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WE BB RIS Ko e RO S R SR R TR A T AT RS, S W T AR I 6 AN Sl T R R g R A O
fii, 3% LASERSIAT I GY-6 i F 18, R HIRUZ BRSP4 B Wt R 4, % FEEAT AR 2 R A I YR RCR AN B st
BRI, SR ShE RIS A ST IR Abgy202162, FBHHFLBE (TEM) SMH7 55 , Abgy202162 AR — 11 P4
o AR AT 2 B G AR S RO 1 VR 5 min, 52 % T K/INZ R BN 520 PRU, A, Abgy202162 76 [
HePE ) = S BE L BRI pH KSR R AR . 28 be SR MR A — 3 DN 045 Pt e 8 Jie FEL Dk ( SDS-PAGE) 40T, e A
10 FPEE BT, 40 FR8N 15 ~ 100 ku, Abgy202162 FYXUE DNA 3L 4 Fi 40 889 bp 414%,G + C & &4 38.85% , fu & 47 L
B 2AE (ORFs ) , Jorf 26 4~ ORFs HAT RS YETIRE , AR R I I M OGS I slihiA: R 253 0 . RSk B 40 HT /R, Abgy202162
J2 FUG SR TR FERRAR ST R AR, 315 B 40055 B 1) — B I B IR . Abgy202162 7 S I 4y i fA Y8R rh e L 1

RTINS E R IIRE ) .S58 WERAA Abgy202162 X FREGI 52 PR 22k, s HoA B AP UAE R ARERRYT

FF AT s R ST
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05 AN S FT TR (Acinetobacter baumannii , Ab) &
7 g N R rh i H LY SR A BUR I, HAR S 51
AR SEERH MR R R B R
{860 2 AN S TR I R P 470 TR 24 W T 24 7
LI RPT TR IR YT R TR B ik o A
S ] LR A A S5 U M) R BE 78 A AR L
VAR, FhT N R 2 ORO™ B B LA
A 2R AR IR T 24 TR A A R PRI W R A
BB A R RGTER Y . HRTE A
52 SR W 2 R S R TR I TR A BB A A RO BR T R
B, IZBIESE O3 B4 BB 1 6 S AN Sl R e A A
Abgy202162 , I X Hi AT T AWyt o bir 4 5k
ZH P A G4, R P DA I M e A A o) Wt B A 5 B
RIAE 25193097 BOR AT T VR4, LIS Ab-
gy202162 [llm RIS %

2024 —05 - 24 Ik
HETH . HEKARFEE LT H (45 :32000017 ,31660012)
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1 #MREFZE

1.1 &8

1.1.1 BH EERESRAERHYS WS RHIT
W GY-6 2k A Bt BB R 2Kt E B Be . 5P T & R
DX H R V5K T B A AR, R B &) d g 1 R
HAR AR A R ] Bl 250 mg 247, 18
PR 6 BTG K EEE

1.1.2 353k SHEI - DREE (Luria-Bertani,
LB) W A 552 5  FE R 5 ¢, NaCl 10 g, JHRER
10 ¢, % F 1 L A& T /KT, pH 7.0,121 CKH
20 min, FIRIRAF . LB PREARE SR 7E LB WARK:
FRIEEMIERS EIMA SRR 7.5 o, HoAh x4 AR,
LB [EARE SR 5L 7E LB AR KE 97 3 1 S Aty b A3
NEH 15 g, HoAth Z5 - ARAE

1.1.3 £ZRXA5ME  NaCl Wy [ KHE XL
X RH A BN 7] DNA $2 3509857 . PBS 4%
VR I 15 B (imipenem , IPM) (BeUIR B3 2490 A L
R E B A R A A &K P AR (ampicillin,
AMP) W F Hb B 24 ks o T 5 B 5 BB R R
FUREIE A A TAY TR (L) B A BR A 5 1E
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TG FRAR W 1 R AT I T S 56 3 A A s i )
H A H RN T S i b ik & R A BR A | 5 i
B T I ik ( transmission electron microscopy,
TEM) (JEM 2100) 14 H H A< JEOL /A,

1.2 FHik

1.2.1 EAEL HHZ R GY-6 FHANE:
P LB MARKE A G E T 37 CHEEREIKLL 150
r/min i%%’%iﬁﬁit@ﬁo

1.2.2 SEKG 5B 54k KSR
AT WA B B, LA S AN ST GY-6 M 1E 1A,
M5 BH T B X V5 K o B WE TR A, FH CaCl,
REFEZ) 250 ml 57K 10 min )5, B i5K7E 4 °CF, LA
8 000 r/min B> 10 min, [A] FIFW P HIA 50 ml LB
WA FEHEA ] ml 15 FRETE , HIRGWTE 37 C
LA 200 r/min Ji gt %G B0t g, SR FHBUZ B
B VAR TR IS S8V AW PR B, B Azl fh & /b
AT 3 W, HIEREREYE K LR E T 4 C MR
e

1.2.3 HHKOEHBEILE ZLES WL
BRI WA B, T 2% (W/ V) B IR 44k i
WA B (29 1 x 10" PFU/ml) #E4T 44 €5, {81
TEM 7£ 200 kV T W EW3 g A T S 4FAE

1.2.4 MEFMEFHRE  ZR S Morks it
17, WA B4 0.1 ml BEEAT S 0.1 ml 15 T
WIR GG HE 15 min, FHESWIIA S ml LB [
RS PO IR 21 0 PRI AE LB [ A% 57 51
M b, 8 30 min, FTARE T 37 CTFHE LR
AT BT BE

1.2.5 “EHARERELHNE ZEBS M
Bk AT WA B R s B S A TR R
0 ( multiplicity of infection, MOI ) ( 0.000 01,
0.000 1.0.001.0.01.0. 1.1 F10) fy W & A& B W IR
A5 H T 37 CF, L 150 /min #1705 F . R
PBS Z2 il AR %t i, 45 FR 30 min Yl i ODg,, fH,
R 6 h,

1.2.6 EEWRRMEf—F A KB EnE %%
BARES BOSCHT AT, i Bk, SR MOT = 1
(R P A BV 5 1 T RBOR A IR - T ., 4 BITE
123.4.5.6.7.8.9.10,15.20.30.40.50.60.90 .
120,180 #1240 min BFUEE 1 ml BE 5 B H S I8
T I AT A

1.2.7 “ERARRAE S pH AN T KL
B2 BROCHR T T WA BT, BT ml W P AR TR
TEANFENRE (4 .37 .45 .55 .65 8. 75 C) FALFE 1 h

J U0 E W PR AACT . IR 100l M T B A 5]
900 pl A[A] pH 4 PBS 2% nhif iR >]  #5 IR 9 8
F37 CWEE 1 hJa , W s R AT

1.2.8 HHKZR Pl g ZIHSH
WIC AT A W T BB (100 pl) 5 900 pl A
RV EE (0 1% 3% F1 5% ) 1t =% P e i IR 5 )
T37 CRWEH 1 h, W E R R L

1.2.9 R AKB MR Ao B 5 b JE
PRI ER IS BESCHR™ | A 1ok, K SR IR S P 41
A TA Y TR (Lot ) Bl A IR w) b AT DU
Fzi%é . FH RAST (http://rast. nmpdr. org/rast.
cgi) TE 2k W il xf 4 5 X 20 4 o A7 0 R R
BLASTp (https://blast. nchi. nlm. nih. gov/Blast) £
2 DX s B SAE T A FF 3 8] B2 HE (open reading frame,
ORF) , Fl| § BLASTn ( https://blast. nchi. nlm. nih.
gov/Blast) T £ IO iy ARG 00 g s 4 i KT 2 7 37 ) A 4R
PE, 78 CDD Hdli i rh 4 2 5L R 20 ) 9 o i) D <1 435
Fapdsl, FIFHAEZE M v VEDB (https://cge. cbs. dtu.
dk/services/ VirulenceFinder/) #1 CRDB ( https://
cge. cbs. dtu. dk/services/ResFinder/) 82K 4
A REAAEE I ) R R b ST FIH
CGview Server (http://stothard. afns. ualberta. ca/cg-
view_server/ ) 2l KR AH FE 1 GC WL 1 L .
FIH Easyfig(2. 2. 5) Al Abgy2021-6-2 HY4=HEHF 4
FExF &, AT RNA SR5 i 1) 28 5L 1R 1 51) i e KA
RIEMHERGEREW

1.2.10 ~#EAKRE G+ e R ARBR AN — JE 7 K B
#AZ W, 7k (sodium dodecyl sulfate-polyacrylamide gel
electrophoresis, SDS-PAGE ) - #  1Z S5 5 HE X
(RS i W S SR ) O ER L WA 01 RGN Y TR SR
BAE 12% SDS-PAGE BEE b, 2R FH 2% Eh 37 58 i PRkt
G (Sl () X BERCHEAT Qe ORI ()5, ML EE
1% i

1.2.11  REELH KRR GARNRAER 2R
CES ROWE T ik S OGR! AT 4% 70 SRR IR
BN R 7 A, B S SRR TR A IR AR 9
em THHEFR LA, SCH2H 430 B 10wl AS [R] 3k 32
f97E FE R (10° 107 (10" 10" CFU/L) 4 5 3] K i
A, 3 FIE IR, B PBS 4 (4T PBS
10 wl) .25 X B ( Untouched larva ) 2H ( ASAUT 4] 4b
) % ] ( Pierced larva) 2H (7 5 % Bl {H AN 7 5
PBS) o X B fih A SOV 9 4 AN AR T, 4
24 h MESL TR IR U, LU e % W TE 5 22
S0 T A SR YL TR (96 b il 80% 4 s FET I Mk
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¥ 80 ARG UE LN A BEHL 4>k 8 21, B 10 pl H
FA[E MOI(50 .10 1 F10. 1) Ff) g B 1A 2 0 1 5 5
JEYL A F R (10" CFU/L) 20 min J5 %M, &% 4
R R B PBS 41 (75T PBS 10 wl) (45 X RE
( Untouched larva) 2 ( AEATATALRR) 28] ( Pierced
larva ) 41 (78T 2 HHASFE S PBS) i £ # W (10"
CFU/L) +PBS H ., ZeitHds Ao i Wi i AR 7E 5
ZE5C g ) MOT,

100 s5 RIS M BEAL 5> 10 H, BT
GY-6 X AMP Tif 25  (EXF IPM Uk, R, v+ 1IPM
PR BRE X B, AMP AR BT IR, 9F4% AMP 5§
IPM 5 W BRI & TR YT R it = A Zh AT 16 5 19
gl ARG IR &, g S 10 wl AR,
R HE K 18,75 mg/kg AMP 1§, 50 mg/kg IPM'"' |
w5 M A IR RIAE 278 ( 10" CFU/L) + PBS
ZH WEBEARZH (MOL =10) \PBS ZH (135 PBS 10 ul) |
25 A%} BB ( Untouched larva) 20 ( NMSUEATAL ) (55
Jil ( Pierced larva) ZH (VESS ZERIME AT S PBS) o 48
T
1.3 it E Ay L EdE 4 R A GraphPad
Prism 8. 0. 2 1 SPSS Statistics 21. 0 247481145
MrfnZ:& . SR Kaplan-Meier <2 il 4= 77 il 28, >R
FHXBORRAG S ( Log-rank ) #E4T A= f7 M £ 40 Hr . RR4
SLEPATEE 3K, P<0.05 FRESALGIE
X,

2 #£R

2.1 BEHBEWE MG ER X T 5K
A3 B AR B — R 2L 602 N S AT R GY-6 A B A4k
W HoAr 4 N Acinetobacter virus Abgy202162, X2
BORG S M vk 4G I 5 71, Abgy202162 TE R T H AR
9.8 mm [EWRIEHEH (8 1A) , TEM 73 #H7 B,
Abgy202162 ML A 2 = T RS ( H 1R 4y 54
nm) (K 1B) .

2.2 mEBESH WE 2 PR, Abgy202162 FH
ACHLIED T fE ERE AR, 2 MOI =1 B, 0Dy, {8
()T B E 7E At MOI (0.1, 0.01,0.001,
0. 000 130. 000 01) B EE R, RPBEL K Abgy202162
HOFSEIR TSR I

2.3 WRBHZWETM K 3 Fias, Abgy202162 515
T TR — $ ol {8 TR W B, 29 93% B9 Abgy202162 i
RIAE 1 min WM 15 2R TH

2.4 —HHKHEEZE WK 4 R, Abgy202162 fY

A B

E1 BEE Abgy202162 FAEZLE x50 000
Fig.1 Morphological identification of phage
Abgy202162 x50 000
A: Plaques formed by Abgy202162 after 12 h incubation at 37 °C;
B: Transmission electron microscope image of Abgy202162, the purified

phage suspension was stained with 2% (W/V) phosphotungstic acid.
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Fig.2 Detection of optimal multiple infection of phage Abgy202162
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Fig.3 Detection of adsorption rate of phage Abgy202162

WARIAZY R 5 min, 22 & AFRRSEIFA] 29 25 min, %
S 2 R 520 PFU,

2.5 BMIBEMERN  E S PR, SEEMN 4 C

55 CH, Abgy202162 FY3HEEVE R 1.5 x 10" PFU/

ml % 3.4 x 10" PFU/ml, K] Abgy202162 5Z i FE R

WA /N, IR TR E] 75 °C I, Abgy202162 1 M58

S, SEIRFEN] Abgy202162 YRS E R
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2.6 pHREEMRM WK 6 i, Abgy202162 By 2™,
HMEAE pH =5 % pH =12 Z[EAFRE , (H7E pH < ,
5 % pH > 12 B BA WS PR A7 IE . U6 B 0 19 pH
(T HE 2B Abgy202162 HIRLEDE Eh
210
13 5
= 9
12 £
E % °
E 10 =7
= 9 % 1 2 3 4 5 6
;;éb 8 Chloroform content(%)
(=9
7 E7 MEE Abgy202162 1=K F BRI
6
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Phage infection time(min)

4 BEER Abgy202162 By—H 41K £k 44
Fig. 4 Detection of one step growth curve of phage Abgy202162
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Bl 5 MEHEE Abgy202162 KR E MR T
Fig. 5 Thermal stability testing of phage Abgy202162

e
[

Hix

Phage titer(lgPFU/ml)
S = N W kA LN N 0 O O
T

2 3 4 5 6 7 8 9 10 11 12 13
pH

BEl6 MEE Abgy202162 K pH & T
Fig. 6 Detection of pH stability of phage Abgy202162
“P<0.05 vs pH=7.

2.7 ZEHEESEMERN  WE 7 Frox, Ab-
2y202162 P FEAS Fifi = G0 Joe ok 32 A2 Ak i A2 4k, 136
W] Abgy202162 Xf =G e A BURE , AT DA R i
BN, 245 R 5 K UBCT628 1145 2R —

Fig. 7 Detection of trichloromethane

sensitivity of phage Abgy202162

2.8 EH SDS-PAGE 434  W1IA 8 Fi/R, Wi {4
Abgy202162 &4 10 AN H 5%, BT A %0 1Y 73 1
HR/PNE 15 ~100 ku Z ], Forsr-5 0 36 ku il
60 ku [ 1454 & it de 2, R0 B A1 ok 20 i vk
R EEEA,

Marker

15
10

E8 MEEK Abgy202162 EH SDS-PAGE &
Fig. 8 SDS-PAGE analysis of protein of phage Abgy202162
Solid arrows: major protein bands; Blank arrows: minor protein

bands.

2.9 EEAEBRSERST  Abgy202162 (1A
HE AL % NCBI, %5558 OR770644, 14 1 Al
9 BN, 12 W T AR 3 TR 2 J — 4 2R XUEE DNA
FEZH KN 40 889 bp, G + C & 38.85% , 4t
B 47 ANFFILBE T HE (open reading frame, ORF)
Hrr26 4~ ORFs gt Dyfig & kA& A, F4 21 4
ORF's i % T B oA 1 018 2 26 11, oA K 00 3810 25 ) ik
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PR T 24 3 R A R 55 9 P A DG i L TR SR BH Ab-
2y202162 & — PR AL AW 1A

FHE Abgy202162 55 H At 95 T 14 2 1] B R 21
fRE L, o X Abgy202162 By i R 4 B 47
BLASTn X5 & B, A P B R K 5 Abgy202162
IR, SRHT Easyfig % B AT 9 56 P 20 2515 4H
UM . Qi 10 BT7R , DREAH [ i 5 PR A A [ ik

*1
Tab. 1 Predicted ORF in the ge

P2 A A A TA], I Abgy202162 2 —REHT I
[LN8

1 FIE 9 FrzR 78 Abgy202162 ()24 AH
P ORFAS % i 22 fifk g, ORF46 Z it 28 FL 3R 4K
1, 25 L2 e T B A0 40 M BB B AT e S v
TE AL, A7 B3k 3 O S ik 0 B B %) BRSROME , DT
e Fw

LR Abgy202162 E E 2 A THilA ORF

nome of phage Abgy202162

Nucleotide position Gene product

Blsatp result

ORF Start S PL MW (ku) Putative function and best match Acession No. Query Identity £ vl
arl 0 u S value
P cover( % ) (%)
internal virion protein B
1 709 3594 7.66 105.76 P QOV07746. 1 100 98.75 0
[ Acinetobacter virus fBenAci001 ]
internal virion protein A
2 3607 4281 8.80 23.51 P A7U99239. 1 100 98.21 3.00E - 157
[ Acinetobacter phage vB_AbaP_APK2 |
tail protein
3 4281 6572 5.00 84.35 P YP_009189376. 1 100 98.69 0
[ Acinetobacter phage phiAB1 ]
tail tabular protein A
4 6581 7141 9.46 21.59 P QGF20169. 1 100 98.92  6.00E -132
[ Acinetobacter phage vB_AbaP_PMK34 |
tail protein
5 7305 7490 4.71 6.43 P YP_008060142. 1 100 100. 00 5.00E -33
[ Acinetobacter phage AB3 ]
capsid and scaffold protein
6 7546 8577 5.41  38.36 P P UPT53553. 1 100 100. 00 0
[ Acinetobacter phage vB_AbaP_ZHSHW ]
head scaffolding protein
7 8593 9453 5.38  30.51 YP_009610424. 1 100 98. 60 0
[ Acinetobacter phage vB_AbaP_B5 ]
head-to-tail joining protein
8 9462 11018 4.97 58.89 AYR04384. 1 100 100. 00 0
[ Acinetobacter phage vB_AbaP_APK14 |
hypothetical protein
9 11027 11278 6.21 9.04 w P YP_008058228. 1 100 100. 00 4.00E -53
[ Acinetobacter phage Abpl ]
hypothetical protein
10 11275 11472 5.25 7.69 w P YP_008058227. 1 100 100. 00 8.00E -40
[ Acinetobacter phage Abpl ]
RNA polymerase
11 11594 14011 6.44  90.84 o YP_008058226. 1 100 99.50 0
[ Acinetobacter phage Abpl ]
deoxynucleoside monophosphate kinase
12 14020 14670 4.87 25.03 QGH71555.1 100 96.30 6.00E - 150
[ Acinetobacter phage vB_AbaP_APK48-3 ]
phosphoestherase with HTH domain
13 14670 15605 7.28 35.50 URQO05085. 1 100 99. 68 0
[ Acinetobacter phage AB_SZ6 |
endonuclease VII
14 15609 16049 9.77 16.61 YP_009610315. 1 100 100.00  4.00E -105
[ Acinetobacter phage vB_AbaP_B1 ]
tRNA nucleotidyltransferase
15 16046 16615 5.16 21.81 UVD33001. 1 99 95.21 3.00E - 130
cinetobacter phage vb_ _He
[ Acinetob hage vB_Ab4_Hepd |
5'-3" exonuclease
16 16605 17558 5.64 35.95 UAW09898. 1 100 99. 68 0
[ Acinetobacter phage APK77 ]
hypothetical protein
17 17551 17883 8.93 13.16 v P UFJ83450.1 100 100.00  4.00E -77
cinetobacter phage vb_Abal_
[ Aci b h. B_AbaP_ABWU2101 ]
5'-3" exonuclease
18 18056 18946 5.14 32.35 UvD42114.1 100 98.65 0
[ Acinetobacter phage AbpL]
HNH endonuclease
19 18964 19443 9.59 18.63 YP_009949038. 1 100 98.74 1.00E -114
cinetobacter phage -Ab-
[ Acinetob hage SWH-Ab-1]
DNA polymerase
20 19452 21752 5.69 87.38 poy YP_009949037. 1 100 99.22 0
[ Acinetobacter phage SWH-Ab-1 ]
hypothetical protein
21 22118 23098 6.34  36.87 w P YP_008058213. 1 100 99.08 0

[ Acinetobacter phage Abpl ]
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ESE 3
Nucleotide position Gene product Blsatp result
ORF Putative function and best match Acession No. Query Identity
Start Stop PI MW(ku) E value
cover( % ) (%)
putative DNA helicase
22 23101 24399 5.44 48.34 YP_008058212. 1 100 99.77 0
[ Acinetobacter phage Abpl ]
hypothetical protein
23 24412 24648 6.88 8.87 YP_008058211. 1 100 100. 00 1.00E -50
[ Acinetobacter phage Abpl ]
hypothetical protein
24 24648 24965 4.70 11.81 YP_008058210. 1 100 99.05 9.00E -69
[ Acinetobacter phage Abpl ]
DNA primase
25 24965 25720 8.72  28.89 P YP_008058209. 1 100 99. 60 0%
[ Acinetobacter phage Abpl ]
HNH endonuclease
26 25750 26199  9.49  16.90 YP_008058208. 1 100 100.00  6.00E -107
[ Acinetobacter phage Abpl ]
hypothetical protein
27 26221 26430 8.98 7.86 QMP19146. 1 100 100. 00 7.00E -43
[ Acinetobacter phage Ab124 ]
hypothetical protein .
28 26420 26638  9.05  7.91 YP_008058206. 1 100 100.00  9.00E -44
[ Acinetobacter phage Abpl ]
hypothetical protein
29 26635 26826 9.83 7.12 YP_008058205. 1 100 100. 00 1.00E -38
[ Acinetobacter phage Abpl ]
hypothetical protein .
30 26813 26980 10.15 6.83 YP_009189862. 1 100 100. 00 1.00E -29
cinetobacter phage vb_Abal_FD-
[ Acinetob hage vB_AbaP_PD-AB9 ]
hypothetical protein
31 26991 27425 9.32  16.29 P P YP_009189863. 1 100 100.00  2.00E -102
[ Acinetobacter phage vB_AbaP_PD-AB9 ]
hypothetical protein
32 27427 27915  9.49 18.10 YP_008058202. 1 100 100.00  6.00E -116
[ Acinetobacter phage Abpl ]
hypothetical protein
33 27986 28384 6.39 14.80 w P YP_008058201. 1 100 99.24 2.00E -92
[ Acinetobacter phage Abpl ]
hypothetical protein
34 28543 28647 4.87 3.87 YP_008058200. 1 100 100. 00 9.00E - 16
[ Acinetobacter phage Abpl ]
hypothetical protein
35 28640 28819 9.86 6.58 WAK44726. 1 100 100. 00 1.00E -36
[ Acinetobacter phage MRABP9 ]
hypothetical protein
36 28816 29412 6.15 22.63 YP_008058198. 1 100 100.00  5.00E -147
[ Acinetobacter phage Abpl ]
hypothetical protein
37 29487 29720  6.57  9.32 YP_009189868. 1 100 100.00  7.00E -49
[ Acinetobacter phage vB_AbaP_PD - AB9 |
hypothetical protein
38 29817 30191 4.67 14.51 YP_008058196. 1 100 100. 00 2.00E - 86
[ Acinetobacter phage Abpl ]
hypothetical protein
39 30193 30702 6.52  18.59 YP_008058195. 1 100 98.82  7.00E-119
[ Acinetobacter phage Abpl ]
hypothetical protein
40 30775 31056 4.50 9.98 YP_008058194. 1 100 100. 00 4.00E -60
[ Acinetobacter phage Abpl ]
hypothetical protein .
41 31486 31692  9.30 7.98 YP_008058193. 1 100 100.00  6.00E -43
[ Acinetobacter phage Abpl ]
DNA binding protein
42 32820 32954 8.10 5.13 &P YP_009216494. 1 100 100. 00 1.00E -21
[ Acinetobacter phage IME-200 ]
terminase large subunit
43 32951 34888  6.54 72.86 YP_008058244. 1 100 99.84 0
[ Acinetobacter phage Abpl ]
DNA maturase A
44 34898 35206 4.40 11.19 AYR04397.1 100 99.02 2.00E -65
[ Acinetobacter phage vB_AbaP_APK14 ]
utative endolysin
45 35266 35823  9.48 21.01 P Y QGF20176. 1 100 99.46 1.00E - 130
[ Acinetobacter phage vB_AbaP_PMK34 |
holin/ anti-holin
46 35810 36145 5.70 11.94 YP_009598267.1 100 100.00  4.00E 73
[ Acinetobacter phage SH-Ab 15519 ]
tail fiber protein
47 36159 38240 5.10 75.35 P YP_009598268. 1 100 99.57 0

[ Acinetobacter phage SH-Ab 15519 ]
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40 889 bp

Hypothetical protein
Packaging and structure
Replication and regulation
Lysis

GC Content

GC Skew+

GC Skew-

9 MEE{E Abgy202162 HEFEASEHTEE
Fig. 9 Schematic diagram of the genomic structure of phage Abgy202162

Solid arrow; read direction of the coding region.

Abpl

Abgy202162

SWH-Ab-3

Lysis Packaging and structure

Replication and regulation

100%

Hypothetical protein

84%

B 10 Abgy202162( #) 5 Acinetobacter phage Abpl ( L) 1 Acinetobacter phage SWH-Ab-3 ( ) BB [E A EL B
Fig. 10 Comparison of the genome of Abgy202162 ( middle) to Acinetobacter phage Abpl (top),
and Acinetobacter phage SWH-Ab-3 ( bottom)

Different colored arrows indicate CDS in the full length of the genome sequence; Each direction arrow showed CDS transcription direction; Homolo-

gy: sloping grey lines; Sequence similarity; gray intensity.
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Isolation, identification and treatment effectiveness evaluation of

resistant Acinetobacter baumannii phage Abgy202162
Tian Xun'?, Tan Wencai'”, Yang Bi'?, Liu Xiang'”, Yu Wenfeng'”, Qi Xiaolan', Jiang Yinhui'"
('Key Laboratory of Medical Molecular Biology of Guizhou Province ,Guizhou Medical University ,
Guiyang 550004 ;> Guiyang & Key Laboratory of Endemic and Ethnic Diseases ,
Ministry of Education, Guizhou Medical University ,Guiyang 550004 )

Abstract Objective To isolate a Acinetobacter baumannii( Ab) phage from underground sewage, study its prop-
erties, and to provide a theoretical basis for phage treatment of Ab infection. Methods Double-layer agar tech-
nique was used to isolate phages by using Ab GY-6 as the host strain. Biological characterization and therapeutic
effect of the phage was tested. Genetic information of the phage was analyzed. Results Ab phage Abgy202162 was
isolated. Transmission electron microscopy (TEM) analysis showed that the morphology of Abgy202162 exhibited
an icosahedral structure. Biological characteristic analysis showed that the optimal multiplicity of infection was 1,
the latent period was 5 min, and the burst size was approximately 520 PFU per cell. In addition, Abgy202162 re-
mained stable at different concentrations of chloroform, pH, and temperatures. Sodium dodecyl sulfate-polyacryl-
amide gel electrophoresis (SDS-PAGE) analysis showed that it contained 10 proteins with molecular weights ran-
ging from 15 to 100 ku. The double-stranded (ds) DNA genome of Abgy202162 consisted of 40 889 bp and its G
+ C content was 38. 85% . It contained 47 open reading frames (ORFs) , of which 26 had specific functions, but
no virulence related genes or antibiotic resistance genes were found. Phylogenetic analysis showed that Abgy202162
was a new phage in the Autographiviridae family, Beijerinkvirinae subfamily, and Friunavirus genus. Abgy202162
showed the ability to prevent Ab infection in the Galleria mellonella in vivo model. Conclusion The phage Ab-
gy202162 has strong environmental tolerance and high safety, indicating its potential as an antibiotic alternative
used in the treatment of infections caused by Ab.

Key words Acinetobacter baumannii; phage; biological characteristics; genomic analysis; therapeutic evaluation;
Galleria mellonella larvae
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