 4 L 5 3 e o 2 4 3 A 0GR
IR H B 96k B4 B 4 B AT AAE i PRRS Bt
(A FE 7 PR 3 e R 5 YR I B 4 M E A L
3 OGR4 F A i nT A B I & AR O % T A
TR B R AR 0 2 ARl .

AT I TSR SNP .S R o B e . 5
PRRSV YRI5 0 K) ARG G4 4.7.11,14.21
TR I B 200 L 43 b R AT DG I 43 T O S 5 9 B 4
[ER AT E Y PR S I e o T e il N = VA
Prs MR AH OC 4 F A5 12 9 Tetra-primer ARMS-
PCR P k0 J5 3% B 78 8 48 H0 18 7 MR b a2 4l
B e B4R AU Y SNP 3 T hric FIAG I )5 v

1 #RlEI*®

1.1 HSRFXERRIMEREN

IR B P A IR L AR S SR W W S
KB 44 58 i b 2 1Y) R 4R (F7 ~ F9 AR B 52 BE AR 11
10 &% il e W7 3 47 4, OF 39 4R T 4 15 kg, 3k 159
3,2y 4 LR BEAT PRRSV N TR R 56, SR iR
56 A7 38 3 F R DK CR 0 A I #E PRRSV L 8] ¥R 95 5
FVERAE R o5 B B0 RN BT A4 BT A7 58 e R Bt AR 24
FIPE. Zead 7 d WGa 05 XF 159 Sk {6 5 47 4% 42 R
1 mL/5 kg3 & G S 22801 mL, A2 B 3 217 AL
W5 A HP-PRRSV 5 # (PRRSV-WUH3 #
¥k 6 5% BE A 107 TCIDs, /mL) #£ 47 PRRSV A
TIRYLR K, 75 PRRSV BYLRT (55 0 ) ARG 7
S5 AT 111420 KR FHRE I R 1 04 O kR
SEYUEEIN (EDTA-KO) AL EEINL , {5 FH g 500 Hi 2 7
BC-2800Vet & 4 F 3l il 8 40 A 43 BT A3 6T Bt 8 1
HEAT I B B I B A0 B A BRI R o i
FHF 103 43 85, 48 B 78 e 8 RNAL 5% 5
cDNA 3 i 4 X} 52 7 PCR J7 ¥k # #8 br o il 26 3
BRI v R A ELARI e vk S Sk (14 .
Horp g 72 08 (2 L RO PRRSV A T/ L ik
56 14D I RS0 AR i a5 43 S ok 18 E Y AT B
Hh I SR R AR A
12 FEKH

2X Taq MasterMix 1 [ I3 A3 A= P B} 5

A BR 7] ;s Biowest DNA HEL 3k B8 . Prime Script
RT reagent Kit With gDNA Eraser & # 553850 &5 .
DL2000 DNA Marker 1§  TaKaRa 2 &) ; $iT 5t &
Mg A AR OZE R BT AR b W e R R I A
DNA/RNA ## B | & W A Tiangen 24w ; & 1k
WA RN EE L TCK QBRI A E 2 A A A I
FABRAF
1.3 EESEBEMREEH

I 0B M A 23 25 1 A0 B, R 0 R B
P 40 AL & DNA 3 i Thermo Scientific 23 H]
i) Nanodrop 2000 4% i I & {46 M DNA e & Fn 4ii
FE . K TR A 1) DNA B B0t B R AE Y
FARAG PR BRI ot — 457 SNP W& v #4752
Sy, i PLINK v1.09 X 3t R A8 ik 17
JoT 5 ] B R A S SRR/ T 95 06 A AR TR AR e R
FBRT 0.1 B/ NFEALEEPA /N T 0.01 LSRR
A4 P<<1>10 °#y SNPs, £ 37 124 4~ SNPs
AT IR ST
1.4 MREXSFREHERSEIT S

R A 0 52 i) AL 2RI 90K L A B 5 O L i AT B D
1 051 43 AT » LA DR R0 1 1) 2680 L 0 e A et A Sy
B R By AE B, ] ffi AR ATC (B e/, A R 38 5 16
GLM # 4 v — i 26 PEBEAY (general linear mod-
el GLMD X i # Ji5 (9 SNPs Hicd 5 9k B4 40 g & 43 L
i FHASE RS (1) 47 B 40T

Y,.,=n+G, +B,+S,+W,+e,, D

ALY, ACR MR & (H ., e AR R4
G ARFRILE A N (Hoh i =1.2.3), B, [UEHK
R CHR h=1.2.3,4), S, ARk B %
E=1,2), W, REXLEY 0 d Wt ET . e, 10
THEPLIR 2 .

KUK R 5 1 R OB 4 B R FHASE A (2) 6 AT

Y =ptTG6, +G6,+G XG, +B, +S,+W, +e,, (2

ALY, AR I 5E L, o AR AR IR 2 5L,
GRS 1A A B B RO (o i =1,2,3),
G AREREE 2 DB A BRI RO (Hrp j=1.2.3),
G, X G,y 3 [0 ] 8 T A R B, A4 2 it v 20
(i h=1,2,3,4), S, AR Z N Hrh k=1,
2) W MRG0 d MR A e, USRBEDL
w2,

fifi Ye 76 PRRSV BGLHT (55 0 K) AR (5
4.7.11,14.21 K6 AW ] g v =047 2 AN [] g
PR bR O 40 L P 3 b R R 7 ) — e R M A AR I 2 G
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E ORS00 A 35 PR AR A4 0 49 B 38 19 SNIPs i . I
UCSC Hf e Xt it B S TE 3 2 % 3L I 4] Sscrofa
11,1 % R A7 B F A7 5% 46, IF T SNPs A i BT 7 5 [
R F RS & E A7 3 B, 5 B8 SNPs Jir 76 5 [N 19 1) fig
A [] 356 PR 784 ] 1) 22 o LL e Wb 3 1 T 8 S5 0 L e
P 1 R RH 5 1) A 3 3 R K 4y A

S5 itk SNPs £E 159 3k PRRSV A T A4
A 18 6 R 4 A 15 0, B Kruskal-Wallis #5677
T2 BT B RN IR E AR
WEE"RR, BEEFHIWFRHEN . P<<0.10 £/RE
SR, P<<0.05 R/RnEFBE,P<0.01 £/
LR BE ., IR : A= (AA—BB)/2; B ¥
N :D=AB— (AA+BB)/2; AA itk CL 41 il A 43 [

P K% 4l G L R, BB Sk bk B2 40t 49 e 24 /)N
B2l A FL R AL, AB 2 A SR AL,
1.5 St REK

MR B e SNP 7 s M3 500 bp Fr 81047 & F
JH Tetra-primer ARMS-PCR 3| ¥ ¢ £ 1% i1 12 ¥
(http://cedar. genetics. soton. ac. uk/public_ html/
primerl.htmD) #£417 ARMS-PCR 5| ¥i& 1, 35 1)
2510, 7 R BER /N R AE 150 ~ 600 bpt,
FEXREAS SNP ARG 2 4 3 K 5 43 5 5 SNP 2
A S8 PR T X LA i 7 [ R S B P 5 1R 2
7 AR BS54 L TR B 2E 51 3 a5 3 LB
BEGI A GEBC LIRSy B 4 v GR D g1 e st
BRI E B A R 7 A

%1 ARMS-PCREI#ER
Table 1 Tetra-primer ARMS-PCR
EIE7] 5191751 BKRE/C BRI /bp

Primers Primer sequence/(5'—3") Annealing temperature Product size
DDX 17-F(inner) CTACTGTAAATATTTCATATAGTTTC C 364
DDX17-R(inner) TCTAAATTAAAACTTTAAGAATTT 50 A 281
DDX 17-F(outer) TAGTTTTACTTAAAAACAGTAATATC Outer 595
DDX17-R(outer) CTATTCTTAGAATTATAAACAAACT
BTG1-F(inner) GCTGTATAAATAAGTCTCCCAAGACA T 321
BTG1-R(inner) TTTGAAATAAATTTCATTTGAGCAA 57 A 194
BTG1-F(outer) TTTTAGAGCCGAACCTACATCAT Outer 464

BTG1-R(outer)

GCAATAACAATGTCAAATTCTTAACC

ML T AR SR A B B 3L . Note:Bold letter represents mismatched base.

1.6 Tetra-primer ARMS-PCR # 1&

PCR &z W & & 20 pl: 2 X Tag Master Mix
10.0 pL,2 45181 (10 pmol/1) 4% 0.2 pl.2 &N
1% (10 pmol/L) 4% 0.8 pL. DNA i 2.0 n1(30
ng/pl).ddH,0 6.0 pL, PCR W F2F K .95 C 1
AP 3 min, 95 °C A8 PE 30 s, 3Bk 30 5,72 °C I fif
36 5,3 30 MEH ;72 °C 5 min,4 CHHEfE., Tetra-
primer ARMS-PCR F=#) 4 2 % B I8 W BE i HL 1k 46
I, 58 108 RAS 22 G0 W5 P Tk 285 RO PR A7 AR B 1 14
B R /NFI S5 B0 H DX a3 AN ] S R 7

2 #HEREHSW

S5HREMEES L BEXBENS FIRCFE

IO 40 T 20 LefE PRRSV YL S 46 4 KR
FEIG IR B AR 5 4 ~21 KBl 7, 7715
AR B AE 8 AKF- T A8 T AN AR AR SE T 2 R IR
K, @A (DX 159 AR R R SNP S A
RS PRRSV BYLET (5 0 K) R 5 (58 4.7,
11.14.21 K6 A-BF [a] 55 A4 A & i 98k B4 40 Bl A 43 L

21

HEAT HE PRI AR AR 1 O 386 43 B, S0 6 15 3 3 9T
PG AH A BB SNPs i 5 (rs81257542, rs334594334 .
rs329240026) , HiH rs334594334 Fl rs329240026 fif
S5E 4 B (3 2), rs81257542 i A T A
DDX17 W% 3 N T, rs334594334, rs329240026
BEE AT RN BTG B4 6.7 N &1
2.2 DDX17 fn BTG1 2 EE SNP &S HE
AR E 4 L KB T

i F rs334594334 F1 rs329240026 i 1 58 4> i
Wi, LL rs334594334 (BTG1) fE A #5 % SNP,
rs81257542(DDX17) ,rs334594334 (BTG 1) v 15 £
A PRRSV YL FT (5 0 R) MIRYL J5 (5 4.7,
11.14.21 K)6 /> B [H) A5 A 98k 2 48 B A 53 L OB 43
BrafRge s fk 4, TR 7 KA 11 KX,
rs81257542 {7 15 A [ 3 [H 5t o7 A9 9k 4 40 B & 43
P EA 3255 (P <T0.05), FEH R AA iy F B
BERTRE A CA F1 CC /MK, B 3 F 3k 1 &I 78
AN TR B [ 5 A bk B 440 B 0 B 9 e/ R B 1 2
PRI AA<TCA<TCC By a3, 1% A7 5 25 i 3 X
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C X bk CL A A A 43 b B 3 A v . A R g
HICH 0 KD MR YL 545 7 K ,rs334594334 47 i AN [
JH DR RS 7 7 96K O 40 B A b B 2 R (P <<
0.05) , FERRYL J5 55 11 KR E A i1 % Wb 35 (1% JE IR AU 4%

N (P =0.06), Ik [0 20 Jifd 7 43 L iy fe /s — e 4 34
PEAFEN R AA>TASTT By, F A AA XF
MR ERBE R ERT TA,TA BF & T TT, &4
LD A KR B A0 B A b BT 0 R N

F2 SNPlLEERER
Table 2 Information of SNP loci

SNPs A3 E Position SN REA Alleles H:H Gene name FEH AL E Gene feature
rs81257542 5:9491168 A/C DDX17 Intron 3
1rs334594334 5:91061683 A/T BTG1 Intron 6
rs329240026 5:91076565 A/G BTG1 Intron 7

®3 DDX17 EE rs81257542 M m SEMS KB AT S L B X B S
Table 3  Association analysis of rs81257542 polymorphisms in DDX 17 gene with lymphocyte percentage

TG ) /d HNH Genotype P i T &N PR
Days post infection AA (54) CA (73) CC (32) P value Additive effect Dominant effect
0 43.1148.28 45.1147.48 47.104+8.10 0.53 2.00 0.01
4 29.84411.90 32.00410.90 33.6849.89 0.11 1.92 0.24
7 32.83411.90b 39.94+11.66a 43.0147.98a 0.01 5.09 2.02
11 31.11410.85b 39.4449.44a 41.79+11.93a 0.01 5.34 3.00
14 45.26+11.75 44,494-10.20 48.89+8.11 0.46 1.82 —2.58
21 46.27+9.66 47.60+9.95 49.394-10.66 0.98 1.56 —0.23

T P B SE R BB 2 3 K . X POE/NT 0.1 AR RLEAT 2 T AR RIAT SO AR AN R R R OR 22 5 B3 (P<C0.05) . K 4.K 6.

7 [A . Note:The P value is the significance level of the genotype effect. Multiple comparisons are performed when the P value is less than 0.1.

In the same row,values with different letter mean significant difference (P<C0.05).The same as Table 4, Table 6,and Table 7.

F4 BTGl BEFE rs334594334 L m & T ERBHBEE N LA XEL

Table 4 Association analysis of rs334594334 polymorphisms in BTG1 gene with lymphocyte percentage

SR H] /d FE A Genotype P {H i S M
Days post infection TT (72) TA (72) AA (15) P value Additive effect Dominant effect
0 41.23+8.36b 43.0948.31b 47.324+6.80a 0.02 3.04 —1.19
4 32.55+12.05 30.14410.12 32.85+£11.70 0.31 0.15 —2.56
7 32.06+10.42b 36.014+12.10b 41.48410.74a 0.02 4,71 —0.76
11 27.70+£10.28b 36.10+10.7ab 40.33+10.85a 0.06 6.32 2.09
14 41.78+4.55 45.22+8.85 46.36+11.15 0.91 2.29 1.15
21 42.724+2.40 47.86+9.64 48.22410.64 0.62 2.75 2.39
23 DDX17# BTG1 WERARGRESHEMME 78 F KB (P<<0.05) . Ho & 4 M LH AR &
S KRB PRI CC-AA PR AL 107 B 9k T 403 7 40 e de /b —

i O TR R A MR O IR 3 B (B (2)),
DDX17 Ml BTG1 WA R4 £ WA 5 PRRSV /&
UHT (55 0 RO AR T (4.7.11.14.21 )6 A4S i
SRR AN S L OCIR a Hr s R UL 5. BRE A
R ZE R G oK, C S DDX 17 (AR # & P, A
BTG1 RGN FRH , R\ HEEMIEFEE,
B3 A B LA e AR A 3 PR 1 35 PR RO R A O
K7, 42455 CC-AA.CC-TA fl CA-AA. 33t 63 3k ;
B3 A B LA I 4 AR A R TR 1 5 PR AL O 4 A 0
K%, 4346 AA-TT.AA-TA Fl CA-TT, 43} 39 3k,
PERRYLJE 55 7 RN IR 3R G R R 780 5 0k 1 400 L

Fe B fe e (44.11 %), H 5 FHAth 7 LR B ¥y 22
3 (P<C0.05), CC-AA 7£ H At B 8] 5 %5 157 A9 9k £
ML o LA X A R . B R G IR R AA-TT
FAA-TA XTI 9 b B 20 6 7 43 b fe /D - 3fe 3 {8 A
1%, 43 51k 31.83 % H1 29.34 %,
24 FMMHEMHMEE LK SNPs 5REFHE X
B #7

F A SC R % KB H) SNPs 5 PRRSV & YL 5
ABFA] A (4.7 11,104,210 &) 5% 7 28 08 B0 3 1 A
RUCL) BEAT OCHK 3 M, 45 R WK 6 Rk 7,
rs81257542 i s AR 36 K B #F PRRSV &L 5 4
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4 RN 7 RX N R R AA>CA>CC
(R %A AR C R B R e BOA Ty
PERONE o 5 90 O 40 M 7 4 LR SR R L R R AR T

AN T) 25 DR B SGF 1f 3 H # 2  EL A I T R TR R A

PR TT>TA>AA B # S %L 5 5 7 5

xﬁﬁ%ﬁhiﬁﬁﬁé@m@ﬁm—'ﬂ%Eéﬁiﬂ@*ﬁﬁtt
B (R T, X TIRRPFE 4 RAE 7 X 2
ANIRF ] 5, 2 AN 7 A 3 il A [ 5 R X I 1 o 2

M (P<0.05,3 6). rs334594334 i 5 (A 7] 3
TIAE PRRSV YL 555 4 KA 7 KA RR 2

R e IR SN SRR N I e <
.

®5 DDX17# BTGl REFARAEFNBSHEBHERE S LLHXEKSH
Table 5 Association analysis of DDX17-BTG1 genotypes with lymphocyte percentage
) AR JEYLHT[E] /d Days post infection
DDX17-BTG1 .
Count 0 4 7 1 14 21
AA-AA 17 47.15+7.23 31.944-14.39  38.464+12.60abc  36.50£9.92 47.21415.04 48.57410.12
AA-TA 24 41.07+7.96 27.1649.30 29.34411.10c 28.34410.71 43.4346.73 45.48413.28
AA-TT 13 41.58+8.81 32.04412.52  31.83£10.22bc  27.70410.28 41.78+4.54 42.7242.40
CA-AA 31 47.65+5.92 33.52410.98  41.094+11.30ab  40.26410.87 44,374+11.51 48.704+10.90
CA-TA 40 43.44+8.09 30.604-10.80 39.364+11.95abc  38.76£8.18 44.6248.93 46.5949.12
CA-TT 2 38.9745.90 35.88411.28 33.40+16.05abc - - —
CC-AA 24 47.00+7.77 32.62410.94 44.1148.02a 42.76+11.14 48.7747.58 47.46+11.12
CC-TA 8 47.38+9.59 36.86+4.91 39.6747.30abc  39.01414.41 49.22410.27 55.5846.45
P {4 P value 0.69 0.59 0.04 0.45 0.91 0.25
2 PAH o B R B0 3 K. X P B/ T 0.1 RYBEBIHEAT £ B L AR L R) 91 B AR A ) 5 R 3R 22 53 {2 3 (P <<0.05) . Note: The P

value is the significance level of the genotype effect.Multiple comparisons are performed when the P value is less than 0.1.In the same col-

umn,values with different letter mean significant difference (P<C0.05).

RO s8I MR EHMESMEREREN XKD
Table 6 Association analysis of rs§81257542 polymorphisms with viral load in serum
YL ] /d H B Genotype P {8 PIIRER I 8 R
Days post infection AA AC cC P value Additive effect Dominant effect
1 10.347+0.49 10.1740.49 10.08+0.40 0.99 —0.13 —0.04
7 10.31+0.57a  10.00%+0.75b 9.724+0.58¢ 0.04 —0.29 —0.02
11 9.65+0.85 9.05£0.97 9.36£1.08 0.28 —0.15 —0.46
14 8.17+1.16 7.97+0.94 8.2841.06 0.09 0.06 —0.25
21 7.58£0.65 7.50£0.74 7.38£1.01 0.96 —0.10 0.02
R7 Ors334504334 U KB HFUEMFREREH XK
Table 7 Association analysis of rs334594334 polymorphisms with viral load in serum
JRYL ) /d £ Genotype P i PR I 1 R
Days post infection TT TA AA P value Additive effect Dominant effect
4 10.41+0.59 10.21£0.47 10.17£0.47 0.56 —0.12 —0.09
7 10.26£0.46 10.11£0.66 9.94+0.75 0.30 —0.16 0.01
11 9.88+0.92 9.22+1.01 9.28+0.97 0.66 —0.3 —0.36
14 7.2140.15 8.0240.94 8.1741.07 0.29 0.48 0.33
21 8.154+1.15 7.52£0.71 7.40£0.83 0.20 —0.38 —0.25

25 SNP K] % 514 Tetra-primer ARMS-PCR 1R iE [K 7.3 Fj 5L K B ol 4~ 84 50 5[ 9 H 1 5l . 2 6 F
il 7 A& S A3 FAMFKW. A6+ 2 5HMEW. £

F4E Tetra-primer ARMS-PCR il BEEERE LUK 1581257542 B A T 3 Bl LR R, AA LR R
R 45 2 10 2 20 H R 38 A BER/N TS E AR (595/281 bp) LCC L B (595/364 bp) L AC 1



%013

RIGH F . MBI VW LR ARG 18 78 MR I 2 AR G0 0 A S AR

191

(595/364/281 bp) s £ rs334594334 i S ARRIJE R A PG AT S TP 1 45 51 WA AR S b 1 4%
B3 25 I . AA FE B (464/194 bp) JTT 4 (& 1), %K W J5 32 7] DL AER X 43 3 Fh 5

F 7 (464/321 bp) . TA F[H A (464/321/194 bp),

M CcC CA

AA

bp
2000
1000

bp

364C
281 A

SRR

M TT TA AA

bp
464
321T
194 A

A:rs81257542;5 B:rs334594334.

1
Fig.1

i#

3 i
31 DDX17 EE &M A5 PRRS fifmE R
B KB 1T

DDX17 J& —Ffi i #fi ATP 9 RNA i fig i, =
598 mRNA & R R ok B2 78 98 3 AR LR
il A B b ko MR YT, AR O 5 T R
rs81257542 7 15 1) 5 K AUAG I 2 5 PRRSV B
FICER 0 RO FRYL 5 (55 4.7.11,14.21 K)6 4~Hf
V) A0 D 9 L 40 B T 43 L R AT G IR 4 BT L E B T i A
MZEMYE PRRSV B 7 KAE 11 KAk
CLZH M 43 b B I 3 DG I L LR PRI R S0 R
PERON b 25 0 AA JE DR AR A A 1 U6 O 40 B 4 L
FALT AC 1 CC B RIS, 3 Ff JE X A8 AN IR 7
SR S 5 4 RORER 7 RGN 4 I8k 48 43 LL R
B 28 2 PR A0 M 0 B RS B 28 R
POX SRS TS MO g R 8 Ko,
CC 5 5 AU A EL AT S5 s 14 3K B4 40 i 7 4 L i e i
(497 B 2K B, BB CC 356 PR AR 1) A1 5L T 5 1 e
JRBE ) AL T MR C WS H £, Bl
(DAL X
32 BTG1EEZENM A5 PRRS fifmis ~ R
B X BL 4 #

BTG1 i o 5 R R 0 i 51 2 — i R

P

20 00 1% 38 B R0 o3 Ak FL T R B M R 5 S A0 MU T o
B EHAEENE X, BTGl1 1 BTG2 T i
mRNA B P2 T 40 M 8 500K 4 55 19 56 5 bl
HT AT R Bk B A0 M 60 38 I R R T

rs81257542 F rs334594334 fif &1 Tetra-primer ARMS-PCR 43 B #5
Genotyping results of rs81257542 and rs334594334 by Tetra-primer ARMS-PCR

fET & PRRSV & YL J5 B Y f0 52 9 il Fn 4 252 )R
Yel2td KRS rs334594334 1 rs329240026 i
ZAE 5 R T USRI 5 58 7 R I T A M A S L
LA 5 ORI B S 11 R AR % W 3
PRI . 545 SNP rs334594334 143k I 40 g 77 43
EU A 25500 AR SR YL BTl 3,04, R YL fR 7 d 11 d
Ay SE IR 471 M 6.32, HOAA JE PR & K E 40
Syt AR W S T TA R TT HE A,
AA FEHEIASATE PRRSV BYL 545 4 KA 7 K,
FLA S 0k B A0 T A R B IR A o B AR A A
4 PRRSV e L1 ik B 40 A8 E 43 BL A0 I 775 9 7 2%
BT, L g5 R UL, rs334594334
LSRN B A R3S 7 FE PR L AA O p #
DAY A AT S 3R A B H R £ L PR
JyEnE, AA FEDR RIS R B A TSRS ) .
3.3 DDX17-BTG1 £ERAB &K

DDX17-BTG1 B H R A& MW A H KB B 5
PRRSV JBL J5 55 7 K A9k 41 M A 4 L o 2% ¢
. H 2 4~ SNP [a] ) 2R 4 200 i 2 (P <<0.05) . i
WIn 58 R W, PRRSV & e B iy T HLAA G0 52 410 ]
S M B S T ) U L A B s T R SR AR T R
I 8 200 L7 4 L AT LS R AT R g S AR A g 2
B2z 3, C o DDX17 MRS R E, A N
BTG (L5 55 0 L B, A 9 SE R A CC-AA X i
49 90 T 48 B T L A e/ e B B e (44.1100)
ZE RS R B R, CC-AA 5 H A 7 Fh L & B A
25 (P<C0.05), WL, DDX17-BTG1 #) f il
G AL AL CC-AA, 5 53k T RION 25 5 PR +5 —
B, HFHEFEMERKZH 3 AR (AA-TT,
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AA-TA F CA-TT) %R 1 3k B4 40 i 7 43 e 38905 1
35% ., HIEW R K CA-TT B 2 NAMALE PRRSV &
Yefi 7T~11 d [ BHLEFET. 8 FhAS [) 56 R 780 L% 15 41
ANV 5 DR /L R L AT B 40 B A R L B
B4 R B (CC-AA L CC-TA Fl CA-AA) (5 M BE
K1Y 39.6 %6 (63/159) , A T HL AL (AA-TT,
AA-TA A1 CA-TD & BBFA R 24.5%(39/159) , 7]
T Ao A A PR A oS A AL i — 2 o R BE AR BT
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Screening and detection of molecular markers for porcine

reproductive and respiratory syndrome resistance traits
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Abstract To identify molecular makers related to the disease-resistance traits after the porcine re-
productive and respiratory syndrome virus (PRRSV) infection,a total of 159 healthy piglets from Large
White X Tongcheng advanced generation intercross population were infected with PRRSV and geno-
typed with the “Zhongxin No.1” SNP chip.The lymphocyte percentages at different days post-infection
(dpi) were measured as disease resistance indicator. The results showed that single nucleotide polymor-
phisms (SNPs) rs81257542,rs334594334 and rs329240026 in DDX 17 and BTG 1 genes were significantly
associated with lymphocyte percentages (P<C0.05) at different time points post PRRSV infection. Allele
C in rs81257542,allele A in rs334594334,and the combined genotype CC-AA were the dominant allele
and dominant genotype, the more the dominant allele, the higher lymphocyte percentage and stronger
disease resistance.One-step Tetra-primer ARMS-PCR method was further developed to rapidly genotype
rs81257542 and rs334594334.1n conclusion, the SNPs of rs81257542 and rs334594334 are potential mo-
lecular markers for the percentage of blood lymphocyte associated with PRRS resistance,and the detec-
tion method can achieve rapid screening of dominant genotypes.

Keywords blue ear disease; porcine reproductive and respiratory syndrome virus (PRRSV); dis-
ease resistance trait; lymphocyte percentage; breeding for disease resistance; molecular marker screen-

ing; rapid detection
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