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Abstract
Pig and Duroc Pig.[ Method ] Transcriptome sequencing of subcutaneous adipose tissue in Huai Pig and Duroc Pig were performed and bioinfor-
matic analysis was made.[ Result]37 858 968 and 37 545 394 clean reads were obtained from Huai Pig and Duroc Pig ,respectively.9 612 and
9 457 alternative splicing events were predicted in Huai Pig and Duroc Pig respectively. There were 709 differentially expressed genes ( DEGs)

[ Objective ] To understand the molecular mechanism difference of fat deposition in the subcutaneous adipose tissue between Huai

in these two pig breeds.Compared with Duroc Pig,there were 395 up-regulated genes and 314 down-regulated genes in Huai Pig. The DEGs
were classified into 46 gene ontology (GO) entries,including 11 cell components, 12 molecular functions and 23 biological processes.A total of
9 pathways had enriched KEGG, which contained pathways significantly correlated with regulation of lipid metabolism ,such as insulin signaling
pathway and PPAR signaling pathway. [ Conclusion ] This study can provide scientific basis for the future study of the genetic mechanism of fat

deposition.

Key words

BRI RE S AT Rz —, H S5 &5 e
BWIRAR . MU (Huai Pig) AR E AR O A, FAS AL,
PBTOL R, eadfi P o, 15 AR A RE 12, 980 Y 3T, 2 SR P iR
JU B R PG 7 B R AL 3 54 (Duroe Pig) 2F K B
PR PR R (EL PR B RS PE AR R 2 , 2 B AR g9 PR R
il DT FRRRAE AL 3% 8% BT N 0 4L UIR W DR B 1
P22 5, SR IX AN BB N IR EA T T s 2
Jo AT T M B2,

1 #R57EE

L1 RHRIENE RSN IR AN I SR
190 H IS AL IS 7e s 45 3 Sk, JB 52 Ja 70 | UV 5 3~ 4
MR 2Z (6] 8 3 K N IR 2, & Tl A A7 ok
TRIzol ¥ #2& HU 4% £ i B9 B RNA, 3F 2% H] Nanodrop , Agilent
2100 J7 %S RNA FE G A2 R BRI 58 R P HEA T A, K 45
AP EER RS FIAL 36 508 S RNA 203l SRR 5 B
2 A5 RNA L, 2652 5t i i 3 A R A BR 2 W) 47
B s AIMF (RNA-seq) .

1.2 BUREEMSH

121 J5UhRBdi 0% W0 T 3R A5 1 i 1 1 91 B i A

E&UH

AGIEE B ARAF A AR B (2012J01111) ;48 2 45~ # £ 4
B PT 5 R (2014R1023-12)

R (1980—) , B, da @M A, BB R, ML, \F
FENBENMERFRE,

2020-08-26

EERT
WA H

Huai Pig;Duroc Pig;Back subcutaneous adipose tissue ; Differential expression; Transcriptome sequencing

—B 3R P 0T B A D AR BRP8) L R Rl AR B
g3 Gl A A B T T 3B (clean reads ) , HLAA
AEBRTTREINT 5 0R 3 HEk P A LB K R IR
BB (A RFNIRAE N BB ) 22 BRI B i /Nl R 3
Bt
1.2.2 FRA X FISEIN 2 ik & oo i TopHat B4 4k
TS T4 B (clean reads) 55557 KL 2H (Sus scrofa 10.2;
ftp.//ftp.ensembl. org/ pub/release-75/fasta/sus _scrofa/ ) ik 17
FEXT, It FEXTROR HEAT 48 . R JH FPKM (fragments per
kilobase of transcript per million fragments mapped ) {E At 5%
AR R AP RERR Y FPKM AT
SR X 3B F x 107

T AT W
1.2.3 A2 gy Hil . A Cufflinks {4 X0 3k 9 A A BY
PRV AT A, #E AT A] A2 57 422 5 (alternative splicing e-
vents) FU ™ LAY I AR BT A0 43k 6 RS A1 i B
% (exon skipping, ES) | N & F {4 84 (intron retention, IR ) .%f
—ANHNE ] AR 55 32 (alternative first exon, AFE) | % 5 —4>
AN ] A8 55 4% (alternative last exon, ALE) | 5" ¥ A] 2% B 43
(alternative 5" splice site, A5SS) |3’ ¥ 1] 725 57 3% ( alternative 3’
splice site, A35S) 7"
1.2.4 DN D) REE R b 22 5 A B R i 2 . fi JH] BLASTX
AR F ] 5 Nr, Swiss-Prot ,GO .COG F1 KEGG %t #E 2




100 B

2020 £

HEAT HOXE, A A R R RS o (] R A% EBSeq
ALPEATHEIN 22 R K360, LA = Hog,(FC) | =1 H FDR<
0.014F Jy i & 22 5 J& N B9 A5 i JL o, 22 S5 4% 2 (fold
change ,FC) 275 W #F b 22 8] 8 3K 5 1 LU AH, 45 12 & B
(false discovery rate, FDR) & X} 22 5% i & ¢ P {H k4T Ben-
jamini-Hochberg 7B E R 511",
1.2.5 GO MiRgsr3, fli [ Blast2GO HR i) 22 5 e 3k H A
HEAT GO TIREAME, B % e <107 JffdiJH] WEGO 4 {3k
F18eitIF21E . GO(gene ontology ) B4l A REXT HE A 3 1 it
HEATAR , AL 3 ADAA i1 2H 53 (cellular component ) |
4y F I fig ( molecular function ) I 4z ¥ 2% i F2 ( biological
process) ,
12,6 KEGG it & MR H 0. L KEGG i % A,
FR 5 R FE DR SR LA 22 S R R b 2 e AR
i, HA AR

()

p=1-y At 2

ST ”
N R BT B PR BAT S R R SR R E 50 S BT
PRTERESEDN rp 22 S RIA B OB H s M R AT S IR rh i ey
LA T R RECH sm S R Ry LR o 1 i 110 22 S A
FENBH o 0<0.05 3 i i SON 1 22 5 FRRE I v B 35
RIS (Q FoRFFIRILH], Q=V/R, Hh R AR Pkt 2
SN, VAR AT 22 S 403K I 5 RS 40, ROV BH 1 45
),
2 #RESW
21 WEEHBRETME KPR 28 55T BRI
LA TR SR , FAF I LG B2 BOECH 4351y 46 891 554
145 309 436 4, JRURTL B 200t A Ab B , AR A T i3k
BBy 5 ol 37 858 968 F137 545 394 4%, Ho v 78.54% I
82.08% )T (clean reads) LuXf FAE 25 B4, 7T L)
s S5 S T 2
2.2 FIEETYITUN MRAEFIALIE SR T R KR MR T4 408
ST E] 9 612 F19 457 ARGy, &l 1 AT, 75 6 4>
B UL AT AR B IR R s Ak R ER R A .
23 ERRFEEEEFMER PRI FIAL I 5O T
TR LA TR SRy  JF AT 22 e BRI N i 1k . 445
TR, BRI 709 A~ 22 53 R GRHE A, 5 LIS s R AR 1L
MsEA 395 A L IRFER RN 314 A FIR3ER . 4488 18 i
TR Ay 22 50 RIRFE PR B B i o Fe i ne 1 ffa o
24 GO IpEesZE &l 2w, MRS AR I SO BT
BT LA 22 5 AR FE R AL T 25 5] 46 4~ GO S5 H iy, b4
MIZH 53 11 A Jr TR 12 D R AW #7423 4> i o)
oy 22 L B9 2% H oA cell part  cell Fi1 organelle , 43 5|
T 540,540 F1 394 AL 43 HRET Y 25 H binding 7 450
AN AW oF o R TP 25 B cellular process | metabolic
process 1l biological regulation 435I & 519 462 1412 NFEH
2.5 KEGG BEEZMEESN BRI 5 R E

RN Z 6] i 22 5 A 2 P I B 35 4R 51 9 4> KEGG
B, B A AN ER 2 B

W AE4 50U Duroe Pig
4 B A Huai Pig

JLF4%E Number of genes /| x 10°

ES IR AFE ALE ASSS A3SS
ST B4 Alternative splicing events

TE:ESAME FBRER TR & AR s AFE. 5 — AR 7l 22 57 4% ;
ALE R J5 — A Fh & 7 A] 72 BY $5 ASSS. 5" il 78 B 4325
A3SS.3 v ] AR BT 4%

Note : ES.Exon skipping; IR.Intron retention; AFE. Alternative splicing
of the first exon; ALE. Alternative splicing of the last exon;ASSS.
Alternative splicing of the 5" end; A3SS. Alternative splicing of
the 3" end

B 1 wEEilE4sit
Fig.1 The statistics of alternative splicing events
F1 ERFEERFESI
Table 1 The annotation statistics of DEGs
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Database Proportion // %
expressed genes

Nr 691 97.46
Swiss-Prot 627 88.43

GO 642 90.55
KEGG 402 56.70
COG 264 37.24
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Fig.2 GO function classification of DEGs
F2 ERFZERAREETENINEK
Table 2 Enriched 9 pathways of DEGs
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#MA&Z 4t Complement and coagulation cascades 32 0.00E+00 ko04610
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