ID Phages Sensitive bacteria* Sources* References
NC_015250.1 Acinetobacter phage 133 A. johnsonii (HER 1423) raw sewage, Quebec, Canada 12,3
NC_014660.1 Acinetobacter phage Ac42 Acinetobacter sp. therapeutic phage library, Eliava Institute of Bacteriophage, 3

Georgia
NC_014661.1 Acinetobacter phage Acj61 A. johnsonii sewage, New Orlean, USA 3
NC 014663.1 Acinetobacter phage Acj9 A. johnsonii sewage, New Orlean, USA 3
MH165274.1 Acinetobacter phage AM101 A. baumannii LUH 3712 water, river Moscow, Russia -
MH713599.1 Acinetobacter phage KARL-1 A. baumannii pond water, Germany 4
MH460829.1 Acinetobacter phage A. pittii municipal sewage, Hyvink&d4, Finland 5
vB_ApiM_fHyAci03

NC_018087.3 Acinetobacter phage ZZ1 A.baumannii sewage, fishpond along the Yellow River, China 6,7
NC 015251.1 Aeromonas phage 65 A. salmonicida water, river “La Petite Mouge”, France 1,3,8,9
KY290955.1 Aeromonas phage 65.2 A. salmonicida water, river “La Petite Mouge”, France 1,3,8,9,

10
NC_005260.1 Aeromonas phage Aehl A. hydrophila sewage, Oshkosh, USA 3,11, 12,

13
MG250483.1 Aeromonas phage Ahl A. hydrophila wastewater, Russia -
MF498773.1 Aeromonas phage AS-szw A. salmonicida water from river, Guangdong Province, China 14
MF448340.1 Aeromonas phage AS-zj A. salmonicida water from river, Guangdong Province, China 14
MH791401.1 Aeromonas phage AsFcp 2 A. salmonicida sewage -
MH791398.1 Aeromonas phage Asswx_1 A. salmonicida sewage -
MH791414.1 Aeromonas phage Aswh_1 A. salmonicida freshwater -
NC_019538.1 Aeromonas phage CC2 A.hydrophila sewage, China 15
NC 014636.1 Aeromonas phage phiAS5 A. salmonicida water, Han-river, Korea 16
NC_023688.1 Aeromonas phage PX29 A. salmonicida sewage, New Orlean, USA 3
NC_008515.1 Bacteriophage RB32 E.coli sewage treatment plants, Long Island, USA 17
NC_029013.1 Citrobacter phage IME-CF2 C. freundii hospital sewage, China -
NC_028755.1 Citrobacter phage Margaery C. freundii - -
MHB823906.1 Citrobacter phage Maroon C. freundii wastewater, Brazos County, USA 18
NC_028857.1 Citrobacter phage Merlin C. freundii water, College Station, USA 19
NC_025414.1 Citrobacter phage Miller C. freundii sewage, Bryan, USA 20
NC 027331.1 Citrobacter phage Moon C. freundii sewage, College Station, USA 21
NC_031057.1 | Citrobacter phage vB_CfrM_CfP1 C. freundii wastewater treatment plant, Frossos, Portugal 22
LT614807.1 Cronobacter phage Pet-CM3-4 Cr. malonaticus wastewater treatment plant, Petrzalka, Slovakia 23




NC_019398.1 Cronobacter phage Cr. sakazakii sewage, Guelph, Canada 24
vB CsaM_GAP161

KX431559.1 Cronobacter phage vB_CsaM_leB Cr. sakazakii slurry, cattle farmer in Clonakilty, Ireland 25
KX431560.1 Cronobacter phage vB_CsaM_leN Cr. sakazakii slurry, cattle farmer in Clonakilty, Ireland 25
MG999954.1 Enterobacter phage myPSH1140 E. cloacae sewage water treatment plants, India 26
NC_023561.1 Enterobacter phage PG7 E. cloacae fishpond water, China -

NC_041980.1 Enterobacter phage phiEap-3 E. aerogenes sewage wastewater sample, Navy General Hospital, China 27
KT184308.1 Enterobacteria phage Aplg8 E. coli O121:H19 sewage, USA -

NC_027983.1 Enterobacteria phage AR1 DNA E. coli O157:H7 fresh manure, Dairy farms in St. Croix County , USA 28
KT184309.1 Enterobacteria phage ATK47 E. coli 026:H11 sewage, USA -

KT184310.1 Enterobacteria phage ATK48 E. coli 026:H12 sewage, USA -

NC_019500.1 Enterobacteria phage Bp7 E. coli O78.A chicken feces, Shandong Province, China 29
NC 014662.1 Enterobacteria phage CC31 E. coli B strain S/6/4 sewage, New Orlean, USA 3

NC_025425.1 Enterobacteria phage GEC-3S E. coli O104:H4 therapeutic phage library, Eliava Institute of Bacteriophage, 30

Georgia

KT184311.1 Enterobacteria phage GiZh E. coli O111:NM 96-3166 sewage, USA -

NC_018855.1 Enterobacteria phage HX01 E. coli DM01 duck feces, duck factory, China 31
NC_014260.1 Enterobacteria phage IMEO8 E. coli strain 8099 hospital sewage, China 32
NC 012741.1 Enterobacteria phage JS10 E. coli K12 feces, diarrhea patient, Bangladesh 33
NC_010105.1 Enterobacteria phage JS98 E. coli feces, diarrhea patient, Bangladesh 33
NC 012740.1 Enterobacteria phage JSE E.coli K12 sewage, sewage station, Switzerland 33
KT184312.1 Enterobacteria phage Kha5h E. coli 0103:H2 90-3128 sewage, USA -

NC_009821.1 Enterobacteria phage Phil E. coli K-12 (F+) therapeutic phage library, Eliava Institute of Bacteriophage, 34

Georgia

NC_028847.1 Enterobacteria phage QLO01 E. coli DE205B duck feces, poultry market in Nanjing, China 67
KM606999.1 Enterobacteria phage RB10 E.coli sewage treatment plants, Long Island, USA 17
NC_012638.1 Enterobacteria phage RB14 E.coli sewage treatment plants, Long Island, USA 17
NC_014467.1 Enterobacteria phage RB16 E.coli sewage treatment plants, Long Island, USA 17
MH553563.1 Enterobacteria phage RB18 E.coli sewage treatment plants, Long Island, USA 17
NC_025448.1 Enterobacteria phage RB27 E.coli sewage treatment plants, Long Island, USA 17
NC_025419.1 Enterobacteria phage RB3 E.coli sewage treatment plants, Long Island, USA 17
KM607001.1 Enterobacteria phage RB33 E.coli sewage treatment plants, Long Island, USA 17
NC_007023.1 Enterobacteria phage RB43 E.coli sewage treatment plants, Long Island, USA 17
NC_005066.1 Enterobacteria phage RB49 E.coli sewage treatment plants, Long Island, USA 17
KM606995.1 Enterobacteria phage RB5 E.coli sewage treatment plants, Long Island, USA 17




NC_012635.1 Enterobacteria phage RB51 E.coli sewage treatment plants, Long Island, USA 17

KM607002.1 Enterobacteria phage RB55 E.coli sewage treatment plants, Long Island, USA 17

KM607003.1 Enterobacteria phage RB59 E.coli sewage treatment plants, Long Island, USA 17

KM606996.1 Enterobacteria phage RB6 E.coli sewage treatment plants, Long Island, USA 17

NC_027979.1 Enterobacteria phage RB68 E.coli sewage treatment plants, Long Island, USA 17

NC_004928.1 Enterobacteria phage RB69 E.coli sewage treatment plants, Long Island, USA 17

KM606997.1 Enterobacteria phage RB7 E.coli sewage treatment plants, Long Island, USA 17

KM606998.1 Enterobacteria phage RB9 E.coli sewage treatment plants, Long Island, USA 17

NC_000866.4 Enterobacteria phage T4 E.coli sewage/ fecal material 36,37

KJ477684.1 | Enterobacteria phage T4 strain wild E.coli sewage/ fecal material 36, 37, 38

HM137666.1 Enterobacteria phage T4T E.coli sewage/ fecal material 36,37

MH550421.1 Enterobacteria phage T6 E.coli sewage/ fecal material 36,37

NC_019399.1 Enterobacteria phage E.coli sewage, Guelph water treatment plant, Canada 39

vB_EcoM_ACG-C40
MH051915.1 Enterobacteria phage E. coli BL21(DE3) sewage, State Key Laboratory of Pathogens and Biosecurity, 40
vB_EcoM_IME339 China
MH051916.1 Enterobacteria phage E. coli BL21(DE3) sewage, State Key Laboratory of Pathogens and Biosecurity, 40
vB_EcoM_IME340 China

NC_028894.1 Enterobacteria phage E.coli Be municipal wastewater, Lithuania 41
vB EcoM_VR20

NC_028925.1 Enterobacteria phage E. coli MH1 municipal wastewater, Lithuania 42
vB_EcoM_VR25

NC_028957.1 Enterobacteria phage E. coli MH1 municipal wastewater, Lithuania 42
vB EcoM_VR26

NC_028881.1 Enterobacteria phage E.coli Be sewage, Lithuania 41
vB_EcoM_VR5

NC _014792.1 Enterobacteria phage vB_EcoM- E.coli Be sewage, Lithuania 41

VR7
MH059636.2 Erwinia phage Cronus Er. amylovora DSM17948 organic waste, Denmark -
NC_041863.1 | Escherichia coli 0157 typing phage E. coli O157:H7 National Microbiology Laboratory, Winnipeg 43
3
NC_041864.1 | Escherichia coli 0157 typing phage E. coli O157:H7 National Microbiology Laboratory, Winnipeg 43
6
MK?234886.1 Escherichia phage AnYang E. coli 0157 soil, China -
NC_029091.1 Escherichia phage APCEc01 E. coli DPC6051 human faecal, Ireland 44




NC_041919.1 Escherichia phage CF2 E. coli CP9 chicken feces, Texas private farm, USA 45
MK327929.1 Escherichia phage D5505 E. coli DSM101114 surface water, Braunschweig, Germany 46
NC_024125.2 Escherichia phage e11/2 E.coli O157:H7 bovine fecal, bovine fecal, Ireland 47,48
NC 041936.1 Escherichia phage ECD7 E. coli 0104:H4 chicken excrements, Moscow region, Russia 50,49
NC_025449.1 Escherichia phage ECML-134 E. coli O157:H7 fresh and salt water, water estuary, Georgia 51
MH791409.1 Escherichia phage EcWhh-1 E.coli freshwater -
NC_041920.1 Escherichia phage HP3 E. coli CP9 duck/geese feces, Houston parks, USA 45
NC_027349.1 Escherichia phage HY01 E. coli O157:H7 swine fecal, farm at Seoul National University in Suwon, 52
South Korea
NC_031047.1 Escherichia phage HY03 Escherichia coli 0157:H7 - -
AP018932.1 Escherichia phage KIT03 Escherichia coli 0157:H7 soil, Kyoto poultry farm, Japan 53
NC_021344.2 Escherichia phage Lw1l Escherichia coli contaminant of lysed cells 54
BL21(DE3)
NC_031934.1 Escherichia phage MX01 Escherichia coli DE217 duck feces -
MH992122.1 Escherichia phage OLB35 Escherichia coli wastewater treatment facility -
MKO047717.1 Escherichia phage p000v Escherichia coli 0157:H7 wastewater, San Francisco, California 55
MKO047718.1 Escherichia phage p000y Escherichia coli 0157:H7 wastewater, San Francisco, California 55
KU925172.1 Escherichia phage PE37 Escherichia coli 0157:H7 bovine intestine, retail stores in Fukuoka, Japan 100
LC348379.1 Escherichia phage PPO1 Escherichia coli 0157:H7 swine stool, Japan 56
MH359124.1 Escherichia phage SF Escherichia coli O157:H7 sewage facility, Universiti Sains Malaysia campus in 57
Penang, Malaysia
NC_028927.1 Escherichia phage slur02 Escherichia coli MG1655 slurry, dairy farm slurry tank in the East Midlands, UK 58
NC_042129.1 Escherichia phage slur03 Escherichia coli MG1655 slurry, dairy farm slurry tank in the East Midlands, UK 58
NC_042130.1 Escherichia phage slur04 Escherichia coli MG1655 slurry, dairy farm slurry tank in the East Midlands, UK 58
NC_028780.1 Escherichia phage slurQ7 Escherichia coli MG1655 slurry, dairy farm slurry tank in the East Midlands, UK 58
LN881733.1 Escherichia phage slur08 Escherichia coli MG1655 slurry, dairy farm slurry tank in the East Midlands, UK 58
LN881734.1 Escherichia phage slurll Escherichia coli MG1655 slurry, dairy farm slurry tank in the East Midlands, UK 58
LN881737.1 Escherichia phage slurl3 Escherichia coli MG1655 slurry, dairy farm slurry tank in the East Midlands, UK 58
NC_028448.1 Escherichia phage slurl4 Escherichia coli MG1655 slurry, dairy farm slurry tank in the East Midlands, UK 58
NC_041990.1 Escherichia phage STO Escherichia coli H8 wastewater, Beijing sewage treatment plant, China 59
LC348380.1 Escherichia phage T2 E.coli sewage/ fecal 36,37
NC 031030.1 Escherichia phage UFV-AREG1 Escherichia coli 0157 cowshed wastewater, Brazil 60
MH992510.1 | Escherichia phage vB_EcoM_DalCa E.coli raw sewage, Frossos wastewater treatment plant, Portugal -
MK327937.1 Escherichia phage E.coli DSM 103266 pig manure, Hameln, Germany 46

vB_EcoM_G10400




MK327932.1 Escherichia phage E.coli DSM 103255 pig manure, Hameln, Germany 46
vB_EcoM_ (2248

MK327933.1 Escherichia phage E.coli DSM 103256 pig manure, Hameln, Germany 46
vB_EcoM_(2285

MK327934.1 Escherichia phage E.coli DSM 103258 pig manure, Hameln, Germany 46
vB_EcoM_ (2469

MK327935.1 Escherichia phage E.coli DSM 103259 pig manure, Hameln, Germany 46
vB_EcoM_G2494

MK327936.1 Escherichia phage E.coli DSM 103260 pig manure, Hameln, Germany 46
vB_EcoM_G2540

MK327944.1 Escherichia phage E.coli DSM 103260 pig manure, Hameln, Germany 46
vB_EcoM_G2540-3

MK327940.1 Escherichia phage vB_EcoM_G29 E.coli DSM 103247 pig manure, Hameln, Germany 46

MK327941.1 | Escherichia phage vB_EcoM_G37-3 E.coli DSM 103248 pig manure, Hameln, Germany 46

MK327939.1 Escherichia phage E.coli DSM 103261 pig manure, Hameln, Germany 46
vB_EcoM_ (4498

MK327945.1 Escherichia phage E.coli DSM 103262 pig manure, Hameln, Germany 46
vB_EcoM_G4500

MK327946.1 Escherichia phage E.coli DSM 103263 pig manure, Hameln, Germany 46
vB_EcoM_G4507

MK327942.1 Escherichia phage vB_EcoM_G50 E.coli DSM 103250 pig manure, Hameln, Germany 46

MK327947.1 Escherichia phage E.coli DSM 103264 pig manure, Hameln, Germany 46
vB_EcoM_G5211

MK327943.1 Escherichia phage vB_EcoM_G53 E.coli DSM 103251 pig manure, Hameln, Germany 46

MK373787.1 Escherichia phage vB_EcoM_G8 E.coli DSM 103243 pig manure, Hameln, Germany 46

MK373779.1 Escherichia phage E.coli DSM 103265 pig manure, Hameln, Germany 46
vB_EcoM_G9062

MH355584.1 | Escherichia phage vB_EcoM_JB75 E.coli raw sewage, Frossos wastewater treatment plant, Portugal 61

NC_024124.2 | Escherichia phage vB_EcoM_JS09 Escherichia coli (APEC) sewage, swine farm in Jiangsu Province, China 62

MK373781.1 Escherichia phage E.coli DSM 103253 clinical wastewater, Braunschweig, Germany 46

vB_EcoM_KAWI1E185
MK373782.1 Escherichia phage E.coli DSM 103253 clinical wastewater, Braunschweig, Germany 46
vB_EcoM_KAW3E185
MK373784.1 Escherichia phage E.coli DSM 498 duck feces, Braunschweig, Germany 46

vB_EcoM_MM02




MK373785.1 Escherichia phage E.coli DSM 101114 surface water, Braunschweig, Germany 46
vB_EcoM_OE5505
NC_024794.1 Escherichia phage Escherichia coli (APEC) water, rivers and brooks in and around Brussels in the 63
vB_EcoM_PhAPEC?2 vicinity of poultry houses, Belgium
MK373786.1 Escherichia phage E.coli DSM 101114 surface water, Braunschweig, Germany 46
vB _EcoM_R5505
MK373778.1 Escherichia phage E.coli DSM 103253 sewage, Wolfenbiittel, Germany 46
vB_EcoM_WFbE185
MK373775.1 | Escherichia phage vB_EcoM_ WFK E.coli DSM 101124 sewage, Wolfenbiittel, Germany 46
MK373774.1 Escherichia phage E.coli DSM 101124 sewage, Wolfenbiittel, Germany 46
vB_EcoM_WFL6982
MG781190.1 Escherichia phage vB_EcoM- Escherichia coli 123738 municipal wastewater, Finland 64
fFiEco06
MG781191.1 Escherichia phage vB_EcoM- Escherichia coli 123738 hospital wastewater, Helsinki, Finland 64
fHoEc002
MG867727.1 Escherichia phage vB_EcoM-G28 E.coli manure, Germany -
MK977694.1 Escherichia phage vB_EcoM- Escherichia coli ATCC surface water, Salinas produce-growing area, USA 65
Sa45lw 13706
NC_031103.1 Escherichia phage vB_EcoM- Escherichia coli UFV30 sewage, Vicosa sewerage system, Brasil 66, 101
UFV13
NC_031928.1 Escherichia phage WG01 Escherichia coli DE017 duck feces, poultry market in Nanjing, China 67
NC_019505.1 Escherichia phage wV7 Escherichia coli 0157:H7 human feces/hamburger meat 68,69
MH560358.1 Escherichia virus KFS-EC Escherichia coli 0157:H7 wastewater, South Korea -
LR027390.1 Escherichia virus E.coli MG1655 sea water, Great Yarmouth, UK 70
vB_Eco_mar005P1
LR027387.1 Escherichia virus E.coli MG1655 sea water, Great Yarmouth, UK 70
vB_Eco_mar005P1 strain
vB Eco_mar006P2
LR027383.1 Escherichia virus E.coli MG1655 sea water, Great Yarmouth, UK 70
vB_Eco_mar005P1 strain
vB Eco _mar007P3
LR027386.1 Escherichia virus E.coli MG1655 sea water, Great Yarmouth, UK 70

vB_Eco_mar005P1 strain
vB Eco_mar008P4




LR027391.1 Escherichia virus E.coli MG1655 sea water, Great Yarmouth, UK 70
vB_Eco_mar005P1 strain
vB_Eco_mar009P5
MNO022785.1 Escherichia virus VEc20 Escherichia coli feces and sewage, poultry farm, Russia -
MG751100.1 Klebsiella phage KP1 Klebsiella pneumoniae sewage, Chungcheongbuk-do, South Korea 71
KY000080.1 Klebsiella phage KPV15 Klebsiella pneumoniae clinical material, Russia -
MNO044033.1 Klebsiella phage Marfa K. pneumoniae 1776¢ swine fecal, Texas and Michigan, USA 72
NC_028750.1 Klebsiella phage Matisse Klebsiella pneumoniae sewage, College Station, USA 73
MH333064.1 Klebsiella phage Mineola K. pneumoniae activated sludge, Bryan municipal wastewater, USA 74
NC 041981.1 Klebsiella phage Miro K. pneumoniae Al sewage, College Station, USA 75
NC_031095.1 Klebsiella phage PKO111 Klebsiella oxytoca ATCC sewage, Suwon sewage treatment facility, South Korea 76
43863
MG746602.1 Klebsiella phage vB_Kpn_F48 K. pneumoniae 12C47 sewage, Florence Careggi University hospital, Italy 77
NC_031087.1 Klebsiella phage Klebsiella pneumoniae clinical sample, Burdenko Neurosurgery Institute, Russia 78
vB_KpnM_KpVv477 KPB463
KX078569.1 | Morganella phage vB_MmoM_MP1 M. morganii sewage, Braga wastewater treatment plant, Portugal 79
NC_028940.1 | Pectobacterium bacteriophage PM2 P. carotovorum subsp. soil, Chinese cabbage fields in Pyeongchang, South Korea 80
carotovorum
MK310184.1 Phage NC-G Escherichia coli NC101 human fecal, individuals diagnosed with Crohn’s disease, 81
USA
MG696114.1 Proteus phage phiP4-3 Proteus penneri fish, China -
NC_028762.1 | Proteus phage vB_PmiM_Pm5461 Proteus mirabilis 417 wastewater plant raw effluent, Portugal -
KY971610.1 Pseudomonas phage PspYZUQ5 Pseudomonas sp. sewage -
NC_042044.1 Salmonella phage Melville Salmonella enterica subsp. wastewater, Austin, USA 82
enterica serovar Newport
NC_020416.1 Salmonella phage S16 S. enterica sewage, Gelderland municipal sewage plant, Netherlands 83
NC_027344.1 Salmonella phage STML-198 Salmonella surface water, Maryland, USA 84
NC_026607.2 Salmonella phage STP4-a Salmonella Typhimurium sewage, Qingdao, China 85
ATCC 14028
NC_031065.1 Salmonella phage Salmonella enterica subsp. sewage, Guelph Wastewater Treatment Plant, Canada 86
vB_SnwM_ CGG4-1 enterica serovar Newport
NC_024121.1 Serratia phage PS2 S. marcescens S2 fishpond water 87
NC _025829.1 Shigella phage pSs-1 Shigella sonnei ATCC water, Hongjecheon stream, South Korea 88

25931




MF327006.1 Shigella phage Sf20 Shigella boydii; Shigella water, Red Cedar River, USA 89
flexneri
NC_042077.1 Shigella phage Sf21 Shigella flexneri; Shigella water, Red Cedar River, USA 89
sonnei; E.coli K12
NC_042039.1 Shigella phage Sf22 Shigella flexneri, Shigella biofilm, buoy in the middle of the Grand River, USA 89
boydii, Shigella
dysenteriae, Shigella sonnei
MF158046.1 Shigella phage Sf23 Shigella flexneri, Shigella biofilm, buoy in the middle of the Grand River, USA 89
boydii, Shigella dysenteriae
NC_042078.1 Shigella phage Sf24 Shigella flexneri; Shigella water, Red Cedar River, USA 89
sonnei; E.coli K12
MF327009.1 Shigella phage Sf25 Shigella flexneri; Shigella water, Red Cedar River, USA 89
sonnei; E.coli K12,
Shigella dysenteriae
KX828711.1 Shigella phage SH7 Shigella flexneri water, wadi of Chotrana, Tunisia 90
NC 031085.1 Shigella phage SHBML-50-1 Shigella sonnei surface water, Maryland park, USA 102
NC_015457.1 Shigella phage Shfl2 Shigella flexneri 37 sewage water, Brazil 102
NC_030953.1 Shigella phage SHFML-11 Shigella sonnei therapeutic phage library, Eliava Institute of Bacteriophage, 102
Georgia
NC 031011.1 Shigella phage SHFML-26 Shigella sonnei therapeutic phage library, Eliava Institute of Bacteriophage, 102
Georgia
NC_031090.1 Shigella phage SHSML-52-1 Shigella sonnei surface water, Maryland park, USA 102
NC_014595.1 Shigella phage SP18 Shigella sonnei water, Gap River, South Korea 91
NC_005083.2 Vibrio phage KVP40 Vibrio parahaemolyticus polluted sea water, Urado Bay, Japan 92,93
NC_021529.2 Vibrio phage nt-1 Vibrio natriegens saltmarsh mud, Gloucester County, USA 99
KT919972.1 Vibrio phage phi-Grnl Vibrio alginolyticus coastal seawater, Crete, Greece 94
KT919973.1 Vibrio phage phi-ST2 Vibrio alginolyticus coastal seawater, Crete, Greece 94
MK568540.1 Vibrio phage ValB1 HC Vibrio alginolyticus - -
NC_028829.1 Vibrio phage ValKK3 Vibrio alginolyticus marine sediment, Kota Kinabalu, Malaysia 103
KU160494.1 Vibrio phage vB_VmeM-32 Vibrio metschnikovii DSM sediment sample, lake Elmenteita, Kenya 95
29715
NC_023568.1 Vibrio phage VH7D Vibrio harveyi seawater, Xiamen abalone farm, China 96
JN849462.1 Vibriophage phi-pp2 Vibrio parahaemolyticus water, aquaculture waterways around southern Taiwan, 97
Taiwan
LR215722.1 Yersinia phage fPS-2 Y. pseudotuberculosis O:1a pig stools, pig farms Finland 98




NC_027353.1 Yersinia phage phiD1 Yersinia pestis

NC_027404.1 Yersinia phage PST Yersinia
pseudotuberculosis

- no data was found

"*" - data were obtained from literature and genome annotation, BioSample database
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