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W B 23R AKBRELERALRAKR  RTEDFRESN . 2XRANF B R EAS
W TREZERARSABERA LA RZLIAOFLLAUARECRB LS ANE. A ARE
FHEL>BHEAEFTER N ABRESHELRD A, A A Ilumina Hiseq M F-F & 5 A B AR5,
FAEBBEEFRTEAAAFRUKREARAFIN. 2B —HRFHABRRAEREELAER K
SRT6, A EHH 4% 91 364 bp,G+C A5 49. 3%, HBAEI2AZGHEEAEA, L 96 A
58 43tb8% G R EA M, £ tRNA f= tmRNA. e % B4 54 L A, % ¥ 4% SRT6 &
F—A#HPH. 2BEZHE-HRABAZRLEAELRH SRT6, FAAECET—AHFAEH
B ARRARAER LT EAGBRERA R LT TR R KA

R AEBEER;REZBERAERK;SRT6; 2R FANF; X HAF5H
hESRE QI3 XmHaE A

0 3§

PR R XRGHRTHE B EPELRNAEZ — WEPRERR AL . REZHIAEEN S
BRYES. ZPHE) ZHEAETEMS KK 2B XS v B f g E 9, xR B3R E R4 R s
ZHEFR, HERBTEFEEY  ZARLEER ICURBEFPERAFRTHEEIURE. B, Wi
PR REAAREE. WEARFPHYR NS BEREMKWFERIFR . BEAERZEF RN
B . W B AR PE R 40 i B R 53 AR A AR W R ER » 2 William Twort #1 Feliz dHerelle 43 5 F 1915
R 1917 RIS EAEBRR P ZEE, AR R T IR L AR E T RER R 10°. B
AT 4 58 2 2 8 40 0 5 i W P A4 {UAR 2 000 A2 BB I 1 AR T W B A B 0. T 40 Bl T 245 1 )
MB ZEERTERIAERBRAF A AR W EE, IR TENIFEREMNHERS. FRAHE
HRHE AR BREMSRAABEZHE B ENATHSRARBESBAMBTNRARCEARTENE
. BZE 201845 A 17 B, EH 96 /N [F] i 4 ¢ 5 24 Il 2 Wil 1 k2 R 4 098 B % 2 NCBI EFE 4 %
BES. BRIRALBFSRAMBERE AN BHEABR 4, KEBWHEEIFREAH TR B, H
PR 0 £ {150 B B W B AR ) 0 B AN A R R AL W P 43 A B T A R R AT ke 3 el W T A A 0 A 3 R AIE By L
ﬁ[ﬂ-

RFFRNET — BB RSB AR ERE A& SRT6. XHFETT 2EEAWF MW, RHEKH
HEHK/NR 91 364 bp(G+C F &R 49.3%) , F7E 182 4 ORF, HH [y 96 ~ ORF i mBHNEH KRS
EHNEENELRA FEE, BELEF (RNA HGERE. WHBETT HERERAS5T R, B A%

® YR HH:2018-03-18
EETH:-BFARP S ELSFTENFELSEHHB G608 ILRERFTPHFERNEFERNTRES
(BS2014YY031) s 5F B KRB 2 4 (XBS1519, XKY1633) % Bh
BWAE ST, B, 0UR B AIEE8.R T W E AL R W E-E EEEMS , E-mail. fxysnd@126. com,
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1 SERARE G %

1.1 #¥

L1l 2HARREMAAK URASBAKERREKRERNEERE. EILRETETHBEAER FH
BT ERE 12 em WREIIBEBET TROERRS FH.

1.1.2 ZZRKAMERE. BEE buffer™ . R HBETFRERKRRK 1. 21 g Tris-HCL, 1. 75 g NaCl,0. 41 g
MgCl, * 6H,0,0. 04 g CaCl, , ¥ B FERH P, BB EAZE 200 mL, @ pH 8] 7.5, 121 CBEEEE
EKHE 20 min, REE .

IKBEAE : B FREFRI 0. 70 g AR, MEB T RBHBHELZE 100 mL, I2ICHEBHERKKHE
20 min. ZEHEBHERNRMKEGR CaCl,, M KEZ 2 mM, RF £ H.

LB AR FRPEHR 1.0 g BEMK,0.5 ¢ BRHEMY 1.0 ¢ AL MEEFKBEHBIE
5, HBRAEAZE 100 mL,121°C HE&ERKKE 20 min, fRFEH.

LB E e AR FREHRK 1.0 g BEMK0.5 ¢ BEEERMY,1.0 g KAL@H,2.0 g AR, NEH
TFKBRBBES FBRAEAZT 100 mL,121°C HREERKKHE 20 min, AFLH.

L2 ERFHE

L2.1 HA4SE HFRI0gHFRBECKENERRA, 25 mEF A 10 mL B4 buffer 7110 mL
W5 R 4 4 MR A AR B X B R I W IR AT, 3T CRRIES:. RN BAREELE T, B EOIRER
4°C, LA 5000 g BB E L 10 min, AFLER 0. 22 pm B 38 88 0 B R HE AT HE BR B . 45 B ne Bl i
.

B 1 mL 4048 ST B X SO BRI AT 10 oL AR EIRE P, BIMA 4 mL K3, 1B, F
e B4k LB ¥4k b, 37°CIE B S mIESR.

PRBUAE KRB RIF, SRR M A A — BB BE 2 100 pL BETEA buffer i, £% LR R 2 HIB &8 —Fb R

BB 10 pL 5 1 mL RSB AR HSMBE R X 4 mL KIIRIR A5, P47 Bk LB Y47 L,
TCHEIER. EREU ESBUAMA ISR . EEZFR PRI AL R —BEREES. BHEEAGEHN
SRTS.
1.2.2 HWkskis AHafR RRERKRRABTHE—BETEE 100 pL BEA buffer §1, £5 LFR
B AHBE-MBEER 10 L 5 1 mL iERFSBRAMBESIME UK 4 mL KZRBE S, P4IE
Bk LB AR b ,37°Ca m g . WA EBEA A KRG, A K B iF H 238 554 W5 SR 4R, (- 8
BT R BB W DB AR, FI DAY KHE 3R, RIBUE B MR AR R S 1 mL s R4 SRR AT B B
4 mLKHIRIRAHS, PHEEMA LB AR L (20 MO 37C A RIS, ZRES—FRFMAS mL
WEE & buffer. 4CHATHREBLRG  KEWEWHARRE.

TEACEBETHRBREREREAR 3 500 g B.O 5 min, B EER, IMALKEKE R 10% i PEG8000
FMAWEN 1 MK NaCl,4 CTHREIR. ZEHE 4CHEMAT 3500 g &L 5 min, 5B BEE KR FRTT
W HERT 5 mL BEH buffer 1,4 ‘CHHE 5 h, FH BRI EMR 10 min ARBREWRIT, B HER. &
40 CH&MF 3500 g B.L> 6 min, IR E¥EW. FFLAEA 0. 22 pm I 38 BE S 38 )5 45 ) 204k i s 7 1R K.

BRAAL B W B AR, T T X s B RO et R ik EE AV S KA E XA SRy, B
CEDIEERA, FHBAKERE AN EEAER. SR EA& SRT6 3 FE 4.

1.2.3 HEGGAEFEGI T ERBRNYEENAAEERR BN 1 oL IFRFASBLBTER
WK 4 mL KHIBRE S, PHERER LB AR E,37°C I mIE SR, BmBUAERKRAE B8 —1E
B, MR R HEA.
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1.2.4 ¥4k SRT6 KB 5. # LG pEk SRT6 2 E 4, A A 17 3P b 5 5B v ko6 i) 2 B 40
DNA. e EFRARESHE, L LESHZAYNBAERAANAREREHRT 2EFAR llumina
Hiseq /7. ¥ R 16 T HLEE 3 BB R E HE K Clean Data. f#i F| SOAPdenovo 34 %F Clean Data #4740
. BRAMFTHRERN 16,463 X, B8 FER 100%. HFGERA MK SRT6 MEFHC E£ZE Genbank,
50 MH370478.

1.2.5 S HAEEXBANFH>H. FAHKMS Geneious 11 (http://www. geneious. com/default, 83,
home. sm) 434 SRT6 MR FHIA K. Eid Glimmer v3. 02 2K T W5 58 44 9 2 18 4 15 5 5012, 338
i+ NCBI # ] blastp Xt & —1 orf i iBME B R HTIIEETMN. Eid tRNAscan-SE Search Server FE4£R
B3k (http://lowelab. ucse. edu/tRNAscan-SE/) Fil B 5 & SRT6 R H4H F K tRNA D) & tmRNA. E
TR M Berkeley Drosophila Genome Project (http://www. fruitfly. org/seq_tools/promoter. html)
kMM ERA EWEsIF. WHEAEEAFHL LT H FindTerm (http://molbiol-tools. ca/Promoters.
htm) 8 5 3R F .

1.2.6 =Bk e Yo IR B 40 3 7 Ao R Goi A od M. BBl NCBI B3, 4+ %) SRT6 i 2 EHF5,
Fi blastn FAFFFE R, KRB SRT6 BAKE FEHENWREEFS. B 4 R7E NCBI k
F Neighbor Joining M & #4LA. F)FH NCBI | BLAST # 3t f blastn ThEEXTBEE 4& SRT6 F1 C11
BEATHT LL A o S5 R AR ACT 347 RR.

2 HiFmitig

2.1 WRREIK SRT6 M2 H

RS RARBENEREREREEHE, 4B —HKE
SBAREREAE D. RAEHmE KR SRT6. HEH
FEAMERAERNEE LERBEREEHERE. X3
BAWE BN f& SRT6 & —MRFUMEE i, RE A TR ERIBITH
.
2.2 WEEIfA SRT6 & it B 44 b
2.2.1 #HH4%SRT6 WA RARALEEE. £ERAK
B, PSR A M W R K SRT6 @& — 91 364 bp I
KUEWEE DNA AT, ERN GHC &R 49.3%. MHEH#FT
2RFNARBERAR . EFA LEF 182 M EORHmGE &
A, %5 % tRNA #1 tmRNAHE 2). @it blastp 4B LR B 1 WEE§{k SRTG BWEESBE. WAEi 4k SRT6 78
W HF AN ERNAEBESSCHIENECSRREAT pepamiEEs b s s ERe S
FIFEHGED. EWEERMAT 700 EE L KIS~ A
BRREI0NEFRARTIRMAERN. XMREEFHE E/ 133 NMNEEFE 24 MEERM
AREFRW;MER 49 MEEPIE 8 NEE R 2% R0, 7 505 15 A H H #2681 7T 9 B AH .

BRAOFTABEENERA+ 4 RE FEXRBNERERFTS], ML KIEGRLTHHEE DR, X
ERGTFHIFIREEREAERA FRIAEFNRBIRESEM. SRR, EXEEAEE AR Genel28
N Genel29 Z [MFATEER —B 4 900 bp BWIEGIG X s 7E Gene?5 F1 Gene76 Z [BJFF7E— B K4 800 bp M3k
475 X s 7E Genel #1 Gene2 2 [8] , Gene33 F1 Gene34 Z[H] DA & Genel27 Fl Genel28 Z[HJFTEH K2 600
bp FIFES S X ; 7E Gene87 F1 Gene88 Z B FTEE — B4 500 bp MIIES 5 X ; 7E Gene89 Hl Gened0 ZIH],
PA & Genel32 1 Genel33 Z B F7EE —B 4 400 bp WIEHG X 7E Gene22 1 Gene23 Z |8, Genel62 0
Genel63 Z [ DA K Genel64 #1 Genel65 Z[HfFHEER —B 4 200 bp BWIEHIE X. X k%548 5 5| 7] gEfF
ETFIREEBENEESMAEA A P E 3 F L IETF R/ RNA §Hi5X 4%,
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(T TL T  E  V ity piyePIE Gy Ay PP P EE P U WUV P S — -,
0 5 000 10 000 15 000 20 000 25 000
Somp 3l -dp i A A— b ———
30 000 35 000 40 000 45 000 50 000
3 s 4 5 » LR S
55 000 60 000 65 000 70 000 75 000
b ebupen o mmp - pumjubpubaph + Mhampubahs b 4
80 000 85 000 90 000

FHz HZBARFEREANENAEAE(BAHLIERRADREN KCREXHRERD ; BAH LR RER
HAMEHEANER AARLIRAIRBDONARBEANER , RAFLETRABABREHER; RATLEFIHR
BEmBREAMRE RGREAMER)

RATHE— B8 B E TR g, Z S E A2 EEAR RS FHT T IR, RR 11 ANESTFF

FIE AL =, BATAFIALTF 12 213 bp-12 463 bp.14 142 bp-14 392 bp.16 855 bp-17 105 bp.27 550 bp-
27 800 bp.29 611 bp-29 861 bp.29 370 bp-29 620 bp.48 612 bp-48 862 bp.50 960 bp-51 210 bp.51 416
bp-51 166 bp.76 839 bp-77 089 bp #1 80 797 bp-80 547 bp Z [A]. ZE W ME 31 T-F (27 550 bp-27 800 bp)
IS 30 F (29 611 bp-29 861 bp) JFEAFTER A DNA RHEGHRER M RX, TR S5 DNA R
FYIMERESITF. LN E3TF (48 612bp-48 862bp) FIEE /AN JE 3 F (50 960 bp-51 210 bp) A K% i
NE3hF(51 416 bp-51 166 bp) A THEMEEFE X, XE B FHRMBHE AN SEHERNRESR
X, BETHEENAESE; RN, %+ NS 3T (76 839 bp-77 089 bp) J5 M 77 F£ — 1> 40 g BE 7K #% i 2t
B 3% — )5 3 F LA e T R R A B S 3 A AR R TR B R B T AR K.
2.2.2 "L H4 SRT6 9 A B4 Eey % & b s Tl WATH A blastp MIEFE & SRT6 KT AN HBEH
BT T IHRETM. 45N BRI, 76 SRT6 BE 4 EHIWREMEEA 96 MG D, H2IPEEM 52. 70, X
EESR T RAKEIIGH. Hb 14 MEEHEEHESD(SADREEEK 14. 620, BB T RE &
G EEE ;26 MEE T DNA RBEQ (S EHRREEB 27. 100, BB T WA & DNA RB#E
Pos1 N EEE RS 4BE K BES, BR THHEARBEIEEYG B T 55 MNEEREHMKM (LA 6k
HEM 57.3%). HPB TR EASHEHEE K2 Gene25, Gened8, Gened9. Genel00., Genel03,
Genel04.Genel05.Genel09,Genell6,Genell8,Genel25,Genel26,Genel28., Genel56, Bl X B 415 15
HARHED ARECED . BRHERED . EMARELS ;B THHE A DNA RIEEHRIE Genet0,
Gene62,Geneb4, Geneb5, Geneb9, Gene70, Gene73, Gene74, Gene76, Gene78, Gene82, Gene83, Gene85,
Gene88., Genell9, Genel42, Geneld4, Geneld5, Geneld6, Genel50, Genel52, Genel56, Genel60,
Genel63,Genel68.Genel 71, Ef] X B4 BEE H A DNA B S8 .DNA 8 . RNA 3 7 25 %85,
RNA % #8 . NAD(P)H &/LiRJR8E .FAD S LR JRHE % ; B T W o8 1 207 BB A B 1) 2 O A% 40 i BE K 4%
BEHY) Genel50; MK — G I BER R N E ZAMBRAME HRAEATE T . HER C _BEEEK
BREOSEMAZXBREOURSHEHEED%.

LA IR AT S 1 10 2 25 75 40 L BE /K AR B AU 3 R Genel50. X — 3 IR TN O 7T L) 3R 4 40 4 1R 28 L BT B9
YHRE FP i — AR BT PR AR, AT D — R R EE AR TR, X H
FIA BBIBOE o AT A W B B IR DT B 2590 » 6 T SE A0 A 2B A AR AR A AT T B R I A R R
WHEITIRIT.
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Gene Strand Left End Right End Score Function
Genel + 148 171 171 hypothetical protein
Gene2 — 797 997 237 hypothetical protein
Gene3 — 1181 1375 228 hypothetical protein
Gened — 1475 1741 185 GLUG domain protein
Geneb — 1835 2137 202 hypothetical protein
Genef — 2 154 2 615 470 hypothetical protein
Gene? — 2 680 2 823 146 hypothetical protein
Gene8 — 3 096 3377 259 sugar phosphate isomerase/epimerase
Gened — 3377 3979 549 hypothetical protein
Genel0 + 3 566 4072 254 hypothetical protein
Genell — 3 990 4 469 261 hypothetical protein
Genel2 — 4 505 4 888 180 hypothetical protein
Genel3 — 4 831 5412 539 hypothetical protein
Geneld — 5 455 5 811 304 PAS domain S-box protein
Genel5 — 5 889 6143 185 hypothetical protein
Genel6 — 6 248 6 640 312 nicotinamide riboside transporter PnuC
Genel?7 — 6 637 6 903 186 alanine-glyoxylate aminotransferase family protein
Genel8 — 6 936 7 223 103 hypothetical protein
Genel9 — 7 157 7 453 255 unnamed protein product
Gene20 — 7 469 7 663 240 hypothetical protein
Gene2l — 7 736 7 930 131 hypothetical protein
Gene22 — 7 927 8 352 275 restriction endonuclease
Gene23 + 8 620 9 141 327 —
Gene24 — 8 623 9 294 544 uncharacterized protein
Gene25 — 9 370 9 753 255 phage tail tape measure protein
Gene26 — 9 990 10 136 169 hypothetical protein
Gene27 — 10 211 10 519 340 penicillin-binding protein
Gene28 — 10 519 10 647 176 hypothetical protein
Gene29 — 10 718 10 951 179 hypothetical protein
Gene30 — 10 941 11 234 208 polynucleotide kinase-phosphatase
Gene3l + 11 273 11 464 126 KR domain-containing protein
Gene32 — 11 386 11 733 182 hypothetical protein
Gene33 — 11 730 12 206 247 sprT domain-containing protein
Gene34 — 12 835 13 008 160 hypothetical protein
Gene35 — 13 231 14 217 644 hypothetical protein
Gene36 — 14 385 14 636 161 MOSC domain-containing protein
Gene37 + 14 814 15 593 363 —
Gene38 — 15 093 15 578 509 lipoprotein-releasing ABC transporter permease subunit
Gene39 — 15590 15 892 181 class II fumarate hydratase
Gened0 - 15 879 16 073 214 rab effector Noc2 isoform X3
Genedl — 16 054 16 368 252 hypothetical protein
Gened2 — 16 368 16 604 260 CarboxypepD_reg domain-containing protein
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Gene Strand Left End Right End Score Function
Gened3 — 16 604 16 837 211 WDA40 repeat-like protein
Genedd — 16 837 17 178 150 Uncharacterised protein
Gened5 — 17 282 19 027 1152 putative ribonucleoside-diphosphate reductase alphachain
Gened6 — 19 020 20 168 949 ribonucleotide-diphosphate reductase beta subunit
Gened7 — 20 083 20 427 268 gp071
Gened8 — 20 430 21 377 572 thymidylate synthase
Gened9 — 21 584 22 534 734 3'-phosphatase, 5'-polynucleotide kinase
Gene50 — 22527 22 739 230 Glycerol-3-phosphate dehydrogenase
Genebl + 22 740 23 210 256 —
Geneb2 — 22 743 23 078 374 alpha/beta hydrolase
Gene53 — 23 097 23 306 271 hypothetical protein
Geneb4 — 23 497 24 291 574 constituent protein
Geneb5 — 24 273 24 512 184 hypothetical protein
Geneb6 — 24 457 24 624 207 hypothetical protein
Gene57 — 24 621 25 058 339 PAS domain S-box protein
Geneb8 — 25 055 25 297 195 hypothetical protein
Geneb9 — 25 282 25 680 305 hypothetical protein
Gene60 — 25 677 26 240 347 HNH endonuclease
Genebl + 25 983 26 393 171 hypothetical protein
Gene62 - 26 237 27 289 862 exonuclease
Geneb63 + 27 017 27 502 268 —
Genef4 — 27 563 27 796 232 lysylphosphatidylglycerol synthetase family protein
Geneb5s — 27 865 28 869 1020 DNA primase/ helicase
Geneb6 + 27 946 28 887 704 hypothetical protein
Geneb7 — 28 972 29 676 529 hypothetical protein
Gene68 — 29 678 29 887 171 —
Genef9 — 29 868 30 374 238 NAD(P)H-dependent oxidoreductase
Gene70 — 30 356 33 070 2 040 putative DNA Polymerase
Gene7l + 30 803 31 726 330 hypothetical protein
GeneT2 + 32 225 33 103 463 hypothetical protein
Gene73 — 33131 34 993 1369 DNA primase/ helicase
Gene74 + 33 239 33 655 301 sodium/glutamate symporter
Gene75 + 33 707 34 279 133 —
Gene76 — 35 047 35 232 169 UPF0600 protein C50rf51 homolog
Gene77 + 35 253 35 702 253 —
Gene78 — 35 484 35 675 274 putative RNA methyltransferase
Gene79 — 35 908 36 330 247 hypothetical protein
Gene80 — 36 331 36 633 306 hypothetical protein
Gene81 — 36 636 36 800 214 hypothetical protein
Gene82 — 36 787 37 443 527 prevent-host-death protein
Gene83 — 37 440 37 988 247 HAD-like domain protein

Gene84 — 38 119 38 631 328 unnamed protein product
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Gene Strand Left End Right End Score Function
Gene85 — 38 607 38 804 242 preprotein translocase subunit SecD
Gene86 + 38 869 38 988 101 _

Gened? + 39112 39 255 131 hypothetical protein

Gened8 + 39 781 40 926 1028 RNA ligase

Gene89 — 39 805 40 362 323 _

Gened0 — 40 717 41 151 168 _

Genedl + 41 024 41 899 709 putative phage protein

Gened2 — 41 516 41 938 231 gp431

Gened3 + 41 847 42 221 127 PAS/PAC sensor protein

Gened4 + 42 232 42 540 294 DUF768 domain-containing protein
Geneds - 43 381 43 818 176 vimentin

Gened6 — 43 805 44 044 228 hypothetical protein

Gened7 — 44 062 44 661 298 DUF3380 domain-containing protein
Gene98 — 44 639 46 138 866 putative tail fiber protein

Gened9 — 46 152 46 535 281 phage tail protein

Genel00 — 46 570 48 627 1274 putative tail fiber protein

Genel0l — 48 638 49 369 534 DUF2612 domain-containing protein
Genel02 — 49 388 50 851 1 050 putative baseplate related protein
Genel03 — 50 853 51 431 104 putative tail lysozyme

Genel04 — 51 235 51 975 340 baseplate protein

Genel05 — 51972 52 889 478 putative structural protein

Genel06 — 52 886 53 242 302 Uncharacterised protein

Genel07 + 53 218 53 709 157 unnamed protein product

Genel08 — 53 248 54 009 541 hypothetical protein

Genel09 — 54 006 56 372 1 650 putative tape measure protein
Genell0 — 56 369 56 521 167 conserved hypothetical protein
Genelll — 56 629 57 000 336 hypothetical protein

Genell2 — 57 014 57 493 255 DUF3277 domain-containing protein
Genell3 — 57 493 57 993 287 DUF3277 domain-containing protein
Genelld — 58 068 58 592 425 DUF3277 domain-containing protein
Genell5 + 58 158 58 577 253 YbhB/YbcL family Raf kinase inhibitor-like protein
Genell6 — 58 623 59 909 1032 putative tail sheath protein
Genell? — 59 922 60 485 284 hypothetical protein

Genell8 — 60 482 60 862 201 putative head-tail joining protein
Genell9 — 60 862 61 404 283 putative RNA polymerase

Genel20 — 61 313 61 789 375 gp023

Genel2l — 61 840 62 874 1024 major capsid protein

Genel22 + 62 182 62 853 564 efflux RND transporter periplasmic adaptor subunit
Genel23 — 62 918 63 328 473 hypothetical protein

Genel24 — 63 356 64 273 802 73 gene product

Genel25 — 64 270 64 740 429 putative methyltransferase

Genel26 — 64 750 66 189 973 putative portal protein
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Gene Strand Left End Right End Score Function
Genel2? + 65 167 6 5637 194 —
Genel28 — 66 202 67 722 1053 putative terminase large subunit
Genel29 — 68 643 68 789 131 conserved hypothetical protein
Genel30 + 69 185 69 316 118 hypothetical protein
Genel3l — 70 524 70 847 212 hypothetical protein
Genel32 — 70 990 71178 109 JNK
Genel33 — 71 560 72 054 284 unnamed protein product
Genel34 + 71 653 72 120 411 hypothetical protein
Genel35 + 72 117 72 473 396 hypothetical protein
Genel36 + 72 433 72 642 145 hypothetical protein
Genel37 + 72 677 72 955 233 etratricopeptide repeat protein
Genel38 + 72 952 73 230 264 ABC transporter substrate-binding protein
Genel3d + 73 211 73 558 245 hypothetical protein
Genel40 — 73 334 73 831 141 hypothetical protein
Geneldl + 73 560 74 219 235 AP2 domain protein
Geneld2 + 74 228 74 497 285 FAD-dependent oxidoreductase
Geneld3 + 74 494 74 706 219 hypothetical protein
Geneld4 + 74 716 74 943 249 DNA-binding protein WhiA
Geneld5 + 74 946 75 362 307 putative CMP/dCMP deaminase, zinc-binding
Geneld6 + 75 359 76 567 1105 putative DNA ligase
Geneld? — 75 746 76 471 441 —
Geneld8 - 76 517 77 077 195 nodal modulator 1
Geneld9 + 76 580 77 041 381 DUF4081 domain-containing protein
Genel50 + 77 106 77 666 305 cell wall hydrolase
Genel51 + 77 668 78 222 457 metal dependent phosphohydrolase HD region
Genel52 + 78 212 78 643 427 hypothetical protein
Genel53 + 78 643 79 197 443 putative phosphoesterase
Genel54 — 79 006 79 473 274 probable ubiquitin-like-specific protease 2A
Genel55 + 79 448 79 723 259 transcriptional regulator
Genel56 + 79 720 80 127 187 Phage protein
Genel57 + 80 139 81 056 684 putative RNA ligase/tail attachment protein
Genel58 + 81 067 81 483 298 Phi92_gp095
Genel59 — 81 310 81 906 303 hypothetical protein
Genel60 + 81 493 82 359 651 phosphoribosylpyrophosphate synthetase
Genel61 + 82 356 82 574 201 hypothetical protein
Genel62 - 82 532 83 368 252 RNA recognition motif
Genel63 + 82 631 84 319 1448 putative nictotinate phosphoribosyltransferase
Genel64 — 83 636 84 163 352 —
Genel65 + 84 331 84 528 155 prolactin-releasing peptide receptor-like
Genel66 + 84 525 85 004 440 macro domain protein
Genel67 + 84 890 85 165 136 DUF1776 domain-containing protein
Genel68 + 85 167 85 484 156 hypothetical protein
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Gene Strand Left End Right End Score Function
Genel69 + 85 442 86 062 207 putative DNA recombination-mediator protein A
Genel70 + 85 887 86 459 241 hypothetical protein
Genel7l + 86 446 86 949 252 helix-turn-helix domain-containing protein
Genel72 + 86 918 87 292 344 hypothetical protein
Genel73 + 87 289 87 504 227 hypothetical protein
Genel74 + 87 561 87 923 257 wall-associated receptor kinase-like 20-like protein
Genel75 + 87 923 88 234 247 unnamed protein product
Genel76 + 88 222 88 500 110 hypothetical protein
Genel?7 + 88 503 89 165 465 hypothetical protein
Genel78 + 89 208 89 612 235 hypothetical protein
Genel79 + 89 609 90 025 392 hypothetical protein
Genel80 + 89 994 90 419 314 DUF4238 domain-containing protein
Genel8l + 90 419 90 685 208 PAP2 family protein
Genel82 — 90 748 90 897 189 hypothetical protein

B RR N E BEREE TR AT RER.
2.3 WEHE{k SRT6 By lb s KA A= 47
%2 SHESEEAMESES SRTe REAETRSHEN B EES =

o B 1 B3 (Coverage) /% — 3 (Identity) /% BRI

Pseudomonas phage C11 99 97 [13]
Pseudomonas phage Zigelbrucke 96 96 N

Pseudomonas phage JG004 97 95 [14]
Pseudomonas phage PAK_P2 94 94 [14]
Pseudomonas phage PaoP5 98 93 [14]
Pseudomonas phage phiMK 97 95 N

Pseudomonas phage PAK_P4 94 95 [14]
Pseudomonas phage vB_PaeM_C2-10_Abl5 95 94 [14]
Pseudomonas phage vB_PaeM_C2-10_Abl0 94 94 [14]
Pseudomonas phage vB_PaeM_C2-10_Abl 94 94 [14]
Pseudomonas phage vB_PaeM_C2-10_Ab08 95 94 [14]
Pseudomonas phage vB_PaeM_C2-10_Ab02 95 94 [14]
Pseudomonas phage K5 95 98 [15]
Pseudomonas phage K8 95 98 [16]
Pseudomonas phage PaP1 94 98 [14]
Pseudomonas phage PA10 95 98 N

Pseudomonas phage YS35 94 98 [17]
Pseudomonas phage PAK_P1 94 93 [14]
Pseudomonas phage vB_PaeM_MAG1 94 93 [18]

N RALHENS % SO,
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Isolation and Genome Sequence Analysis of a Novel Pseudomonas

Aeruginosa Phage SRT6
LIU Zi-chen LI Qi' ZHANG Fu-kang ZHANG Chun-long MA Hong-rui'
YI Ting-xu GAO Xiao-meng FAN Xiang-yu
(School of Biological Science and Technology, University of Jinan,Jinan 250022, China)

Abstract We want to isolate a novel Pseudomonas aeruginosa phage, study its biology characteris-
tics and carry on genome sequencing and comparative genomics analysis so as to understand the evolu-
tionary process of Pseudomonas phage and potential application of the Pseudomonas phage. Double-layer
plate method was carried on to isolate and purify Pseudomonas phage. Phenol chloroform was used to
extract phage genome. The Illumina Hiseq genome sequencing platform was carried on to sequence.
Some bioinformatics methods were used to analyze the phage genome and comparative genomics study.
A novel virulent phage SRT6 which can infect Pseudomonas aeruginosa was isolated. Its genome was
91364 bp dsDNA and had a G+C content of 49. 3%. There were 182 protein-coding genes and no tRNA
and tmRNA coding genes. 96 proteins of them were homologous with known function proteins. Com-
parative genomic analysis revealed that Pseudomonas phage SRT6 was a new species. A novel virulent
Pseudomonas phage SRT6 was isolated and it was a new species. The study lays a foundation for the
future development of phage therapy and treatment of durg resistant Pseudomonas aeruginosa.

Key words Pseudomonas aeruginosa; Pseudomonas phage; genome sequencingp; comparative

genomics analysis



