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W E. EMEERE (African swine fever virus, ASFV) # 2 $ F 2% 6978 % 514 100%, L5k
Abid g SR RAE, Bk, JFRATAT ASFV B A MR AH HEXHZT L. BRI AI ASFV A&t
150 N EAE, £ DIITL KR %me) N £IE& G pl7 A5k =+ BAREM TR, 1225 pl7
4% 18 E 4m IS e A L) 7’¢n<E—/ 5 BRI B ARIRE R G oA, it k5 ASFV
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£ TOMM70 (translocase of outer mitochondrial membrane 70). #k % %& & HSPAS (heat shock 70 kDa
protein 8) 49 EAE. EAAR A —FIRE pl7 £ ASFV BRI T GERET T2 L.
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devastating disasters to the pig industry. Understanding the ASFV infection and replication is therefore

of great importance. ASFV has more than 150 open reading frames, among which the inner coat protein

pl7 encoded by the DI17L gene is involved in the formation of the icosahedral structure of the virus.

However, little is known about the mechanism how p17 regulates host cell function. In this study, the

potential host proteins interacting with ASFV pl17 were screened by immunoprecipitation technique

combined with protein profiling analysis. The interactions of pl17 with mitochondrial membrane protein

TOMMT70 and heat shock protein HSPA8 were confirmed by co-immunoprecipitation technique and

laser confocal experiments. This study provides important information for further exploring the function

of p17 during ASFV infection.

Keywords: African swine fever virus; pl7; immunoprecipitation; mass spectrometry; interacting protein
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Western blotting analysis of the expression of recombinant plasmid Flag-p17 (A), Myc-p17 (B)
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Figure 2 Western blotting (A), SDS-PAGE and silver staining assays (B) of co-immunoprecipitated products.
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Table 1  Screening potential P17 interacting host proteins identified by mass spectrometry

Protein ID Gene name Unique peptide Cover percent (%) Mass (Da) Score
094826 TOMM70 6 7.24 67 454.07 44.78
KOA7K7 TRAPI1 6 6.36 76 927.11 42.47
E9PNE6 HSPAS 4 6.00 54 975.39 52.23
P34931 HSPAIL 3 3.90 70 375.16 50.74

2.4 E‘ilaéﬂiﬁ'ﬁffﬂaﬂ’]%r I}'LliEq_L'LIE
FE A PE ILDTTE SC50 Hh FH BT Flag i is Bl B 2k
Y9 UE ASFV pl7 &1 5k 8 1 2z 8] B AH B4R
FH, W& 4 7, ASFV pl7 & 7] L5 TOMM70 .
HSPAS % 1 HAE, {HS/&5 HSPAIL. TRAPI &
%A HAE,
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Figure 3 Mass spectrum of potential P17 interacting host proteins TOMM70 (A), TRAP1 (B), HSPAS (C)
and HSPAIL (D).
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Figure 4 Confirmation of the interaction between pl17 and host proteins TOMM70 (A), HSPA8 (B),
HSPAIL (C) and TRAPI1 (D).
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Figure 5 Confocal laser co-localization validation of TOMM70/HSPAS and p17.
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