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Supplementary TableS1. Bacterial lytic activity and efficiency of plating (EOP) of Escherichia phage vVECPPW9

. Phage vVECPPW9
Strain - —
Lytic Activity EOP

MDR E. coli PPW001 + High (0.88)
MDR E. coli PPW002 - -
MDR E. coli PPW003 + Moderate (0.1)
MDR E. coli PPW004 - -
MDR E. coli PPW005 + High (0.75)
MDR E. coli PPW006 - -
MDR E. coli PPWO007 + High (Host=1)
MDR E. coli PPW008 - -
MDR E. coli PPW009 + High (0.58)
MDR E. coli PPW010 + High (0.67)
MDR E. coli PPWO11 - -
MDR E. coli PPW012 - -
MDR E. coli PPW013 - -
MDR E. coli PPW014 + Moderate (0.13)
MDR E. coli PPW015 - -
MDR E. coli PPW016 - -
MDR E. coli PPW017 - -
MDR E. coli PPWO018 - -
MDR E. coli PPW019 + High (0.53)
MDR E. coli PPW020 - -

Results were recorded as positive (+) for lysis observed on the bacterial lawn, or negative (-) for the absence of lysis on the bacterial lawn. The efficacy of plating (EOP) values were categorized into 4 groups:
high production (EOP > 0.5), moderate production (0.1 < EOP < 0.5), low production (0.001 < EOP < 0.1), and no production (a ratio < 0.001). All experiments were conducted independently in triplicate,
with each experiment involving duplicate plaque assays, and the entire process was repeated twice.



y Table S2. of open reading frames (ORFs) in phage VECPPWY. ORFs were annotated using PhageScope, and the predicted amino acid sequences of each coding sequence were further analyzed by BLASTp for putative functional identification.
Nucleotide . _ | PhageScope analysis results Results of BLASTp analysis
Start End . . Amino acid
CDSs Point | Point Strand | length Amino acid sequence length =
(bp) Protein Product Protein Product Organism Score | 1Ol | Query | e !’erce?lt Accession Accession
Score | Cover identity | Length
) LQCFDDIPLFVFRLIY VKEEDLRMVCKLCNSILAY ADKQGISFEEAK AEK EAIALCRAKK DK AWLKK N . .
o c . coM- 3 3 % | 9.00E- )
contigl_1 2 283 282 RKIEPESTVAKRRKOQIVKILLQEIES 93 nucleic acid binding HNH endonuclease Escherichia phage vB_EcoM-Ro121c4YLVW | 18 18! 100% | 9.00E-65 100 184 YP_009984946.1
MQIVCDWDLYVAPLDYVAWLEWLNKISGLGVKIDTFTKNADYDLTNY FPGFREEFNINPY GFLDNP
- HLYDTMGFVPGMPDFLKY VSRKGSNLLIASVTK GGHLSSKHKHVLRTLDTIDFSKGSGNGFFATKE deoxyribonucleotide catabolic ) ) S 5
contigl_2 320 928 609 KYLLPCDIAIDDRADNLLY FPDEVVKIYFNTPYKDNHLEELKKKPNVVITGLEDQWLTCLDVFNTLN 202 process hypothetical protein JR326_gp177 Escherichia phage ukendt 412 412 100 6.00E-145 99.01 202 YP_009986833.1
NFKN
MTKQISASIAHSITEDGKEIV TFELEY PRIHSELMTHRLFSRNAASSRAIPVK TLIEMVRNQPARPYR
FGANQPGMQDKGVDHDALIDAGY TAQEWWDLAALSAARFAEEFSLAGYHKQVANRLLEPFQRIK
TVLTATEY ENFWWLRDDKEADPTIEALAKEMHKEY EGSTPEVLKPGQWHTPY VDHFY DTIGTEGD flavin adenine dinucleotide ) -
1 19 + 332 hypothetical R327_gp251 Escherichia phage MtIB1_P1 1 00+ 1 2| YP_009987112.1
contigl 3 | 938 36 99 | DHFVFGGYYVQDESGEVVVLTLEEAKAISASCCAQVSYRRLNATKDKALDIYGRLLTGRKVHASP binding ypotheical protein JR327_gp25 scherichia phage Mt1B1_P17 099 ] 699 00 | 0:00E+00 0 33 005987
FEHQATPMQETYEQYGENCFEDLFINAPWDFNSWEPGITHVDRNGKFWSGNFKGWIQHRQLLTNH
TKW
MSLVNTTTWATVSMSTVMSTPIWKLESNK HNGNIPHEKQNAVIRASLVMLGMAEDSHYSVERNV
contigl 4 | 2035 | 2445 411 |NIRSNNDKRVVFANTTLFTFPVSPNCGFKRIYQENDIFHFGDEEFTGWGASHIKMDDFGNSYDPAK 136 hypothetical protein hypothetical protein G377_gp157 Escherichia phage phAPECS 285 | 285 | 100 | 8.00B-97 | 99.26 136 | YP_007348480.1
ADDTNQ
contigl 5 | 2454 | 2696 243 [MTDNKYEGCEIEVYFDETVGCNVTVILDTSKRLSPKRQEADRRAKAKGFDDITHFEGFLY ANGLFN 80 hypothetical protein | hypothetical protein HOVS3_gp094| Escherichia phage vB_EcoM_Schickermooser | 176 | 176 | 100 | 2.00E-55 | 100 84 | YP 009823760.1
EMKFGYDVDVLNMH
MIRFVTKSNGK TEEFNPEKLRK WSEFAAGKLNWSEIELEAVKRCYDGVSTRDLHK AMIAACIDKKT
QAYSDMAGRLLLGMIYKQAHGGYHSIPSLNTFY HDMVERGHWAKMDY TDEEIK EIGKIVKHNKN
LTYGYSVLRQMVDKYLIRDAVNDVVHESPQFLFIGIAMKVMEIQPKERRIEDIKKLY TY VSDLKINL
PSPYLTTLRTPIKGSASCCLFRADDTAESLAIANYLAHEY TLNNAGIGVNLQTRATGQGVKNNRIIHG
GLLPYLKWMEDSVGASKQASRGGSATVTFTILEPDFDDLIRLKNPTTPIDKRVDKLDYSIVVNRSFL
) RRAAKNEDWMLVSCDDAPELY EALYKSEEEFDAVYDKVSRRRIKKKFVK ARDLLTEIIVQRAETGR ribonucleotide reductase, | NrdA-like acrobic NDP reductase ) )
contigh 6 | 2713 | 4959 |+ 2247 |1y MFFADNVNNHTPFLDTVY QSNLCQEIFLPTK AFHNMPDLFTGENTEDQELALCFLSSIVAGRVLP 748 barrel domain Jarge subunit Escherichia phage ESCO13 1559 | 1559 1 100 0 99.73 748 | YP_009786557.1
EEYEDVAYYTVLTIDNVIETMDYPFKHNEITAK ARRSIGVGITNLAHY LASNFVNYSDAY AKKLMH
ELAERHYFWLAKASLRLAKEKGNAEWIDKTKWPQGWLPIDTY AKTVDSIGNFDLKMDWEGLRAEI
IEQGGIRNSVLAAIAPNESSSLVSNTTNSLYPVRDTIMYKQSQKGSVLFIVPDY EKLKMFYQSAWDT
PAKDLAEMYGIFTKFTDQGISCDSWLDY SKLVGGRLSVKEEMKFILNFARLGGKSLY YLNSRTKSA
DSLAQEDNLKESGCEGCSM
MLKGKRAVTVTTERGEIPLVVDVERRLFVDGKPDPSYKAWKNMFERAYKMEQARPGYTGVTVCD scquencespecific DNA
. EWFMFSNFDMWY QENFVANFVLDKDLVLEGNTVYCPAYCRFVPAYVNTLLSY SKRTERKSLLGV e O -
+ e -F1- | i .
contigl 7 | 4968 | 5600 033 | RRSDOKISSRSS UK GRHLGY FATEREA N AWLKDK AKSIRETADRY K EREHFY PEVYNTLNK| 210 binding tra:cs“c‘r':plmn factor HNH endonuclease Escherichia phage EF1-1 439 | 439 | 100 |400E-155| 100 210 XP0O96260.1
ADFYWHLAETKTVFRG ty
MAAINLHNEVYKTGKYPVFLGEQLGIFDSVNVTYPEMHKLYKLQK AQDWDENEVNLDQTRKDFV
ACSKNNYDVMIKNLSFQWENDSLAKSIITLFSPFLSNNEACAMMMKQSEMEVLHALTY SEIIRQCTP
DPIEVINQIMINDKIFNRMGIIADIMGQLEEAGHK Y ALGLIEANDELRLLILK GMV ALIGLEGIQFISSF ribonucleotide reductase, | ribonucleotide reductase of class Ta .
1 44 29 |+ 1 361 Escherichia phage AV 12 4 4 1 72 2 WPK38304.1
contigl 8 |36 o7 086 | S ATFAMAEQQLFVGACKLIQKIMLDEILHVKMDY AVIDALMHDPIWRKIY EDNIEELTLILDTVVEQ o small chain (aerobic), beta subunit scherichia phage 6 46 | 746 00 0 % 36 830
EEQWCDYLFSEGRFIVGLNAELSKQWVYFNAAPIYRRLKMK AKFK APKHSPLAWMEK WLNPDLIQ
SAAQEIQLTNYKLNSANKDLSDDEELDF
contigl 9 | 6729 | 6938 210 Z&RCVG”DTF KDVFDKGASYEASEMKNGFCDVFGKRLKKNGDPWLGVMSCGHIIVNGVAKFEIL 69 hypothetical protein hypothetical protein G377_gp162 Escherichia phage phAPECS 141 | 141 | 100 | 6.00E42 | 100 69 | YP 007348475.1
contigl 10 | 6938 | 7000 | + 153 |MAEKLIFCPVCGGTGQMEVEIMVTFPCLNCHGEGRVVVFEKEGLEVEDGE 50 unknown hypothetical protein G377_gp163 Escherichia phage phAPECS 77| 747 | 70 | 60016 | 100 48 | YP_007348474.1
represses a number of genes
involved in the response to
DNA damage (SOS
response), including recA
and lexA. In the presence of
single-stranded DNA, RecA
contigl_11 | 7080 | 7244 165 |MESEKEYVRIPRELTDHIAEAIAFEARCCGGIAYDIYEAIIKAAQEEEEMKNGY 54 interacts with LexA causing hypothetical protein Escherichia phage vB_EcoM_DEI16 106 | 106 | 98 | 2.00E28 | 100 54 WAX24688.1
an autocatalytic cleavage
which disrupts the DNA-
binding part of LexA, leading
to derepression of the SOS
regulon and eventually DNA
repair
. MGIDIEWRMLQGAPFNKWEEVVGEDPRIEEEFDGDFNWFLQEGLDLSRISPFY DADESY CIYGIYLE I hypothetical protein o i}
contigl_12 | 7234 7560 327 GGEGSVAVDLEQVNENAKEAY AELLEKYNIKTETISQHVW 108 hypothetical protein ECO340P1 00193 Escherichia phage ECO340P1 221 221 100 4.00E-72 100 108 WAX14452.1
MKVEKTKIEGAVIIKPDVYKDDRGFFLETYNEQKYEDIIGKQTFVQDNMSKSNFGVLRGMHFQTN e TDP4 15
contigh_13 | 7570 | 8136 + 567 |NPQGKLVRCVSGEVLDFAVDLRKDSPTYGAWDGVVLRARHHTQFWLPPGLAHGFIVLSMDAIFEY 188 3 5.cimorase ;;“‘i‘:"i“”’“ c"mcra‘:“c“"‘”“ ” Escherichia phage ESCOS 394 | 394 100 | 4.00E-138 | 100 188 | YP_009787075.1
KCTTPYDPSSEQSLRWDDPDIGIDWGFDMIFDEGFKPILSTKDAMAKSFQQLRSEGVC »>epimeras Y pimeras
MLTYLVLGGNGQLGQALRKVVPSNVSLIYPKERVDITNFEAVRNAIVEDY VDGVINCAAYTAVDK
AEHDFATALAVNAYGPANIAAVCSKLKIDFVHISTDYIFNYSHPIFEDTTPNPINNY GY TKELGEKM (TP 4-dehydrorhamnose
contigl_14 | 8130 | 8972 843 |VRGVNPNAYIIRTASVYSEFGNNFLKTMLSRYNDGQRDFIIVADQFSCPTY APDLAEAIFEVLKTGW | 280 et notind nucleotide-sugar epimerase Escherichia phage anhysbys ss1 | 581 | 100% 0 99.64% | 280 | YP_009985534.1
SRSVKTYHFAGSHFISWAEFAEKILTQMPEPVKISAVSASTYNAPAARPVKSQLVTSHYLTKSDLNK 24
GIEQSLAVLLNKER




MEFVIFGKPNCQFCEMSKQLLTMRNKQFEYLSLDQDYDLESMTKTVVDLTGVPPRTFPQILSEVNG

protein disulfide

contigl_15 | 8972 | 9232 261 |V TYVOGFTELRDLMAQIAE 86 oxidorcduetane actviy putative glutaredoxin 1 Escherichia phage ESCOS 176 | 176 | 100 | 4.00E-s5 | 98.84 86 | YP_009787073.1
contigl_16 | 9238 | 9387 150  |MKSKQKRKIFSRALANELKSNIKK TKPKRETSPEHLLFNELDHGVGDDE 49 hypothetical protein hypothetical protein G377_gp171 Escherichia phage phAPECS 100 | 100 | 100 | 3.00E26 | 100 49 | YP_007348466.1
MAKYVVDEFDMLRVDEGLKLTVYQDHLGY WTVGIGHLLTKIK DK AK AIQILDNLLGRKTNGVITEK
contigl_17 | 9395 | 9895 501  |EARQIFADDVAKVKRDIKNSTILSPIYDKVSDTRKLGIINMVFQLGLKGAEGFQNSLTLISNAYYTQ 166 |defense response to bacterium endolysin Escherichia phage iGC_PHA_EC001 337 | 337 | 100 |5.00E-117| 100 166 WMI32602.1
AGKNMRKSRWYSQTPNRAERVIKVLTSGTLDAYN
MGNKTAAKTQRQKLANSAKIESRY AAKAVGNDDYRLDEFMPEGDQNKIVQSMIWNDLTVVNAP
) AGTGKTSVALWKALQMLRSGDFRKLLFIKNPTEVGDDQIGFLSGDKTDKLAAHYESTKRIFQQFMT ’ ) PhoH-like phosphate starvation- .
§ : chia pha 5 5 | 00E+ 543,
contigl_18 | 10000 | 10691 692 | NKLENDIGSGKIELNIPNYLLGATLDNTIVIIDEAQLMSTETLKL LIERAGINTIVIVLGDVROTYAIK | 252 PhoH-like protein e Escherichia phage ESCO13 17 | 517 | 100 | 000E+00 | 100 269 | YP_009786543.1
KRSNGLHQILELLY PENEEGVREPIVDFIGY VELTTDDNKRGRLSKLITEVFI
MGVATIAIGRSGIDECY QTGLVKPNEFRQICVNHIEKEIALTLENMTLRDKLEMFK CWCLGEDWLLN Ivothetical profein
contigl_19 | 10727 | 11227 501 [HFQELSDSKESLFDCIIGIAGSDPSLLHITEEEAKLLFLSNLFNKKALLVRDCSDLLNNPLATSDQIFVD | 166 hypothetical protein EeCO37 00175 Escherichia phage vB_EcoM_ESCO37 338 | 338 | 100 |7.00E-117| 994 166 UPW38775.1
KETLRAIEYICKY VNGGKAVLK TLTEEEE ” -
MTTIATKNKILSDGKVTFGGRVDSINFKKVRKIGDYLVGGAGRLTSVLSFFQWFEQNLQCEAARD
) AVPGLMIHSDPDKEDEEFIALVVHPDGRIFLHEGNNPTRAYPIDEEY Y AVGSGSDFALAALDAGATP ) . ! ) - R Ny
contigl 20 | 11227 | 11919 693 | OAMEVAKKRDAFSGOETFIEEQDEIEL TDDDLENFSKEELINLLKFONPY GEEEPRNVAGNEADTE | 220 peptidase HsIV family hypothetical protein Escherichia phage BI-EHEC 320 | 320 69 | 1.00E-95 | 100 159 UGV23951.1
EKSVAENNLTSKSENINLVNVADFEETAI
MLQVPAKFVEGAIHSYRQTCKRARNCLDGLVAKTY TVEKKKRWFGKDVYEVNIFGEHK LNHDTP
contigl 21 | 11965 | 12399 435 |ENMLEIFLRDDKISPMDYQLLKFYDSSLAIDKFVEDILSRK TDKNTY PLEADQIGLLNEISSFKELDNI 144 hypothetical protein hypothetical protein JR321_gp184 Escherichia phage anhysbys] 206 | 296 | 100 |8.00E-101| 9931 144 | YP_009985527.1
TKEEILDGIRL
MALDYDRPTSDY YPTPQK AINSLFSVIDFKNLKEEGWVFAEPCRGEAEAIY RHFPEGSEY CELEEGK Ivmothetical protein
contigl 22 | 12383 | 12892 510 |DYFSHEWENRPDIITNPPFKLAMEFLEKSLKEADVCIYLLRLGFLESKKRREFHQKNPPTNLIVLSER 169 methyliransferase activity 034002 00207 Escherichia phage ECO340P2 35t | 351 | 100 |8.00E-112| 99.41 169 WAX14739.1
PSFVAGGTDKTAYAWY VYDPKNRLGLSQPFYFV —
contigl 23 | 12905 | 13141 237 |MUKLIMTVAIDFDEVDESLNLSLSTDVDGEMDNIEAATALFFKKAIEVYAEHAANQAVDYGGIVR 78 unknown hypothetical protein JR324_gp052 Escherichia phage nieznany 154 | 154 | 100 | 9.00847 | 9872 78 | YP_009986172.1
ALVHSTEGNDWED
contigl 24 | 13141 | 13344 204 rAYNYYCIYAHEKKKGD TGTNVYAESESHAKEIGAILLSRWTGNNYSAEDMFAEVDSSIQEDNITT | ¢, hypothetical protein hypothetical protein Escherichia phage vB_EcoM_DEI6 137 | 137 | 100 | 200840 | 9851 67 WAX24673.1
contigl 25 | 13390 | 13584 195 |MQSGEELLEKQFSTRQQALSYMVFLSNLDVNEILLRREGNFWSVKYHATRSVIYLEEAEFSLVE 64 unknown hypothetical protein JR325_gp226 Escherichia phage tuntematon 128 | 128 | 100 | 9.00B-37 | 9844 64 | YP_009986599.1
MRSTFTGKINAGLIFTAVSILSKKFKVVNLPVCVDFDHVFDPSNPTRCIVRSNVENPTENLFY VTKPS
contigl_26 | 13599 | 14171 573 |QSILNQVEAKLIPNGKYYSFLPCKSVEVENSNTFANNLSVFVFFVSQEDETDEMVATVRSLYDSLGV| 190 histidyl RNA synthetase histidyl (RNA synthetase Escherichia phage phAPECS 387 | 387 | 100 |2.00E-135| 100 190 | YP_007348456.1
VYSQQVCENNKACVDFIINGICVCRVESFWLHDTY VTVAEVISEPRFSHAVSLIT
_— MEITTEQALIDEGRKILEK Y LGEIHKTPGYLGWRIVEAVDFLPRNSKNVEMRSLFLLVK VDGDTPFK A - ) S
contigl_27 | 14182 | 14511 330 DAAEHIEK VEEKAY AEFADLVLEQEIEGK VNIFIFLDFEEDK 109 hypothetical protein hypothetical protein G377_gp182 Escherichia phage phAPECS8 219 219 100 2.00E-71 100 109 YP_007348455.1
MIIHKEITVKSDQDLFIIGDLHGCYNLY EKGK AKLGIRDTDVVVSLGDLTDRGKQNFRCVLEFTRKH
) NRY AIRGNHEDMMIKGMLEGDRSY YECWY QNGGY TVFEECGEEGATALAMMTEDLPVVLIVNYR o Ninl-like serine-threonine - 2 Feend g
contigl 28 | 14508 | 15251 74 | OMKLAFIGGYPSSLEYLPYTDIPEYISKMTK TOENRFAFALMWDRDMYDCAKEGMKLPYVMGY 247 hydrolase activity Dhosphase Escherichia phage vB_EcoM-Rol21c4YLVW | 355 | 355 68 | 3.00E-122| 100 169 | YP_009984973.1
DYVFHGHSY VK TPIINANRYVYMDTGSVFNNNLTFAYFDMDGGLQFY STLEED
) MYKITIIQSVGNIRKEVILETEDVNLVREIVLKEDNLQAVESDAPNLMVDQEY SELRRIFEEIQKKETQ hypothetical protein - ) . -
contigl 29 | 15251 | 15559 309 | K PEGRY DPSNPSSPWIMRNTEPY TPREITC 102 unknown FSCOns 00029 Escherichia phage vB_EcoM_ESCO25 206 | 206 | 100 | 1.00E-66 | 99.02 102 UPW38042.1
MAELFY TGVGSRDISEEEWALMVGIGK WLSNLGFKLRSGK AEGSDSAFETGVQESENPTNKEIY VP DorALlike DNA recombinat
contigl 30 | 15567 | 16148 582 |WENFKGNQIPGDVIVLAKPDTMNYAISVQWIKDVHPAYEKLKQGARKLHQRNVHQVLGRDLENP 193 DNA mediated transformation| —P"¢ g 'ec‘:'" ination= Escherichia phage vB_Ec-G1 403 | 403 100 | 1.0OE-141| 99.48 193 XKC19724.1
APSCFLLACANTDKHGDAKGGTATAWKIAKANNVPCLNIRGK TKQEIY DFLRPLVMRAITSDS mediator protein
MIPKRKRGEQRTNLAEILDYNMVNDVTKEILPVVEDILQRGLRFCSDRVHFMWTHK SDSALNFYPL
contigl 31 | 16138 | 16650 513 [DYTLNNTEMKDINKYLMGYKDITETVLGELAEILANDILRNINK ALDRSPAGVVVSFAVPDMVKYE | 170 hypothetical protein hypothetical protein JR319_gp206 | Escherichia phage vB_EcoM-Rol21c4YLVW | 309 | 309 88 | 1.00E-105| 100 149 | YP_009984976.1
STIPNKAYAFLRRDVRGNVLEMESNYKIEEVLWQSSDQ
) MAEFGSVTSFESNFVTAWEAWDEMGVGELYFYNVTLRPEY AYLVPEGTVQIGMYLSSQDGVVQFE ) ) ) - ) . -
contigl 32 | 16629 | 16919 291 | ANTIDNEFTYRAFHVNMSLGEEKFYDDOY 9% hypothetical protein | hypothetical protein HOR21_gp067 Escherichia phage ESCO13 197 | 197 | 100 | 3.00B-63 | 100 96 | YP_009786529.1
contigl_33 | 16903 | 17100 198 |MTTKFKTVEEAVKAAYEALAEAEQLADETGKGFRFSPEYGMGGYYDPEDENENTGTNWHPSSLSC 65 unknown hypothetical protein Escherichia phage BI-EHEC 136 | 136 | 100 | 6.00E-40 | 100 69 UGV23932.1
MGIEDIKGYKAHTDDKIGKVNAIKDAEERLGLIFK ALEEEY CEAY HGSFDGTEKELDLAY ERIDQIR ) ) )
13417112 | 1 27 1 hypothetical hypothetical JR326_gpl44 Escherichia phage uk 1 1 1 00E- 1 1| YP_009986800.1
contigl 34 | 17 7387 6 | CAIKHLKEASMWACRSVFQPEEKY 9 ypothetical protein ypothetical protein JR326_gp scherichia phage ukendt 86 | 186 00 | 3.00E-59 00 9 009986800,
) MSDRNVEELTEK AQAIMALVDELTKEAEDAGFGLSLENDAICFEDWQSSSCY GEGDDGFVVNSQG ) hypothetical protein o . -
contigl 35 | 17387 | 17605 219 U nssse 7 hypothetical protein MERHABCG 00044 Escherichia phage vB_EcoM_UP17 145 | 145 | 100 | 2.00B-43 | 98.61 7 CAAT332612.1
- MESEGELLIKKK VKEMEQAQRKFRKEIEELCEQFQEQAWIGDY GNGETY YPTGTPAADHY IDFICED T ) ) . o i}
contigl_36 | 17615 | 17887 273 YGVELDENGLTTRGVWISSSSMC 90 hypothetical protein hypothetical protein JR319_gp202 | Escherichia phage vB_EcoM-Ro121c4YLVW 161 161 83 3.00E-49 100 75 YP_009984980.1
MVLIGSRALQIHAMDMGKDLYRPCVDLDYLCTEQEWEELSKMFSQEEFVELVERK GNK GHVKMIA
GAHLEYDIASQGDSTEALISY CEDSDDVRRTY AGHVVAPLDVLY LLKMSHRFKKDSPHFFK TMK DI
contigl_37 | 17978 | 18919 942 |HFMRSLGAKIPENLKSIYELREKETY TY SHPNLNVKSKDFFKGDEVPYVYDHDSIHEAIAVMDAPA 313 hypothetical protein phage protein (ACLAME 1471) Escherichia phage phAPECS_ev052 653 | 653 | 100 0 99.68 313 VUF54267.1
YKSYMKDGSEVMTSKEKFFAQPKHVRLLGVYEEACVLALERSQIPFGGEIGGPTPKQSFIMALSKY
CTSITSGWFREY AWENFY VVIKLY ENMGENDY VERFK ANQHVVKPFEGGY
) MCGYLSESYFKVTHEDLEK ARLKLTAIIEY SNTVDHRLK TTK VSVPCWLGLRHKIMSQHDHVVREM — S o .
contigl 38 | 18921 | 19316 396 | GWOWELIDY ALHFGYITERBHRFCEL TY RIPTLHDLDLWKK ANEIFLTESDWRK VM ACLEWRGNE 131 unknown hypothetical protein EcG1_003 Escherichia phage vB_Ec-G1 271 | 271 | 100 | 200891 | 9924 131 XKC19716.1
MSKTVLSMFDGSGIMVLRY AEAGHKCFCVNADEGDHGK Y EVRMEHPNITY VNAWIDSTFNPEDH
contigl 39 | 19309 | 19992 o84 [CIPKPDIFGFPPCTMLAGSGSKHERSTEELDEALANIRVVEALGNKYNVPWMIENPVGRLSTLWRK | 55, methyltransferase activity DNA methyliransferase Escherichia phage phAPECS 477 | 477 | 100 | 1.00E-169 | 100 227 | YP_007348443.1

PDFYFDPYEYGGYLFEEEGSFHPKMPTRDGY TKK TCIWHGNGFVQPVKKPVDHIGCFWGWKSLG
GASAKTKQLRSLTARGFARAVFLSNNLLDKEK




MSNSKPVVAYQVDRNDGEGSVVIFSTHGLEARRKGAYRLECEFEDCTSHRVKQFDQYADKGFVPI
KALLEDGWWVYSAFDYSRLEESASCASEIEYDDYYDTLYLPEWLVFSPDERSVWKTWEEMERHAY

hypothetical protein

140 | 2 2064 4 217 hypothetical protei Escherichia phage vB_EcoM_E 42 | a2 | 1 00E-1 1 21 PW38754.1

contigl_40'| 20000 | 20645 646 |SINEALDRK AWFIEAVKAAYPQFSFCDFTGGPGYITHTASFEFPGSRYKGNVY WDWDENKQPSAQ ypothetical protein ESCO37 00196 scherichia phage vB_EcoM_ESCO37 & & 00 | 3.00E-160 | 100 7 UPW3875
DFRCYVCQGDQEALDKYLQSLYV
MFQVNVNVHNSYSDCETCGYNSSNVVRISGDLGEASFGEEASCFSGMDAEWNDIAHWLVSKLKE

contigl 41 | 20704 | 21189 486 |KEKPFPTLLDRSLVEDAGKAYADYAYADGKYLEDDKANHLLYVYYEAESAYDNYYSMSNILRLF 161 hypothetical protein hypothetical protein Escherichia phage dw-cc 325 | 3225 | 100 |s00E-112| 9938 | 16l UIQ43776.1
AEFDIYFEVEFSEDDTYEYNSYDPFEEEECQDE
MPRRVIFVSGAGLSADSGIRTFRTDTDSGRALWEEY DLEEVCDIGAFQAGYRVRTSPDLPVVGGVD
ENGMDLY AKTHEFYNKRRVELKDVQPNAAHIQIAKWFKEYPNQIVNLTTNVDDLLERAGVDRDS

contigl_42 | 21174 | 21989 816  |VIHVHGYLPEVVYRMHPGDYKTLVDIGYNSINIDDYNWVKPNVVFFGEAAPLYADMAHLFDTLT | 271 NAD binding Sir2 (NAD-dependent deacetylase) Escherichia phage anhysbys se2 | se2 | 100 0 99.63 | 271 | YP_009985506.1
MQDLVVVVGCSNQVINFNWELFPALSMGTKMVVVNPGVNYEETLLYEDRGVFVYREKAATAFSN
EGFIKMVEDHLNK

] MTEEIRDYYLAHYVYYFANATQKGEGNLY LATGHGTGVRKSNIDNALAQVAAGLEDKLQTPVVY ] ! o - N

contigl_43 | 22033 | 22305 23 | MONISYLASCTETEFNASETQSNEE 90 hypothetical protein hypothetical protein Escherichia phage dw-ec 176 | 176 | 94 | 3.00Es5 | 100 85 UIQa3772.1

contigl 44 | 22375 | 22605 231 i\&sg{{f&(}:ﬂnvow FPEMVKVHVGEYLGYDEWDCSINSEMHHY QPTILKTDQMARITVEDELL| hypothetical protein hypothetical protein JR319_gp194 | Escherichia phage vB_EcoM-Rol21c4YLVW | 143 | 143 | 100 | 2.00E-42 | 100 67 | YP_009984988.1
MELVQELYNALGAKGKDWPEHALIAIRDSDGEIKFSSVSKEHIVETKLGIYMRGTY CLENTRMVEA ] ] ! ] ] 3 ] 3

contig] 45 | 22697 | 22978 ECT NG Y 93 hypothetical protein hypothetical protein Escherichia phage PNJ1809-36 192 | 192 | 99% | 200861 | 9785% | 93 QPI12901.1

. . . hypothetical protein -

contigl_46 | 22991 | 23164 174 |MTKRTDFKCMHCGKSFGDHQARTFNCPRKGRGNFKGFNPAHYYSPDYDKPEEEKFVI 57 hypothetical protein e Ora oot Escherichia phage KKP 3954 17 | 17 | 100 | 900833 | 9828 58 WLW41529.1

contigl_47 | 23217 | 23318 102 |MVSFIVGVVVGYLINKYQDVITAKVKDILDSSK 3 unknown hypothetical protein G377_gp265 Escherichia phage phAPECS 69| 639 | 100 | 400E12| 100 33| YP_007348435.1
MEEKIWDGKDPLEVGHVVRVKKSTTGPGFSGLYHIPEEGQHVTILARDKQNGATPYWIVRWYDKD Mmotheticl oo

contigl_48 | 23328 | 23936 609  |LNICLSPIMAHLLEAPCSEEALIFVSAFQKATGLTLDAKDVQKAFDIIQEDNDTTSNDELVEVTILSSA 202 unknown ‘ggg 3‘2‘(;;"1 p(;g';z“; Escherichia phage ECO340P 1 418 | 418 100 | 2.00E-147| 100 202 WAX14488.1
DIREIDNCDFPITFKMSQKDMQSSGSCFGIPRWFFDSIKNSTTEGSDY DQDDVLWFLKNREIVLSPLK !

contig] 49 | 23945 | 24208 264 [MSHPSIFFCEVDLENESLIVDSEGYFTYWESEHETISVVKEIMQTNPSLPVHKYGIAKVEVIKTEYTK | =g, hypothetical protein | hypothetical protein HOR21_gp050 Escherichia phage ESCO13 177 | 177 | 100 | 100Ess | o8ss | 87 | YP 0097865121
ERSTLYHNIEVIHYFKDVI

contigl_S0 | 24205 | 24372 168 |MMQVGDVVCLKGANKQMTVIESYGESCKVTWFDENGELQHAIFDQKALRKVEEKE 55 unknown E‘?E"C“T‘?‘czlg‘s‘gg‘;‘(’ Escherichia phage ETEC-TG 13 | 13 | 100 | 400831 | 100 54 WPK30611.1

STECTG ¢

MSQNAKEKEVITVIRQMEGAENNAFVTKILLNIFEDVILNNPGHKDYQYDVMMGALLEINKNTFAE

contigl 51 | 24369 | 24818 450 |YEQHMLLPEEDQDYLLSGALSAQENFYHVLNMAYADELAVSLEERIQMVRDVMNEQIQEVEDLVA| 149 unknown hypothetical protein JR323_gp184 Escherichia phage nepoznato 301 | 301 | 100 | 1.00E-102| 9933 149 | YP_009985947.1
EPLAEIRAAIEKQKGTQS

contigl_52 | 24802 | 24999 198 |MAKMLEIDNVVTITTSIPCPPMPCPY CGGAGY VMADVGQIYECNPCKTTGYIQIESEEKHY EPKR 65 DNA ligase DNA ligase Escherichia phage ESCO13 135 | 135 | 100 | 200839 | 100 65 | YP_009786509.1
MTKMYAAVDKLDGSDSVFILNKMGVLVY ARTSQNIEHQVEAAQILEQITPPYLYSNVERFNDALG hypothetical protein -
153 | 25002 | 2522 21 7 k Escherichia phage vB_EcoM_UP1 148 | 14 i 200644 | 98.61 2 AAT332594.1
contig] 53 | 25002 | 25220 PR A unknown MR IABCG 00026 scherichia phage vB_EcoM_UP17 s | 148 | 100 | 200 98.6 7 c 59.
contigl 54 | 25234 | 25449 216 fvsiE&LYKAKDSRDGENHWW“T(’DGV”LP WDGETKVQILEKVKGVSFNISHDITTFKAFAMNPS 71 unknown hypothetical protein G377_gp207 Escherichia phage phAPECS 147 | 147 | 100 | 4.00E-44 | 98.59 71| YP_007348428.1
contigl 55 | 25810 | 26019 210 ;"DLE?FAWSTVGFFYW”WVGCWLGSSVVMGEWLTYNVFEWDWCRSLLVIWTAWCWITVSLT 69 unknown hypothetical protein HOVS3 gp042 | Escherichia phage vB_EcoM Schickermooser | 133 | 133 | 100 | 9.00E-39 | 100 69 | YP 009823708.1
MLGKIKAFFKRVIEGSPTEGALGRSLTGEPLAIISISRHGGYSIRQTPLGIEGSMLS WTISQVGDNRLA

contigl_56 | 26013 | 26432 420 |AIALLRGEYDYCLSASCKKHLIEHIRDRVEREGGYFFETKRNEQGTLDFTKVYWDNHTRQTVEQLLE| 139 hypothetical protein | hypothetical protein JR327_gp199 Escherichia phage MtIB1_P17 288 | 288 | 100 | 7.00E98 | 100 139 | YP_009987164.1
ERC

contigl_57 | 26450 | 26584 135 |MSKKLFNIRENRDGSFSVVNEFNVSVGTFITKRQAEQVRDTLNK m unknown hypothetical protein Escherichia phage dw-ec 897 | 897 | 100 | 500822 | 100 55 UIQa3751.1

contigl 58 | 26577 | 26780 204 NEGVKNY"RWLESYLKKCF‘LGVPGYWDTDF‘”'DF‘MF‘VWFKF‘PRELLAN'LMAWDGTAQSIEGGR 67 unknown hypothetical protein HOR21_gp041 Escherichia phage ESCO13 141 | 141 | 100 | 6.00E42 | 100 67 | YP_009786503.1
MYYTEDYILYNFFKGWLKWAEQAPVGDCVFPWDSRQGLCRCLEDWLITTNYNSETKKSTSNRLKM ) ] )

contigl 59 | 26767 | 27105 339 | EEDGLDPIYPEGEESFHNGLELOTONY DK DRV DWYKEKVAQYEWG 12 unknown hypothetical protein G377_gp211 Escherichia phage phAPECS 236 | 236 | 100 | 3.00E78 | 100 12| YP_007348422.1
MIQCTHIQITWRDELYHLGQFTVGETYPIIKHNPNIANFDRMVLVEDDLGQTYSLDLKYPFSYGYD
WIVTFEDAEENK TMNEKNSWY YRCELPPVGEKVIFVPDLERYSWDSSYSVPKEGTEVEVIAHRTTS ! )

160 | 27157 | 2 12 203 k hypothetical R321_gpl4 Escherichia phage anfs a4 | a4 | 1 2006149 | 1 2 YP_009985488.1

contigl_60 | 27157 | 27768 612 VAV VEWDDEGAACAGOFY AGNFEPLPDPLK EAILGYASEGLSY TSAQEIV EGIL NGTVPNEL 0 unknown ypothetical protein JR321_gpl45 scherichia phage anhysbys 00 | 2008149 100 03 009985488
FKQIK

- MDRQTLKTMADATNSPYFEKVSKLVAQAAEEGY YNINIHNPSLILEMPSDKKIQESICEGIVSY WRE I N ]

contigl_61 | 27773 | 28045 273 RGCGANMALDSANIVRYINISWG 90 unknown hypothetical protein G377_gp213 Escherichia phage phAPEC 189 189 100 2.00E-60 100 90 YP_007348420.1

] MTIDLKCKRILLDFYNNWLEHLRLFPRESGY ADVGLCRGLRMYISDEFRAEHSLAYSVYGMQLASE ] o j N

contigl_62 | 28045 | 28410 36 | AGT DT TP TAKSEEQ KT KM EN T RC QWY KDRY KOL BT DEEYDEAT 121 unknown hypothetical protein Escherichia phage dw-ec 254 | 254 | 100 | 7.00E85 | 100 127 UIQ43744.1
MKQENESIDHLIMLSALFAGWDVFFENLFNSATDGSDFMRQFKRRTVEDY TFY SGLIEKGYEDTNT

contigl_63 | 28388 | 28810 423 |TLTIKVLDVMFSVIDAIDESLPILDNCNTKVYVYKIARAYVSANSCLLSTQIAVNNLANLEDEGETFY | 140 unknown hypothetical protein JR327_gpl92 Escherichia phage MtIB1_P17 287 | 287 | 100 | 1.00E97 | 100 140 | YP_009987171.1
DNRFEV
MKKFVVYSRLSKQKKGEAQY GMESQENDIRYFLDSVPDAEVIGQFSEYYSGKGDWKQRKELVKA
VEMCKATGATLLY AKVDRLGRNNASVATLLEMIDVKIAIMPDADKMVIQLLSVLAEQEVRGIADRI ! ) ) . )

contigl_64 | 28819 | 29490 T2 e D T TATQEVEG DRI 23 recombinase activity | hypothetical protein HOVS3_gp034| Escherichia phage vB_EcoM_Schickermooser | 257 | 257 | 100 | 2.00E-84 | 100 128 | YP_009823700.1
NSKKIATARGGKWDAKTVSRLCARLNIK

contigl 65 | 29561 | 29773 213 ?{"\'/(é\‘:g”IPFDPKNKAVILRQWQRVCRTKCPINSPI'NVDKDYLGTFVEYWIDKNKRKQIIVEEYCL 70 hypothetical protein | hypothetical protein JR327_gp190 Escherichia phage MtIB1_P17 149 | 149 | 100 | 4.00E45 | 100 70 | YP_009987173.1

contigl 66 | 30000 | 30097 93 |MQAVVNEAIMNLSFLLAGLGGVLIGLALIWCIRRLIGYRQKGVSCFVSYNFTTAYSNEVGSGNAQA 107 unknown hypothetical protein JR327_gp189 Escherichia phage MtIBI_P17 218 | 218 | 100% | 1.00E-79 | 100.00% | 107 | YP_009987174.1

FLPTYPPTVEDIRNLEVELMGLGDNYTSLVIQNIFRLKQES




MQVEDLIHILNKAKEKGAIKDWKRETSEDLSHCCREFYIEGIANDHY TIEWY INLMTLKHGSFEVWF

contigl_67 | 30108 | 30407 00 G DOy K IAMOL Sy RREVVAHLOLHN 99 unknown hypothetical protein G377_gp217 Escherichia phage phAPECS 208 | 208 | 100 | 1.00E67 | 100 99 | YP_007348414.1
MKKFICTRSTNSDILVGKVIKGELFHANGKKYILLKDSFNGEYPRCTFENYNTPFALEGDAWDWAE
contigl_68 | 30418 | 30972 555 |LHPFCEDGQTEEQEESTGSLRDKLRNKALQANSHFTEMVDAVLLEIEDCAEQGKFEKYFEPSSFGLC | 184 unknown hypothetical protein G377_gp218 Escherichia phage phAPECY 384 | 384 | 100 | 1.00E-134| 9946 184 | YP_007348413.1
NNPSSYEQISEQKRGANVVATILRAKGLDVTLATAEHSIFGIKHIVISWN
— MSEELLTFYRTYLAWLEAGAPEGEPFTRCTGLCTNLY DFY DMGESERY EPVLDEMHEQFYLKGLVM N ! ] . )
contigl_69 | 31027 | 31347 321 VLPFNSNFGKYTLEAEK SRCHLNVDRVNWVKERV AEEIMG 106 hypothetical protein hypothetical protein JR327_gp186 Escherichia phage Mt1B1_P17 219 219 100 1.00E-71 98.11 106 YP_009987177.1
contigl 70 | 31344 | 31556 213 ;"xﬁgﬁ%"GKFpWEmVCACDSAA]IAKAAGQAVVDMYNNTPFDPEMAGVTMSMFTYYSFEV 70 unknown hypothetical protein G377_gp220 Escherichia phage phAPECS 145 | 145 | 100 | 2.00E43 | 97.14 72| YP_007348411.1
contigl 71 | 31559 | 31786 28 FMPSF%";X‘F(FF‘LEAVCQFYDSWLRDPICQELSRMSALA INVKVHDWNANLEKELEFLLETTRVFHKV 75 unknown hypothetical protein JR327 _gp184 Escherichia phage MtIBI_P17 154 | 154 | 100 | 600547 | 98.67 75 | YP_009987179.1
- MKTSTGLMEFYKIYLAWIDYGAPDGKPFRRDCGLCANLFDY VHADGYNLLITTLSDEMHSQFY YK N ! ] . )
contigl_72 | 31786 | 32112 327 GLSQELPFNENYDAY VLESDAEVCHLNVDRINWYRDRIAEEDE 108 hypothetical protein hypothetical protein JR327_gp183 Escherichia phage Mt1B1_P18 226 226 100 2.00E-74 99.07 108 YP_009987180.1
MNKDRFLSLVAEAPFDVLGVRLWKDRNYGLDVQTYSLWLVGEHSLDESLCMGRDSRSLCLKFRSL ! ]
contigl 73 | 32078 | 32350 713 | RANKBOEK L TRWLNENK RV DOVL 9 unknown hypothetical protein HOR27_gp025 Escherichia phage ESCOS 184 | 184 | 100 | 3.00Es8 | 100 9 | YP_009787016.1
contigl_74 | 32413 | 32610 198 |MEEKLERIELAMSIGYDDCFLQTIGETQDDYDSWVKELEELK TSLIADFAEAEDKADRYNYLCR 65 unknown hypothetical protein Escherichia phage dw-ec 131 | 131 | 100 | 400838 | 100 66 UIQa3721.1
MSKDFVEVFVKDEETGLGTGFICEETFKREQEK AILMHRY DHALEQWKNAEQKCKNLY AENRKLQ ] ! "
1 2610 | 32972 363 12 ki hypothetical Escherichia phage dw- 252 | 252 | 1 100E83 | 1 1 43720.1
contigl 75 | 32610 | 3297 63 | OMELLAISLRSLILAY EDGEKNPDOEPYSIIEHDLYLARGAYFY VK OKPVEGEK 0 unknown ypothetical protein scherichia phage dw-cc 5 5 00 | 1.00E-8 00 60 UIQ43720
] MKETLPAAYRLNDERIWEWTDVSCFYPEIVQY WRAKGCVVVINPCGPVDEDCLYLNGKWHSYCR ! ] o N
contigl_76 | 32974 | 33237 e e A 87 unknown hypothetical protein JR327_gp180 Escherichia phage MtIB1_P17 182 | 182 | 100 | 200657 | 100 87 | YP_009987183.1
MTKVRHYAVNCNDAWRLCPDDPTEGTFVRYEDYKELSDAVIALLTDIRSRY PGQDFTCPHIKLLAC voothetical protein
contigl_77 | 33242 | 33688 447 |LVEGEKEVKDGFKRVEYQGETLDYPEFVNYIATDSDGDRYGYSHKPEIPDWIPAWRISVSTGDYIFL| 148 hypothetical protein VP L, Escherichia phage ECO340P1 308 | 308 | 100 |2.00E-105| 100 148 WAX14516.1
ECO340P1_00257
GVGSSKDWRFSLTEV -
MKKIIVGFLLLIASLGTANASQVYECVSDVVVKNLKGEVISGPKKMASYVINKDNSFILKNSGGAL voothetical protein
contigl_78 | 33699 | 34097 399 |MSGILQHTGEKSKDGSAMYGSQQFIGTTEVVMMRTEYRDTLAWFAFLKNDKTITNVLTLEADCTQ 132 unknown e aom hosss Escherichia phage ECO340P1 271 | 271 | 100 | 3.00E91 | 100 132 WAX14517.1
R 2CO340P1_
contigl 79 | 34194 | 34400 207 ﬁf‘? TKAVSICKKQYESDYGIFNIPVDHTEY CSCGGRMKKTVIVADNGDELVPVMV CKACHS VKT 68 unknown hypothetical protein JR321_gp126 Escherichia phage anhysbys 142 | 142 | 100 | 3.00E42 | 100 68 | YP 009985469.1
contigl 80 | 34403 | 34624 m gg&i\\’fg;’ LGYVGFENVQIPFVVEAHLVSDDMTTFFVTIEEMSKVEGWEWFEEDVWEGCDY VFFS 7 unknown hypothetical protein HOR21_gp018 Escherichia phage ESCO13 146 | 146 | 100 | 7.00E44 | 100 73| YP_009786480.1
contigl_81 | 34626 | 34814 189 [MVIEIKLEYAGAVALIAQTLGAKIEEVYINAWSVEIDVPMDNIANRLLVAECERTNITYKGA 62 unknown hypothetical protein JR327_gp175 Escherichia phage MtIB1_P17 123 | 123 | 100 | 7.00E35 | 100 6 | YP_009987188.1
contig] 82 | 34829 | 35029 201 [MPIVFSFLVIVMVVLFAAWLWDFDPGAAQQRATDWKEQCIVLKHERNAEKFLDLECDRLVRYKQ 66 unknown hypothetical protein G377_gp232 Escherichia phage phAPECS 137 | 137 | 100 | 3.00840 | 100 66 | YP_007348399.1
- MSEELKEFYQAYHNWLLAGAPDNNPFWHDKGLCSCLYLWTGGYDDLNY EMQMQFREAGLSEEY ] I N e Ny
contigl_83 | 35020 | 35334 S D DEAGRNGLLHL N A AR WY K DEATORDYOCG 104 hypothetical protein hypothetical protein EeG1_233 Escherichia phage vB_Ec-G1 218 | 218 | 100 | 400E71 | 100 104 XKC19946.1
contig_84 | 35335 | 35511 177 |[MATFQQLKDVSRLVRKIREADAAVRNALTPAEREDLEEEVKTAENAFAVYLSTLYTGG 58 unknown hypothetical protein JR319_gp156 | Escherichia phage vB_EcoM-Rol21c4YLVW | 117 | 117 | 100 | 1.00E32 | 100 58 | YP_009985026.1
— MSGEFRKVKDISLFEGDV VRINGRLLKFHQLMYPSTTRNVMVIFQDVFAASDY TPYSAETEVYFEG ! ] . ]
contigl_85 | 35527 | 35886 360 YVDRPLAKEMWDKYHINITDSRGVFWNY PSEGKVAFDSCDRLAEEIAEWRDTN 119 unknown hypothetical protein JR327_gp171 Escherichia phage Mt1B1_P17 251 251 100 1.00E-83 100 119 YP_009987192.1
contigl_86 | 35896 | 36087 192 |MKIRLIEKGDTIFETRKGEITEIPEERSTILVDGVLKYCCSVYKSYEKDQYGDPEIWFVGDVY 63 unknown l‘yé’;’g‘gf;lg(‘)"z";“ Escherichia phage vB_EcoM_ESCO25 127 | 127 100 | 1.00E-36 | 98.41 63 UPW38260.1
contigl 87 | 36068 | 36286 219 RM;(FTSQRT‘;KHDPNSSYPYA DVERHEGDYYTIKRKVPTDTGFNFDVIALDDQGVDNLVNALLALKEG 7 unknown hypothetical protein JR327 _gpl69 Escherichia phage MtIBI_P17 147 | 147 | 100 | 3.00E-44 | 9861 72| YP_009987194.1
MAGLKLEMLTKQEFVPEHGETYIAFLISDFY GDLEYVELECEFHY QMIDAETGY CLGTSAVYNGDN voothetical protein
contig]_88 | 36283 | 36756 474 |GIPFHTPMRYEAKNRFKLLTEEEKETYKYHEEEDQRFWWEK TWFLSDRRNLQIHPEELDEMSIGIMK | 157 unknown e naon1 oosee Escherichia phage ECO340P1 236 | 236 | 100 | 9.00E78 | 100 12 WAX14525.1
KKDFMHQVREANKFRVAIKEENKT O340
contigl 89 | 36769 | 37002 234 [MKGNKMKVNQVPSAYTLWLARALHQTIKDPKKPMKSGKKFMSKGKTTFGFTRMSVKMKRLGY 7 unknown hypothetical protein Escherichia phage BI-EHEC 159 | 159 | 100 | 800E49 | 10 78 UGV23840.1
KPNYARYPSEYNWED
MNLTEQLRRIAKEASFNFPVEEVIETCFAEARAGNSSRNFTPSDFGLDNSPTHPGEIYNQVKWMDEA ] ] ! " -
contigl 90 | 37002 | 37301 EUI Lot v R M 99 hypothetical protein [ hypothetical protein HOVS3_gp010| Escherichia phage vB_EcoM_Schickermooser | 207 | 207 | 100 | 2.00E67 | 100 99 | YP_009823676.1
MFKVNAVYCFKSKAACEAFSMISDENFKMAALIEGSCFRVEDVSESGSVCSLTLLDSGDIEAGQYP
contigl 91 | 37329 | 37766 438 |FRSWEILLARGERNFFMCVSAGEVVKETKDVSVYNSEFISYSEYQHLEGIVGHLLSLIDIECDLPESLK| 145 unknown hypothetical protein G377_gp238 Escherichia phage phAPECS 203 | 293 | 100 | 1.00E99 | 9931 145 | YP_007348393.1
EELKALDLL
MFKEGHVYRFQDEDYMRLY STEDNSIASIIGENFFEVLSTDANGNILSIVVIGRDGVITASDGDRYII
contigl 92 | 37779 | 38234 456 |NSAHIDYFVDGGIRGGRGKPQEEPYDTTKEEWYVVMTDDTCISGFESYEEALKEAAEHKMANPTEE| 151 unknown hypothetical protein JR327_gpl62 Escherichia phage MtIB1_P17 308 | 308 | 100 |2.00E-105| 9934 151 | YP_009987201.1
VEVYKRLVVATIGVSFY
MFKVGFTYKFKSVADQGDMATHDKANIAVCQAIGNEVFKVMNTDDKYGHVLEFYINGTLYTAG
contigl 93 | 38240 | 38695 456 |VIPGFNSYTYLIDNEEFKYFEEVKEETMGKAEPQWHVVIVGSECVDVCSSFEKASEVATKAKKDYP| 151 unknown hypothetical protein JR327_gpl61 Escherichia phage MtIB1_P17 310 | 310 | 100 |3.00E-106| 100 151 | YP_009987202.1
SKTVEIYARVAVANATITIDKE
contigl_94 | 38688 | 38882 195 |MNKGTTVYLVTKNTPGWSQCSTVPYKICATLELAQRAEAEVDAMQYSYGEIPFTLEQEGAHHV 64 unknown l‘gggﬂz‘(;;"ll p(‘)‘g';‘; Escherichia phage ECO340P 1 136 | 136 100 | 4.00E-40 | 100 64 WAX14532.1
MRQFTILAAYVQCVHDYVSAHTGLLEVTSKIEGNMGTVCVQHTLSNVPEKVETVVAADYNRVDV
contigl 95 | 38875 | 39336 462 |RFLDHNFRNALDNIEDYLPVKPLSFPPSRANNVVTNLNERNVAMHKKVRQLKMLMEMQEEIEKEL | 153 hypothetical protein | hypothetical protein HOR21_gp006 Escherichia phage ESCO13 317 | 317 | 100 |8.00E-109| 100 153 | YP_009786468.1
KEDFGMLPKDALKWYDELGGESYE
contigl 96 | 39333 | 39572 240 [MILPVDNEIAMNVLDTEYFYNHYSETEWMNTQTLKEKTQALIKCDRYLQRAEEDNITLASRARRVST| 5o unknown hypothetical protein Escherichia phage vB_EcoM_EPS7 481 | 481 | 100 | 1.00B04 | 9545 79 WPK29159.1
FNKMLALWGGRK
] MKNLKTVTMFLTDPTRVQALAKASRVAVEFQNFKPSVVTGSETCVIDFINEY FRGNPVGRYFIKNL hypothetical protein o o N
contigl_97 | 39569 | 39790 m e 7 unknown MR BCO 20372 Escherichia phage vB_EcoM_UP17 143 | 145 | 100 | 100842 | 97.14 73| caa733829.1
contigl 98 | 40000 | 40203 204 [MINSIPLSSATLLRFYKAWIANYPAMNRTTSGLCGCLVDYVNDFVGETTREEDRRWRDSLLDRLKY |, hypothetical protein | hypothetical protein JR327_gpl55 Escherichia phage MtIBI_P17 254 | 254 | 100% | 2.00E-93 | 10000% | 122 | YP_009987208.1

EMRKQFTCAGLDYNLPFNADCMDY LSECINLACHTNTLRLQWVKDRIEDANNACIE




MQESKNVPLSSLRLMKFYKAWFAGEVEGHTTSGLCICLIKY VEGTYPDELLPRLQQEMKSQFIGAG

contigl 99 | 40193 | 40537 S PN RGOy B T TR K LI HKNKHRIO WYL DRIODY FOEKNDE 114 hypothetical protein | hypothetical protein HOR21_gp001 Escherichia phage ESCO13 238 | 238 | 100 | 800E79 | 99.12 114 | YP_009786463.1
MNIKSNNPAYSFDNAFCHGSAAKGFEIDGKLVIVNVDGEEVAVYPVNDVKSRLQCRMDVTAYQL
contig]_100| 42159 | 42578 420  |DPIRVVALVLEEEIKAMHHSNKFIGDAQDNMNYCRHKVNEALKECGFKDLMIKRDEKFRFRNDLA | 139 unknown hypothetical protein G377_gp246 Escherichia phage phAPECS 287 | 287 | 100 | 200897 | 100 139 | YP_007348385.1
NRIYSIYEAL
— MSKSAIKALEKAQEVIATSTTGAKVNLVGY LTDETIRKNWRNADLLACLLINSVANAFQCETAESLE hypothetical protein I ]
contigl_101 | 42718 | 43086 36 L FDNMDOATE LY IOSNT DSWNSKTWPDNLRDTTDOL IR AVMYERDNVYRSTR 122 unknown e s0ms, D00 Escherichia phage ECO340P2 248 | 248 | 100 | 200E82 | 100 12 WAX14544.1
contigl_102| 43165 | 43398 234 g&'ﬁ;ﬁiﬁ?}z}ym‘wSIIFIGDNERGTPYAAVTVQPNGDYWFTWGSYSFGRSA”DKILQVVKPT 7 hypothetical protein | hypothetical protein HOR27_gp134 Escherichia phage ESCOS 161 | 161 | 100 | 2.00E49 | 100 77| YP_009787254.1
] MKKMIAVVALYVGINTPYMANDLPESITLTDINAINRIGVNYRLCLAAK TFQDGTTEY YGFEGIRCG hypothetical protein - - N
contigl_103 | 43788 | 44072 ECI NN 94 unknown T osa0m 008 Escherichia phage ECO340P1 187 | 187 | 100 | 1.00B59 | 9574 94 WAX14542.1
] MSIATVLNAVKTAESSGLHVELIDQPGGDLLYQVYPPKVGDDY Y WCYSDTFEQVDTKAITAFILKA N hypothetical protein -
contigl_104 | 44128 | 44364 237 IEENNFHYNING 78 hypothetical protein LIUOHLM_00003 Escherichia phage KKP 3954 164 164 100 1.00E-50 100 78 WLW41295.1
METIAIVTVEKLVVGDVFALMVPNSSKLGAYEVMDHKNESFGDGCTMAVKSLKDGIIRQANWHK ! ]

1105 | 44409 | 44 3 k hypothetical HOR21_gp139 Escherichia phage ESCO13 2 2 i 1.00E- 1 YP_009 1

contig]_105 | 44409 | 44708 00 LN OVOLISANELPEEOTL DOLSGOK TLAEL LETAT 99 unknown ypothetical protein HOR21_gp13 scherichia phage ESCO 03 | 203 00 | 1.00E-65 | 100 9 009786737
MKTEIIEINGYKEAFIFAESARDHEGNFIDNLDDYDFSPSADERIAQDVTAFINANLAAISEAMSDG ] ! ]

1,106 | 44790 | 451 387 12 hypothetical hypothetical HOR27 gpl Escherichia phage E 261 | 261 | 1 200687 | 1 128 | YP_009787249.1
contig]_106 | 44790 | 45176 8 | TANOIGNDLHETRNGHOVGE WDRPEI LN TANRLTNA ARFMPNYSAYIGEDNLIVIE 8 ypothetical protein ypothetical protein HOR27_gp138 scherichia phage ESCOS 6 6 00 | 2.00E-8 00 3 009787
contig] 107 45173 | 45388 216 I%"/:TNKTGKTEFLRGLQVGKPEIWHCTKSAIINEMKDFTATLQRVKISITQKKALLWENEIPQTI”VER 71 hypothetical protein hypothetical protein G377_gp253 Escherichia phage phAPECS 145 | 145 | 100 | 200843 | 100 71| YP_007348378.1
contigl 108 | 45587 | 45724 138 |MKTFNATASTIGYIITVQAVDLVAAANKIKKMIPTGSEFSVWEVK 45 unknown hypothetical protein JR319_gp135 | Escherichia phage vB_EcoM-Rol21c4YLVW | 913 | 913 | 100 | 100822 | 100 48 | YP_009985047.1
- MTAGKQRSKVYHIGRRNGPPLITEEKQIMIPTMFY VSRKGHNIFWSEDLNEAMTFARDRVAIGGYN ! ] . ]
contigl_109 | 45769 | 46023 255 ITVTDENGIEYYNGDNEE 84 unknown hypothetical protein JR327_gp011 Escherichia phage Mt1B1_P17 117 117 100 8.00E-33 100 56 YP_009986936.1

MYLVGRQWCRSQEERKIMKITKSLTNY AARRGLCLTVENLGKEDFLCFWELENDCEWMFSYSICED ] hypothetical protein ]
1.110| 46025 | 4 33 1 hypothetical Escherichia phage ECO340P1 194 | 194 | 1 400E62 | 1 4 WAX14275.1
contigl 101 46025 | 46360 0 | QNGCLLTWRGNIYLPEEIKEELPGTIMTERQLKEVIDFVGQNIKK ypothetical protein ECO340P1_00006 scherichia phage ECO340 9 9 0 00E-6 0 9 75
. hypothetical protein o
contigl_111 | 46508 | 46669 162 |MKTTDIKEIALAAGVEIEEVIALNLTENDLRNYEAESVKASGAVLVYDPANK 53 unknown e aom oogo Escherichia phage ECO340P1 103 | 103 | 100 | 200827 | 100 53 WAX14276.1
contigl_112 | 46680 | 46799 120 MSKYTVEYTVENPAVSEGKKMTFAISIIAFVVTILSIIL 39 membrane protein membrane protein Escherichia phage anhysbys 76.3 76.3 100 6.00E-17 100 39 YP_009985440.1
— MSKANTVLMFSLINDLAYLSNMTQEGNTLTATFTNKLDRVIISLKTVSKGFYSLAY HWITDTDETS N hypothetical protein I )
contig]_113 | 46898 | 47182 285 [V SAPEPESMAREIAAVUNDOLETE 94 hypothetical protein e aom1 o006 Escherichia phage ECO340P1 211 | 211 | 100 | 1.00E68 | 100 104 WAX14278.1
contigl 114 | 47254 | 47460 207 réTAKQEKmDVAAVAAIA”GSYYDTRFPSAM"EVAAVASVGVLFYVGKRYLSPMINKLWWKN 68 unknown hypothetical protein JR323 _gp134 Escherichia phage nepoznato] 139 | 139 | 100 | 7.00E41 | 100 68 | YP 009985997.1
contigl_115 | 47546 | 47731 186 |MTLNELKTAYNATLKIAVRYRDEYGFIAQGVILGFSDDGLIYVDAHHNKVKPENVISIKYL 61 unknown hypothetical protein HOR21_gp151 Escherichia phage ESCO13 124 | 124 | 100 | 200835 | 9836 61 | YP_009786725.1
contig]_116| 47787 | 47933 147 |MNTSNRAEKIQSSKIRKAWNEEVIRK GDKRNKTKRGKSDKYNWMDLED 48 unknown hypothetical protein G377_gpl45 Escherichia phage phAPECS 944 | 944 | 100 | 800824 | 9792 48 | YP_007348637.1
] MKAQNAIKEY ILAAIDFNDY GITTEKEKIAELMRRFNSEY WY PDNQSRFNYSIVKALASWLQGLPS ] ! ] o ] N
contigl_117 | 48013 | 48366 35 ATy WEIDRLL TOW O T PO A D DK IR R WL TAGVIL ACSY T 17 hypothetical protein | hypothetical protein HOR21_gpl53 Escherichia phage ESCO13 238 | 238 | 100 | 6.00E79 | 100 17 | Yp_009786723.1
] MITFAIVAVVASQVYINDTFTTEDKAAGDITAVYNECKAVERMLAPCMLMSERQDGITVFTNIETG hypothetical protein -
contigl_118 | 48445 | 48666 22 (Voivurk 7 unknown o1 o014 Escherichia phage ECO340P1 149 | 149 | 100 | 4.00E45 | 100 7 WAX14283.1
contigl_119 | 48740 | 48958 219 yﬁ;‘;ﬁgy CIESTGGAFVVGQKYNAVIMGVDWKVKGLDGYEY GTTCGLRGRIGY VSFDNKEKF 7 unknown hypothetical protein JR327_gp023 Escherichia phage MtIB1_P17 145 | 145 | 100 | 1.00E43 | 100 72 | YP_009986948.1
contigl_120 | 49037 | 49204 168 |MITFATREAARNVARKVNAANLGATLKAPVKDESGKWIFPGLRHADKLGTLSLKK 55 hypothetical protein hypothetical protein G377_gpl48 Escherichia phage phAPECS 11| (11 | 100 | 1.00E30 | 100 55 | YP_007348634.1
contigh 121 | 49297 | 49512 216 I}"L/}’I‘?SRTLLKNASQVLFSDDEYFNKDITGVKNLKDVKDVIGIRGSLRKGDWGNKVQYKLNQSYDF 71 hypothetical protein | hypothetical protein HOR21_gp156 Escherichia phage ESCO13 141 | 141 | 100 | 6.00E42 | 100 71| YP 0097867201
contigl 122 | 49603 | 49830 28 |MAINIVRVSGTVGSSQVIAVVINKKINDVCEILNKWAIANFGEYTSVEYIESYQVPTISLTDLNVDRL | - 55 hypothetical protein MAG: hypothetical protein Dompiswa phage TSP7_1 148 | 148 | 100 | 1.00E-44 | 97.33 75 | YP_010356294.1
LCLDELI MIM20_gp125
contigl 123 | 50000 | 50160 161 [MAKSKMYNGHKNKTHWNVSLWINNDESLYRLAQDFINANANRNDAARDMMLFLEQTGQDKTP 79 hypothetical protein  |hypothetical protein Eco3D2_00001 Escherichia phage vB_EcoA_3D2 164 | 164 | 100% | 6.00E-60 | 98.73% | 79 YCB25301.1
DGFKYSTTAIRAAMVGM
MAININVSAYATLANTAKIELSSIEAVHISARRWFQQSYGNTYFSLMVDVEIGGKLIEV VNVPFQYG ] ! "
contig] 124 50250 | 50615 ETI AR RS e 121 hypothetical protein | hypothetical protein JR319_gp120 | Escherichia phage vB_EcoM-Ro121c4YLVW | 250 | 250 | 100 | 2.00E-83 | 99.17 121 | YP_009985062.1
contigl_125| 50713 | 50892 180 |MAIIAKTENGLDSILLAYEETLKMYVVTYGDYVREYEYIDLAFECYIRQVNKAYNDYR 59 unknown hypothetical protein HOR21_gp160 Escherichia phage ESCO13 1s | 115 | 100 | 400832 | 9831 59| YP_009786716.1
] MSKQINTIMFNLVSFRDEMKNLPRETVDIHVSAYRALIDMLPLKRDQHAANMMLNAMLKKMIQT ] ] ] ! -
¢ 5 al pr c cherichia % | 3.00E- 17% 3 )
contigl_126 [ 50976 | 51338 363 DLTLAYEYQGRLY ATYNKAVPGLGSTEELHGLNLDONTWDSMRRVMY WAESGKIYE 120 hypothetical protein hypothetical protein Escherichia phage vB_EcoM_EP57 249 249 100% | 3.00E-83 [ 99.17% 139 WAX14290.1
contigl 127 51476 | 51634 159 |MRALIVPTVKLFSLLIIVSLLHNFTMSGTIAALRGKYYASGGDMSKTIFKVF 52 unknown thgooﬂ;i;;ﬂll "(;g:)ez"l‘ Escherichia phage ECO340P1 251 | 251 100 | 9.00E-84 100 120 WAX14290.1
MGREY VIQSWVKHEADDPRIIPDHLIDESTGY SGEQIGNRLARSNGNVKARY VRPGWLANGNADL voothetical rotcin
contigl 128 | 51608 | 52165 558  |SSAEDASDGAKDNPLYKIDPAFRVLDEYPSKIAALDQALESKRITWTAYNMAKNVLDGKLIQAERK| 185 hypothetical protein e aaor 1 o0oms Escherichia phage ECO340P1 378 | 378 | 100 |500E-132| 100 185 WAX14291.1
LAKIAAIAQEEDEETTEEEEY EEIPPLLCVDAFPDY QPTEEEK RIALENFENSL -
MFYIKLKGHVIAFKDNAFYRLAKY ALIHPHYVYIRGRDEINIFDQTTCENIEIRKVGVRDYRTSFYPC ] ! ]
contigl_129 | 52167 | 52424 28 | S ASLEKVCOLLKRGG 85 unknown hypothetical protein G377_gp268 Escherichia phage phAPECS 177 | 177 | 100 | 1.00Ess | 100 85 | YP_007348628.1
] MYHIGRRNGPAAHNREIIMASYSATMIVAGTTGKPMSGGGSFANINIDGRLSLDAAITVARETFKK ] ] )

3 s ; 0| 2 % | 2.008- 7% .
contigl_130 | 52501 | 52830 B0 ENKODYL Or AT PAREY DY KSRV TTLR DY APLL 109 hypothetical protein  [hypothetical protein EcolD1_00146 Escherichia phage vB_EcoA_D1 23 | 223 | 100% | 200873 | 98.17% | 109 YCB25171.1
contigl_131 | 52863 | 53060 198 |MATLHIVAKAGQINVIVNGFTEFSHPQDDHETVLSFIDSLLEMGVITEDQHATKCKRVNQIAGIE 65 unknown hypothetical protein G377_gp008 Escherichia phage phAPECS 134 | 134 | 100 | 200839 | 100 65 | YP_007348626.1
contigl 132 53082 | 53195 114 |MMFFVGGRWIMEILTFARPALRPPVVYCRCAAPPSTR 37 unknown hypothetical protein Escherichia phage vB_EcoM_DEI6 03| 693 | 89% | 20014 | 9697% | 42 WAX24842.1
contigl 133 | 53192 | 53425 234  [MNTTLPGEERQPLFQSFLFSFCLLYIKERAIIFLPRQPGRTTKKGRHHDKYYITPYALIGLARRHGAPG | 4, unknown hypothetical protein HOT48 199 Klebsiclla phage ZCKP 1 156 | 156 | 100% | 8.00E-48 | 97.40% | 77 | YP 009803492.1

SKRNGLKG




MSRAPVSPRHVIRITDPARKASDYFIFTFLYKYIAPSLPAINLPTSAPGMLAPPLRRGVALPLLY VKQ

i in G s i B 215 | 215 % L00E- 69% .
contigl 134 | 53492 | 53833 32 P DPWACODYFLFSCODRTPNQKYISPRAPGGILLSPPPLOAYR 13 unknown hypothetical protein G377_gp099 Escherichia phage phAPECS 215 | 215 | 100% | S.00E-70 | 94.69% | 113 | YP_007348625.1
MRITDDY VFFFSHKDVFSNWYIAPFTETEPGYNQTFNCVEQY MMWRK ALLFNDHNTAQAILTHSLI domain of unknown function
contigl_135 | 54406 | 54948 543 |RKDEKIQAYYKRMGRAVSDFDNNVWEENRERIVMRGLCLKY VQNPDLY ADLHLY QYKTFVEASP 180 (DUF1768) hypothetical protein JR325_gp050 Escherichia phage tuntematon 380 | 380 | 100 |2.00E-133| 99.44 180 | YP_009986426.1
YDKVYGIGMGMYEPGVLNPATWK GQNLLGK Y HNKLIEILFPDKIPQRRYL
contigl 136 | 54935 | 55159 25 E’L‘ETSGN?XI\II':E?]ETMARLADNPVF YPVLDLYDELTYVVERYNYNEDLLETNLKVVIMKAYQQGQR 74 unknown hypothetical protein EcolD1_00141 Escherichia phage vB_EcoA_1D1 150 | 150 | 100% | 1.00E-45 | 98.65% | 74 YCB25166.1
MLVDVQIMRNERMDFFEAVEKHLIRWDY EFVPAGCGPVEHLAEDDDVYMIIRQVY QTDQCEETPE ) ) L .
contigl_137| 55137 | 55502 366 | L FECKDLARYFDYGOK EGHNLSRYNKRL LIL DY MANNKHKLIDADAVYGY WWMD. 121 unknown hypothetical protein Escherichia phage MirsacidiM_Esher] 252 | 252 | 100 | 4.00E-84 | 99.17 121 XKC20763.1
MAKTLEQYIGECKPIAEAKGYEIIGIVEPFKGVHTKMINFCPNHGEWRTSTFANFKRGKSGCPRCKN
EKARQDNSKNLDY YLSECKPIAEAKGIKILGINGEFIGVHTK MINLCPEHGEWRTLTFHNLK GGSGC
PKCGNKRSRNSKILPDDQHIQDFINTGKFKEGTIFTK TDKKRGRDSLWCVECPACSHDEY VQAGVC
contigl_138 | 55496 | 56698 1203 |DGKFYVAGNDLKQGKIPCRCATNCHY TEAQITYRVKKAVERKGYIWVGWIGKPSVRLGKFKYGC 400 endonuclease endonuclease Escherichia phage vB_EcoM-Rol21c4YLVW | 832 | 832 | 100 0 99.75 400 | YP_009985073.1
KKHGVQIGRASGLLNHGTGCPQCANQTQQQCY INHIHDEQGILCALKFGIANNSDRRIKKQNSRNV
FTMKQVQVWHFPTVKQCKDAEKRCKRVLHTEAVSKY AMPDGY TETVELSCMASIQNIYKLY GGT
LQEETC
MKYTIFGDVAVVNKEY GVEANKLPAGVWYVVNCDPHGNYSLVRGESFSLPNTLY GETKDRAAHVI
KTFARRSKEGKNTGVLLTGTKGSGK TMLAKLISMSLMSTEGLGIPTILVTQPY TDAGFLEFMSKITDR ATPase family associated
) AVVLFDEFDKVYAKKEDQEALLTLLDGTGSGNKLYILTKNSGYISEY FVNRPSRIY Y SFNYDKLSSE s e ) ) .
§ 5 ’ c cherichis 5 .
contigl_139 | 56779 | 57918 1140 TMLDYLDKNLVNKKHVDNFQRLWDVSTELSFDVIQGIVEELNFY PKMTFKECLEMMGISLGNDAK. 379 with vanou?/::ll/\:l)a: activities hypothetical protein Escherichia phage vB_EcoM_EP57 772 772 100 0 100 01 ‘WPK29215.1
WNVASIVANGKTLK VNWINNWHDFTPTKFLSGACSLNIY LQSLKDDEVEAMETNSY VILDEDGDP
HIDLCATADGLTCDLIEGGKILVMSTTPGNTLRVVLEPVTQRSTTLGSVF
) MKKLILATLLATVSFTTY AQKFVAVKTDIGKDVVITGNKFY Y TP.GNGVLEECQDVEAY TGKEDNTE ) ) o
contigl_140 | 57918 | 58274 357 RHFYSIATCKNEIVAIKQYKDAPGGEY LLVKNIKSEKTAKFTVIILKGETF 118 unknown hypothetical protein JR321_gp073 Escherichia phage anhysbys 233 233 100 5.00E-77 99.15 118 YP_009985416.1
contigl_141 | 58286 | 58450 165  [MILNFIINLCLTLGLLCAIVSPLVGEY CSELAMFIVLGAAIANMFIAAICMLWE 54 unknown hypothetical protein Escherichia phage PNJ1809-36 103 | 103 | 100 | 300827 | 100 54 QPI12810.1
contigl_142 | 58460 | 58624 165 |MISLESIAFKKGYTAGFKFGMFNKVNPYCPMTHKKEFEEWENGFSKGYQAKGWL 54 unknown l‘gggﬂz‘(;;"ll p(‘)‘g'g}“; Escherichia phage ECO340P 1 [SER IR TE] 100 | 4.00E-31 100 54 WAX14302.1
contigl_143 | 58638 | 58889 257 [MLSVKPKMISEDQKDFIVKCGRIWREYTKGNEVVVVTEHQIEISDLFGDYLQVIKLGIDRGLVQVLT 83 hypothetical protein | hypothetical protein HOT48_gp189 Klebsiclla phage ZCKP1 168 | 168 | 100 | 5.00E-s2 | 100 83 | YP_009803482.1
LSQVEAEHLDKIIVEF
) MFSKEMREVIATLYVDHGVEVERHVWKDEPPFFDLASRAKSHMY LLEDDK DFILRMRY DREFRIPL ) ) o . -
contigl_144 | 58889 | 59227 339 | PDDVVLWLAEHFAFNAL HGRSFONERWDTICRK HNIEPEY GSM 12 hypothetical protein hypothetical protein ASO2A_252 Escherichia phage vB_EcoM_ASO2A 232 | 232 | 100 | 200876 | 99.11 12 UAWS8361.1
contigl_145 | 59238 | 59414 177 |MSEFFTMAFLGIYLISAVGLIMSLIEEMGIK WNCVFGIALMLTPVWIYICKSVELIG 58 unknown hypothetical protein G377_gp020 Escherichia phage phAPECS 14 | 114 | 100 | 3.00E31 | 100 58 | YP_007348614.1
) MKIVHDEIQIEESDLMDLDAALGK VIY AGIKAFREK ANNSTFVMIPTKLMRVLY PNRSAPY TDEEEE ) hypothetical protein s .
contigl_146 | 59417 | 59773 357 | GRREWLNILEKMENAFIDSGNPEIVY AEDQRKARLEGRLLFASYFDNLWS 18 hypothetical protein TOHLM. 00044 Escherichia phage KKP 3954 243 | 243 | 100 | 1.00E-80 | 99.15 118 WLWA41336.1
) MY YSQNEVANIKLAVGDLIVSPNY HWDNTDLVEVVTHVGVEGIVLY TLGGGVVGEMERY TTTKK ) ) ) ) .
o al pr 5 5 00E- 5 .
contigl_147 [ 60000 | 60057 58 LVSSYRMFLHQGSEEY TAFLLKLDADREKAR 95 hypothetical protein hypothetical protein JR327_gp049 Escherichia phage Mt1B1_P17 19; 19! 100 2.00E-62 100 9: YP_009986974.1
MAYPDYIDERAMGFFRNFLVGRSHGDNGSSYKTSWDSQCGAKATK TLKMPGRPLCAY CGNEALA
contigl_148 | 60095 | 60586 492 |LQPGIEHGDYTIKGYTCVCKGAMDEADWVKEK AEMEERHKREAY EMEKRMPVPDLQVKKNIVA 163 hypothetical protein hypothetical protein JR327_gp050 Escherichia phage Mt1B1_P17 342 | 342 | 100 |200E-118| 100 163 | YP_009986975.1
KMMEKVQKAETEEDLNRALENLRNFK EEK ELREIMW
MNITLATKNISETINGFGVIVALHGNNEK WLASFEEDRQHNIILDAPIKVMHIVGESK VLTSSRSKEQI ) ) )
contigl_149 | 60599 | 60889 291 | e VKL LDNVLNMEDNAPIDTKRVLM 96 hypothetical protein | hypothetical protein HOR21_gp181 Escherichia phage ESCO13 194 | 194 | 100 | 4.00E-62 | 100 96 | YP_009786695.1
MQNMTWTEAKEAMQNGKRVKHEY FCSDEWFEMQY GVILDEHGYNMSNWFRGEAWQEEGWS VI
contigl 150 | 61007 | 61432 426 |EKEDSKEEGVLSNVEREMRETKIPALDFVYLEELVAASFVAGNLWKTPVSRLENQNNPSARNHKLY 141 hypothetical protein hypothetical protein JR327_gp052 Escherichia phage MtIB1_P17 289 | 289 | 100 | 4.00E-98 | 98.58 141 | YP_009986977.1
KGKNHNKLKKRKK
MINEEQFVKVPMWILKISQVNGHKFTDSAKNLY CYLRGFDRAFPSY AKIGDVFGITPRAAEERVKK
LLEMGLIIKDARPGSSNLYRVLDIPK GESSLPDPSEKEEAIVK AVQEQLPLMEWKNFKK WY SPSGNE
contigl_I51 | 61484 | 62470 987  |YTATLPAVEIYSYIAGFNEQGQECYATQKTLANIGMVSDRQVRNIINMFVDMGVLSVEARHGQTSL | 328 endonuclease hypothetical protein JR327_gp053 Escherichia phage Mt1B1_P17 682 | 682 | 100 0 100 328 | YP_009986978.1
YKTLPFTEMNVKKQKRVKEIPY TENQQSDWCFYIQKLVSPFY TCLK AGITVNIDRRIKEQSKNSMFK
HYLLDSFSGDYATIFSLEKEVKK GFNRSLCLKEWLPDGY TETYNLEDY ESIKNFVSEKLIKE
contigl_152 | 62473 | 62622 150 [MIIYKNKFTGCLRKFIDKKGYVSLDNGVTWTENGTSEQLIKALPY YEEV 49 hypothetical protein hypothetical protein JR327_gp054 Escherichia phage Mt1B1_P17 103 | 103 | 100 | 200827 | 100 49 | YP_009986979.1
) MSNSLFSVSIAPRVNIRCQFVTLPGV THITLEY DPRSRDNPITGKIDCAY GDFVMDHQTLLCCVQRL T hypothetical protein ECMLIS3- .
o s : -183- 00E- X .
contigl_153 | 62623 | 62946 324 QAGSLYIFKKTVFQEIAQAVESGMETLNVMIEAANQKEVL 107 hypothetical protein 2000195 Escherichia phage ECML-183-2 224 224 100 2.00E-73 99.07 107 ‘WCD43507.1
MTLYHVTTEGDTEGRTTKDLGY VEADSPEHAIKY LHSIGKY ATYEY TIYKVEVSPIQVATPMAELK ) L
contigl_154 | 62943 | 63200 258 | LK AKVRPGIVSDYKGEVK 85 unknown hypothetical protein JR327_gp056 Escherichia phage Mt1B1_P17 171 | 171 100 | 5.00E-s3 | 100 85 | YP_009986981.1
contigl 155 | 63197 | 63409 213 xNSgWIKVSGTEDW'GEWLVIMANGKKGFCF‘VNKTRNGT]AVINGHFYFDLAPVIAYHALPTYEF‘F‘I 70 hypothetical protein hypothetical protein JR319_gp094 | Escherichia phage vB_EcoM-Rol21cAYLVW | 104 | 104 | 100 | 2.00827 | 100 49 | YP_009985088.1
) MANKEPHVY TALVKHLNKERNRIIADYRKFKRSSLNRKYMPHAAFDATRAVFRAKIAEMDNLLKL ) ) ) ) .
o 5 al pr 00E- 5 )
contigl_156 | 63402 | 63719 318 ARLSIHASKVTGVTHFFDFDTKALY APEAGEQLIYLLTKK 105 hypothetical protein hypothetical protein JR327_gp058 Escherichia phage Mt1B1_P17 214 214 100 7.00E-70 100 10; YP_009803472.1
contigl_157 | 63896 | 64093 198 |MLVSEILPDSNGNQITIDWFPGTGTLDLTAEWSGDIY GEGVLSLSTEQMIILRDFLISLDLGENK 65 unknown hypothetical protein Escherichia phage AV125 130 | 130 | 100 | 3.00E:37 | 9846 78 WPK37890.1
) MSKTSIEFIEKSPVPKLYRLSEIEPMSVFY Y YDSEVSEQERDY YLATDTGAVCLTGSRAGEY IVTSRF hypothetical protein - ) - .
contigl 158 | 64000 | 64359 270 A DY CWARVETK IVINITNE 89 unknown EC034001 0004 Escherichia phage ECO340P1 184 | 184 | 100 | 2.00E-58 | 100 89 WAX14317.1
contigl 159 | 64442 | 64639 jog  [MATKKQKMKCLTLTELGQASNCVTVGKIVSTVLDKDNNSFTFKDDNGNPQVGIYPSCAFGTWEK 65 unknown hypothetical protein Escherichia phage ECO340P2 135 | 135 | 100 | 7.00E-40 | 98.46 65 WAX14595.1
v ECO340P2_00053
contigl 160 | 64683 | 64856 174 |MGDKQSNIRYALYGRMGADCEWMLLSQRIPSYKEALEKRDY YKQTWRFVICKHYLEA 57 unknown hypothetical protein HOR27_gp172 Escherichia phage ESCOS 120 | 120 | 100 | 6.00E:34 | 9825 57| YP_009787213.1
contigl_161 | 64856 | 65164 300 [MSTLSLAVIVHQYVEEAVKDSENPSTLVFEDRTGLKWVESGDELYFWYPQGCTSNSNLYSYELEYR| ), hypothetical protein hypothetical protein JR327_gp063 Escherichia phage Mt1B1_P17 211 | 21 100 | 8.00E-69 | 100 102 | YP_009986988.1

APVDEDDNYIMYYVNNGCGETFNVVFSKALKSDEEM




contigl_162

65164

65469

306

MRHNTTLSLAVAAHMLYNDSVKNELSPVSLAFYLIDRDWMFSGEDEIYYVNSRGFIESFELEHRAP
TAEDDRFIMFCVKDGYGEVYDVVFFKNRQKTEEEF

101

hypothetical protein

hypothetical protein
ECO340P1_00052

Escherichia phage ECO340P 1

211

100

9.00E-69

100

101

WAX14321.1

contigl_163

65470

65832

363

MKRLLCVLILMITTNATAARDGFKIGVEGSQFFTWYGGEAVYQVDDKKYNCKFDRIDRGVDNWG
DAYKATGFYCTKDLYITVKEPQDNRKVLFIVVNPAKFEERKAYYVDMFIEYKKEEK

120

hypothetical protein

hypothetical protein
ECO340P1_00053

Escherichia phage ECO340P1

246

100

8.00E-82

100

120

WAX14322.1

contigl_164

65829

66191

363

MRETIVDVVINGQRYVPVVEKAEPDALDVVFEDDDLGTVTVREYFRRLLSTLWEEEDSFSGKRPFG
NSCWQFDLIIGLIDAGYLEGKVYRDEDGGIEDTDYDREEADKLIQGLIARMCLG

120

hypothetical protein

hypothetical protein G377_gp036

Escherichia phage phAPECS

241

100

8.00E-80

100

120

YP_007348598.1

contigl_165

66193

66561

369

MKVLNFYHLGKTIPEGAVYIGRAMPHMELKASKFANPFKLKDDEPRGSTIQRY KEWLWEQIRCGKI
TLEDLLELEGKDLVCFCSPQPCHGDVLVAAVTWARKEWDKRHPTY VDNY WIWEENF

122

hydroxymethylglutaryl-CoA
reductase (NADPH) activity

ribonucleotide reductase NrdA-like

Escherichia phage MtIB1_P17

258

100

2.00E-86

100

122

YP_009986992.1

contigl_166

66501

66917

417

MGQKASYLCRQLLDLGGEFLKNIIDVDVFGITALQDKQATLY YHKKEDKAYIYIYLGAEKFGVGD
MALNVEGDLPLEQKLKVFRFTRDVKLDGVIAILQEDHYYMVTFVTPAFSGLNGEEALNDVIILKIGN
ALNDVN

138

hypothetical protein

hypothetical protein

Escherichia phage vB_EcoM_EP57

100%

2.00E-96

95.65%

136

WPK29238.1

contigl_167

66932

67441

510

MFFDANSLFVSTAGQSAVNAEFEEREEWIDNHNYDPSNLNWCSLDVGNLSRDNALRAYYSVYTV
DNLYQYYVFRSLIVNLNLAGRLKNNKAFTLGHYIPFRKGGVHFPCNWIIQTRKENSLAGDTMPRFK
DKWTWEKQMGYINAHLPPNLKEPYASRAKEMMRIVKSFY

169

hypothetical protein

hypothetical protein
ETECTG_CDS0273

Escherichia phage ETEC-TG

355

100

3.00E-123

99.41

169

WPK30788.1

contig]_168

67456

69048

1593

MSTQLSFTPTEEQY AIESGYKENRFVTIQAKSGSGKTSTLYMLANGTNDSILY LAFNKSMAEEARRK
MPPNVMCRTLHSICY QRLPQNLRHKLSRPEGQY VNVAGTGSEIAKKFKIQNLIDKNGKVLLTRAMI
GLMVKQTLAKYEFSDDEHIGHKHFPKVHMSDLKRKNINEQKLINEVVKYAKQLWRERIDPKSETI
MTHDTY VKLFELSKEDLGYDIIFGDEFQDVNPAFLSILRNAKSAKRIVVVGDEFQSIY QFRGSQNM
MKQTATYGIELPLTTCFRFGPKVADIANAILSDRSPLKHPLVGKGYDTVTGSFHSDVVDY SKPY TIIF
RKNLTLLLEAMDRIANGEEININVDTKDFISMVDSVNALRRGDLDKVKHETVLPY TSWEEFVECAES
DPDAKRLLNIVVSGKANNIAY TLRMHRNSPTAKVTLTTAHKSKGLEWDQVIVANDFPSNYDKKGE
WVGLEESERNLLY VAHTRCIKCLQWNRTVQEILDMHRLGKSTAPVSEEDKLIAALARKINQIREDR*

530

ATP-dependent DNA
helicase activity

hypothetical protein
ECO340P1_00058

Escherichia phage ECO340P 1

1109

1109

100

100

530

WAX14327.1

contigl_169

69049

69300

252

MAGYHITDIKKQPY GSIEKIKEEVEELFDAVEQDCKIMQLVELSDIIGAVEGVLEQQFPDMTLQDLII
MSSITKRAFRTGGRS

83

hypothetical protein

hypothetical protein JR327_gp071

Escherichia phage MtIB1_P17

169

100

2.00E-52

100

83

YP_009986996.1

contigl_170

69297

69851

555

MNVAVIAQAIDYYGRFAEMLEVPYLVDADILAYTLPEGKEDRPLGHPNGKFY VASAEQSFLQMEK
DGFEFSTDHPYMALTPCYRTEEELDDVHFNIFLKLEIEFYPGASIKEY AETMRYFFWTY YKVQTQIIE
TDIGLDVEDMY GLELGSFGMRTSPQGHPYLYATGIAEPRASIAIKRGGLL

184

histidyl tRNA synthetase

histidyl tRNA synthetase

Escherichia phage MtIB1_P17

379

100

1.00E-132

100

184

YP_009986997.1

contigl_171

70000

71194

1195

MNVYTHKQDLVTAANNRGLFDRLCKAIEIAYGWTKETDPKLTGQYALLHGCTNFPYICHTVGTNE
FSGEPTVGDNELRFTGDAMLDLILKKTKMLKIEDVY TDTSNLSEEEIGEMITTFNNTTGKSFWTKSDA
SRLKRVDPAIPEDGKKYRKVIFYDKMAGLDALHLECGSLVPPVVREHEFAVEVEAQEFKDMFYTK
HVRKVEDVEQQKETFEPEDTEPTYIPNTGIQPCEDFVQVRYKNGVLEVCKANHFEWEKYDSEWQIE
EYFVLPRTAKYQAHIGGRRPCDGPVNVLFRNGDQGKGLAETFYWSHSGDGSDIVGYIKLNPSPRY
RKRRQKPPVGKKSVVRVLYTTQQTYTFKNVVDVQVTEERVYIQYDREVTEGIKESVTTEIENKLVM
AIIVEESKVENGKAYTVRDSFLRNIDGTWDYNGHDGTAVKNGKIMGRQFLSKR

448

ribonucleotide reductase

hypothetical protein
ECO340P1_00061

Escherichia phage ECO340P 1

933

933

100%

99.78%

448

WAX14330.1

contigl_172

71295

73121

1827

MKDLYQDVFSFLDRTSETY TRENANKPSHLVNTHRDLLAGILSKHMAMTQILPKNLSEWHTEGFGH
THDLDYLLSPLTNCCLVNYQDMLENGFKIGAAQIEKPKSIGVATTVLTQIIQAVASSQYGGQTCAHI
DEGLKQY VEKSYNKIFNNLSKNYRGPNTEDLEKRAMEVVDSLVYDAMQTLLY QVNTLMSVNGQS
PFITISLGLDTSVFGRMITKNYLKVHTGGLGKDRVTPVFPKVVFFLKDGVNMKPGDPNYDLKQLA
MECCAERIYPDFISVPLNMEVTGSSDGKVTSMGCRSFLSHYATEQGEKYDGRFNLGVVSINLPLIAA
EARSKGESFTDLLNKHMEIAYDAHMLRVNRIRHTKASENPILFMEGALARLNANDEIGVLFEGGY A
SISIGY VGLAEALEILY PEEKDKKELGKNILQHMKDVCAVFKERSNLAFSLYGTPAESLCYKFATAL
NEKYPGLVERDYLTNSFHQPVWLVTNPFEKWDYEAGFAQISNGGNISY VETPNLKNNLEALETLVD
YAYEHIHYFGINQPVDQCFKCGFHGEFKATAKGFECPDCGNHEEETISVVRRVSGYLSAPNSRPYN
KGKMQEVLQREKHL

608

ribonucleoside-triphosphate
reductase activity

anacrobic ribonucleoside-
triphosphate reductase

Escherichia phage ECO340P 1

1272

1272

100

100

608

WAX14331.1

contigl_173

73118

73588

471

MNFAGYEPVDLINGEGVRCSLWVSGCSHGCRGCFNQKAWSYSYGKPFTHENVEQVLKDLSRPFV
KGLTILGGEPLDPQNIYNVKNLIEKVRDVYGSSKDIMVYTGYTFEEVPLYIKNLVDIVDGKYEINNP
TTKPFRGSDNQRLWTKTASGWQSD

156

4 iron, 4 sulfur cluster binding|

anaerobic ribonucleotide reductase
small subunit

Escherichia phage phAPECS

326

100

3.00E-112

100

156

YP_007348589.1

contigl_174

73602

73793

192

MVTYFAVGDRVGTAGELLKNSDRDVKDILATLVDILQRKELLSDRDVAKLLDIGGDELQRLPF

63

hypothetical protein

hypothetical protein

Escherichia phage vB_EcoM_EP57

122

100

2.00E-34

98.41

63

WPK29246.1

contigl_175

73809

74414

606

MQHSVVVNMPNSGDKSFGVPAKKVWKAHFHLTLSNVSSEELMKAAKIIGAKCTTIDLHRDTKSQR
DRMLTKYQSDLDTTLMLQCVEKLENAGFNVVRYKLERMFKHVACVLFMDLSKENYGEVHIKTSA
SDPEVETNFFRISSNAEEIDYRFYNARLYSAEDKLRFNEAYDMLLNSGIQIKGYHIEQVVVDSNLNL
DAWWA

201

unknown

hypothetical protein

Escherichia phage PNJ1809-36

422

422

100

8.00E-149

99.5

201

QPI12776.1

contigl_176

74416

75072

657

MTIKHISFDVWNTLITANSNY ADMRAWTIAKY GDITEVEARAAYKKIKKELDNAALQGKAECAAY
AWERLGSELGITPWKSAKLRFECEQWFLKFPPHVAVDLPMYLLYLSGRYDLSIKSNTNFISGDILRR
ACKFDSWNCFEFTHFSDEALLCKPDPRFFARTLTY SPIPLLGHEVLHVGDSEEYDGKCVDLGFNFCH
IKNPNDLLEKLKRGEIVNA

218

hydrolase

hydrolase

Escherichia phage phAPECS

455

455

100

2.00E-161

100

218

YP_007348586.1

contigl _177

75065

75892

828

MRNQTQIFANKFDDLETATFDIQDY SKLKFGSNQAARRMGKELALQFFAQVAMKHIGEQFVIIPSP
YNHVHNAATMMTDHFINYFNMLQSQYDQGRSAELDIIHRKVSYINDYGFLDKASRKKLIDGDTFY
CNKEFWGDKKLVFIDDVNITGTHEDKLIEILDENQVKNDVYFLYFAKYEGNQADTEAKLNFNYINT
PEAFVKMINEERDAQCLVRPIKYLMGQNHEDFKIILSQLPHY Y VEQLFFGCLGEGYNRISKYAENFE
FLDRYTKQHIL

275

PRTase ComF-like

hypothetical protein JR327_gp080

Escherichia phage Mt1B1_P17

572

572

100

100

275

YP_009987005.1

contigl_178

75906

76379

474

MLKMKTGNLIDAAKAGEVTVIAHCCNCMCNMGAGIAPQIKQAFPYAYAADLDTRAGDQSKLGSF
SLGVPDEQSDPLVYNLYGQYRYGYNAKGRQLDYDALYDALIAMANDLLLRDQKCKIGLPMIGAG
YAGGNWAIQVMIEETLVKTGHDVTIYKL

157

cysteine-type peptidase
activity

phosphatase

Escherichia phage nieznany

318

318

100

3.00E-109

98.73

157

YP_009986295.1

contigl_179

76392

76613

222

MGVFAGIVAVVSFFVIAFMLSLIPAWLLLLAYNY VAEVMGHADITVPVTFWTVVCVSFILAVLRGIF
SSHSTK

73

hypothetical protein

hypothetical protein HOR27_gp190

Escherichia phage ESCOS

142

142

100

3.00E-42

98.63

73

YP_009787195.1




contigl_180

76693

77667

975

MQLGFPIIDVVVLVGILALSIGIDFFGHKENKEIGIKSALLWSVFWIALALGYYAFIWVEHGKEFAAL
FLSGYVLEKSLSVDNLMVFMAIFASFGIKSTHLQHKILLWGIAGAIVFRGIFVAAGTALFNLHWSVQ
VLFGLIVAWSAVAIIKGGDEEEDIDY SKHWAVRLVGKVLPVHNALDGEKFITIKNGIKYATPALLCV

Integral membrane protein

membrane protein

Escherichia phage phAPECS

643

643

100

100

324

YP_007348582.1

FVIELTDIVFSFDSVPAVIGVTQEPLLYYSAMLMAVLGLRALFFVLSVAVKYLVHLEKAVAVVLVF TerC family
VGAKLMYHPFGETLHAKWSFLPHDISPNVSLMIVLGTLALGVIASFIFPEKEEAAV
] MNNFDEIQELIWDLSGDVDY VLDYLSKVYPGVSVMIVTKDPINLPPNVVACCGSGSGEVEPVSRWE ! ] -
¢ cherichia : 5| 235 00E- :
contigl_181| 77710 | 78060 351 LTKAVSKRNGEVLNIDIEQIWTSPAAK WNDPNGWDLFFWDNETDDEVFLK 116 unknown hypothetical protein JR321_gp035 Escherichia phage anhysbys 23 23 100 1.00E-77 100 116 YP_009985378.1
contigl_182 | 78057 | 78302 26 [MKYLLVVFENICFAIGLFVVIFVLTSVINGSKVSLYRDGEQLYCFSGDFKHRCINSQNEESKYEKTSP | ¢, unknown hypothetical protein HOR21_gp212 Escherichia phage ESCO13 167 | 167 | 100 | 9.00B52 | 100 81 | YP_009786664.1
DFNWLYLFNSLRG
MKKLALILIGCIFLTACEDETNPAQYQQPPQQYAQQGSDGDTTIINNGGGSSSSGVGEFATGMLLGH
contigl_183 | 78244 | 78681 438 |MMSGGSNRNSGDYNDNRTINKHYNTPKPKTNFYGKPKQEIKTYEKPRQTFKTNSSYTTRKSYNSP | 145 hypothetical protein hypothetical protein Escherichia phage vB_EcoM_EPS7 209 | 299 | 100 |9.00E-102| 100 170 WPK29255.1
LSKKSSSRSKRR
MTISIRTSITGVKSLPNALQITRALRDTFSAVDEHKMLDNLSNWPYFHYFKNEDDEFIDAVSYGYDF hypothetcal brotein ECMLIES
contigl_184 | 78696 | 79289 594 |GKEVSPEEFVATVFPNGLPTRSKRKKGPKNKKRATNKATIFFTDGTQYTIKDFEEVSYTAGGSLSFY | 197 unknown vpoheicd] proten BCMLISS- Escherichia phage ECML-183-2 405 | 405 | 100 |200E-142| 100 197 WCD43530.1
TIKKQNY TFSHVSNMIEMLVEDIESVAVLGMHKSFLITNISDFSASLSGPDFEATTTYFAFKV =
MHTERDLQLLWWEVMQEIKEDEPVY YNMLREAGYKACVRNKVNNSFGWCNYRDKIVVVNWHL
) HKNSTRDMIVDTMKHEIAHAIDGCMGKFSRHGAHWQKLAAELGANPKATSKEPLNHEYKY VLVL hypothetical protein .
¢ s ) cherichia % | 4.008- 49% :
contig]_185 | 79293 | 79883 B9l P A ROV RO YN RKPNRMYPOKOPNMWE KADKEG TEGK LWL K WDDWVKVAKEYGVSPyIR | 196 SpiT homologues eECT Csasn Escherichia phage WPECT a1 | anr | 99% | 400E-144 | 99.49% | 264 XUY43087.1
DAEEENEE
MTSPFLKAATGGQKKPEMSVFAATTDASKSVFAPSVLDASPVYAPAAPQEVPVLPSMTRQEIEEIG
AEAGTTLRSLNAEVLKHQRSNQGDQMSERLTALIKQAKQLDPNSIKQSKGITKLIKKVMGMKEDLF
GEFDNVNNRIEELVKNLQMDIRKEEDSLVYLEKLHQAIGQY AASLNRDMQLLTATYEKEEQALAAL Toxic anion resistance protein — . )
1 992 3 37 tellurit Escherichia phage phAPE 2| 752 | 1000 100.00% | 3 YP_007348577.1
contig]_186| 80000 | 80! 993 | DAV EOROVIRDILDLLEIRIADLKALRLLCVOMGERY ORMOK Y SASLMRSA RNIVNNVIPAY oA 0 P ellurite resistance scherichia phage phAPECS 752 | 75 00% 0 00.00% | 370 007348577
NFSMYIESLRQMKAAETQNNVLDEFNLAIKLGSDLATQNQIEAAALANRQVLDIETLRHDQENLVK
MLEETNRINTEARAARVDYINEVQSLEDGMVAAVKRGLGK
contigl_187 | 80989 | 81186 198 |MRIRIYIDEDIGVRYDDEKRFAPMGGIYPPSVLAVCRDCYIYEGCRNFRKFELLADIDFNEEEE 65 unknown hypothetical protein HOR27_gp198 Escherichia phage ESCO5 130 131 | 100 | 400838 | 100 65 | YP_009787187.1
contigl 188 | 81186 | 81359 174 |MKILRVNIETAWCGCNEVYVDIEIEDDMSQEDIEDLAHETFQDYCNY GFHILEEEEDV 57 hypothetical protein hypothetical protein G377_gp059 Escherichia phage phAPECS s | s | 100 | 400832 | 100 57| YP_007348575.1
MYNPTGILLKLTVTDPTLFTKLASGEVYEVMKDGDGWCYLCGYFLCDAEELESIVTKGFYEEPGFR ! .
contigl_189 | 81352 | 81750 39 BT TOKPDTITL TRQELITHED APIDGWNTODNDWOGPEAFL ELHK AYGEFCETTVALDNLKEGL 132 unknown hypothetical protein JR327_gp091 Escherichia phage MtIB1_P17 21| 271 | 100 | 1.00E91 | 100 132 | YP_009987016.1
MGCFSFLCKESGKAALSTSFDGSPCYLFLLKDGKVIEEMHGNYDSYGRVFSSKQDAHGNRESFKW voothetical rotcin
contigl 190 | 81750 | 82319 570 |TIPWSDVCDLMFSVNRGDGIAMVLAEHFTGEAPTERSEDDPNQGWGDGEEEEEEDYFYSTENNIFK | 189 hypothetical protein ol oetan Escherichia phage ECO340P1 390 | 390 | 100 |1.00E-136| 100 189 | WAXI14349.1
RVDNPYHKVHNVLTETEDDKMEIEEDDPLV TLPISELQKITKEAYDLGFKIGRGGMRY -
MFRFNIQEEKSQDLPIAFEDLDVGATFMYYDAYEDAGLDTYRNLVFIKNSTNSAICINGSLAQRGYT ] ! ]
contigl_191| 82312 | 82590 2T e s 92 hypothetical protein | hypothetical protein HOR21_gp221 Escherichia phage ESCO13 193 | 193 | 100 | 600B62 | 100 92 | YP_009786655.1
MSEKISLKKRQENLAFSLKKNKNLNEGKIVLRYACALDISGSMHGLY SSGVVSDFVGKLLPEGMLF
DDNQQIDMWAFNTSSQELTPATADVYDDYVGKCMRNVRIGGGTNY APVMADIYDEYFGTVTKYI WA found in Tetf
contigl 192 | 82592 | 83386 795 |TTKQVVQEEAPKKGFFNRLLGKTETVSVEREKVVAVSEPGADVTPGYVFFQTDGENGDPSAVRRLI| 264 ouncin | hypothetical protein HOR21_gp222 Escherichia phage ESCO13 540 | s40 | 100 | 0.00E+00 | 100 264 | YP_009786654.1
EENKNKPIY WFMVGVGNEKFGFLKELANAYDNVGFIGIKDLDLTDSELY DKLLSEEFGEWVVKVG :
AKK
contigl 193 | 83383 | 83631 249 [MIDELASQVIENY WREREAFIMRSLKEYFIGTVRMEDIVSRVEIHVWPDY EEWVDKENENAILRIYK 82 unknown hypothetical protein HOVS3 gp225| Escherichia phage vB_EcoM_Schickermooser | 165 | 165 | 100 | 6.00E-51 | 98.78 82 | YP 009823856.1
PEITLGGRSVKLRN
MLNFEIDEQKVNKRCLTIKDLDVGDTFVYENAFDENGLDLSEIVYLKVDDGENDYSAVELNHHAQ ] ] ] ]
1194 | 83612 1 27 hypothetical hypothetical Escherichia phage SKAG4 i i i 00E- : KMI7319.1
contigl_194| 83612 | 8388 0 | VSIONTSKL LEVEL TV IGITLK 89 ypothetical protein ypothetical protein scherichia phage SKAG 76 | 176 | 100 | 5.00E-55 | 9888 89 UKMI73
MTDKISLKK GSSEKISLKKVAPALKELRLEFS WKSDSKLDLDVSALVCRHNAAGNPEMLSARHLYC
Y ANKFDPERSTFAGDDVRDGTGSMEQIDITLAKISPDAQEIAFVLTIDDDTGLKRFGHASEGMLKIF ) ) .
contigl_195 | 83897 | 84499 03 D | 200 response to stress hypothetical protein Escherichia phage AV126 409 | 409 | 100 |100E-143| 995 200 WPK38128.1
ECP
MLIKNFVTVALLSLTAFTFTPVVAKAEAANVKTAKVVHKCTKQYNDKILLACAIY AEGRGLGKKG voothetical rotcin
contigl_196 | 84599 | 85120 522 |MNAVGNVVINRRNDTYFPNTVRGVLFQKGQFSYAKTFNVTEKDKWQEAKAIAERLLYLEKHFPEL | 173 Cell Wall Hydrolase ol ot Escherichia phage ECO340P1 357 | 357 | 100 |3.00E-124| 100 173 WAX14355.1
RSVLDVTKGALYFKKRNIRTNWERDMRLVYRDKVHGFYLPKGS -
MQEDNTVVVASYLVVGLTEEDVY Y TRKHLEAYATLFMEDEKDVDKYSIDMINDSIYPCMVLKVD ] ] ] )
1 122 | 854 2 4 hypothetical hypothetical Escherichia phage vB_EcoM_EP. i i i 200862 | 1 104 WPK29269.1
contigl 197 | 85122 | 85406 85 |V LAVERF ARTDAVECSAVMBONNIL OELET 9 ypothetical protein ypothetical protein scherichia phage vB_EcoM_EPS7 95 | 195 | 100 | 2.00E-6 00 0 9269
] MGEVIEVNFRTKQKVQKY VVIKNICYVCFNTVIY DSRRGENENEPY IEISKNKGQCICKNCAVAIKE ] hypothetical protein o — N
contigl_198 | 85406 | 85636 B [oawh0 76 hypothetical protein T Chosoas Escherichia phage ETEC-TG 152 | 152 | 100 | 500646 | 100 92 WPK30758.1
contigl_199 | 85614 | 85805 192 |MKTLGTNETGEISLQEVTNDKLIKLRDVARDHLQESFKEYMEARDRVIQIQQEMIKRGIVADS 6 hypothetical protein Phi92_gpl67 Escherichia phage phi92 747 747 | 90 | 10015 | 5806 64 | YP_009012499.1
MIYYITPYLTGNIGKAINEAIAVLPDDSWVCLRDTDTMFLLPDQPSMLEELVMSNPPFDVIGATCNR
contig] 200 85822 | 86385 564 |LGSGYQLFSNQINDDPDILNHIEYAKIAREYHKVSVEEVPFGTPLAGFFLLFRKSLWNEIPFEEKSIQF | 187 tansferase activity glycosyltransferase Escherichia phage ukendt 390 | 390 | 100 |7.00E-137| 99.47 | 187 | yP_009986919.1
DLIFSRTLHEKGKRLGLMRGMY LFHIYRLGQTNPQRSIHHLLHCHDHSKTI
MENIKIGVGVITVGVRPLKDYLVTDPRADFRVFNDPDRKGVAY ARNELMHQFYEEGYDY WFIFDD
contigl 201 | 86394 | 87077 634 |[PCYPVMEGWETYFVGQAVSGGWDFFGMPEYFKDKVVGSKGEVILWELAMCQFAMYSRAVVEK 27 glycosyltransferase hypothetical protein Escherichia phage ECO340P1 473 | 473 | 100 |3.00B-168| 100 27 WAX14360.1

MGYFRPYTHGYGFEDAEWGHRLQAAGLNHGIQATPCPLRIMAYIHPDDVFGNNPMPFANLTKEEK
EAAIGINWEEYKASLEDIKNGKIRISYEEALAHVK

ECO340P1_00091




contigl_202

87067

88014

948

MSNKKWSKLKIDAKPHSGCDYHRIVMPFNNNNFQPKKDIVVFNRIHSKGAEY VLSLKRQGVKVV
VDLDDFYQLNPEHYLASLYESNTHAIVAMVKLADVVIVTTEYLAYKIRHLNRNVVVIRNALPFDSG
QFTLSNDRSSGTPVVWAGGASHEPDLRLVSNTFDDELLTIAGYEASQSITGQEWIKIRRNLPNAKYK
AAVKDLDNYMSVYESHAIATAPLVDNDFNNCKSNLKILEAGAKGIPIICSKVLPYFNPVDARAVAY
AENKAEWHYEIVKLLRNPNYREDRGLFLAEHVRTHYNLADANELRRQVIESL

glycosyliransferase

hypothetical protein
ECO340P1_00092

Escherichia phage ECO340P1

651

651

100

100

315

WAX14361.1

contig]_203

88022

88966

945

MGQIILDNRNGINYSVCDFHRVVLPYSRQFSSQPKYNVFVFNGVPTKGKEGFLALKNLGFKMVMD
LDDSLVIPKGHMLEGIFESGIREHLKWFLEHSDLVTTTTPALQVELSQYNDNVHIIPNGLPYDEGQFV
LTRDRYSKTPLVWAGSETHKQDLAILPDFGKDLTICGFRRDSEVLSSREWSVIRENVAPTCVYEGVR
PYANYMESYDGHQISLAPLIDNVFNNAKSNLKILEAGAKGLPLICSPRENYHTQEFKDLLFFAETPSE
WKDITEYLLSAPDVCMEKGLALAKYVRTHYHIDVLNERRRLLFEEL

314

Escherichia phage MtIB1_P17

655

655

100

100

314

YP_009987030.1

contigl_204

88966

89244

279

MINTFDFEY TTRNGKALVVEVDYYYEEPNPLSRESDWDYHGGLLIDGIRFYEGSTEVFEKDLNVTV
AEIAFQFRKHMEELEAEY MMETNEPF

92

hypothetical protein

hypothetical protein G377_gp075

Escherichia phage phAPECS

188

100

6.00E-60

98.91

92

YP_007348559.1

contigl_205

90000

91035

1036

MSHIITKYGFDVDLSKEGHTGCPRCMKNGKDRSRNNLMVYGLDSNGEHKGAKCFACEYTIPSVEW
LRENGEVLEEEEEIVGSEFNKQIHRKIVQETSTNPRGYRGIKEKVSSFYGVRYEYRQEGDQMVVESC
LYPTTIGKELVGFKRRIHPKDFSKPIGQVGKDVDLFGQIRFADRSHTVVITGGEHDALAAYQMLSEN
LDNKYELPAVVSGTTGETSMYKQVQAQYPFFEKFKKIIVCMDNDKAGNEAFENIVKVLPRNKVYR
MQMDLKDANQYLEEGRAKDFVKAFWSARLYTPAGVYASNVLYEAALECLESKMITLPPFMRVAA
NMLGGGLVEEEITVILAKTSIGKTLMVNEITKHIIVAHPEHTLGILSLEATYKKYSRNLLSSFLHIPLHR
KTPEEKFQILEENKEKILDFYEREDGSPRFYVCDDRGADVESIKEKVLEMIIYFGVTILVIDPYSDLLS
GMDVQAQEELATWLKRIMKEYAITIIVISHVKKSANGGNEHLTEDDAMGSSFLAKGAGITLALERD
KAAEDPVERNTTHCFILKNREFSETGPAGQFYYDIRTATLHDKEQYFNNPANLPTDSNY

592

DNA helicase activity

DNA primase/helicase

Escherichia phage vB_EcoM-Ro121c4YLVW

1180

1180

100

100

567

YP_009984869.1

contigl_206

91128

91559

432

MRMTIDLNAKVKAAGALGAGVIKHKQALAFAIPHMIVEDHPEEFAVKVVENNVSVIEHLPTGRSY
RVVSSKGFRFDVSPSFTKGAGRSKVGILSYKYYIDKVADGVAFCRVSEGKVDIIFKNTKNMVISDD
GKVDLTIEFANN

143

unknown

hypothetical protein JR319_gp033

Escherichia phage vB_EcoM-Ro121c4YLVW

289

100

3.00E-98

99.3

143

YP_009984870.1

contigl_207

91569

92363

795

MSKLNTLDQYYTNPAYAGFLCDKIKEIFGEEANY VEPSAGEGAFSSCFKNITSFDIDPKFEDCIEADF
LAQSVESVGSVTAFVGNPPFGKNASLAIKFFNHCAEMLDNEGGICFILPRTFQKIFFAHKLNPHMHL
LYEEECPKGSFILHGEPWDVPCVFQVWIKRNEKRSPVVLGENRLFVLGNSKDYDIAVRRAGASAGK
VLSEEDSLSEASTYFLKALTSDLKTRIEAYPLLKAEASKTAGVRSLSLKELQWVLENIRKEE

264

methyltransferase activity

putative DNA Né-adenine
methyltransferase

Escherichia phage vB_EcoM_ESCO37

545

100

0.00E+00

99.62

264

WP_229504230.1

contigl_208

92363

94960

2598

MSKFTWDIEANGLLNNDTIDYLASPYRLKDTFQMHCIVLENHETGEIVAFHDGPKYIFDGRPYEESD
GKYTYVLKEYVAQDYTHFQLKDFPDFINHEGYFKDKPEYLVEMAVAHNGINYDWLATKLFYGLD
YSVKYNTWGKNKVKLIDSLILSKVLNPDRKIEGKSGHSLAALSRKAGGDVKIDFRKEIPEEDRFKTF
AADMLYYCIYDNKANTSVYNYLMEEWGDYDKWEGPFELEQRVADITRQEHRGFAFNMKQAEEN
LAFLDAEMERLRLLVEPILPPKPATKGYLKAFIPPKLQIKKNLEPTNHMINFAKKHDGHLEERDGDW
WLVMLGKEWKLPVAADEPLCDPNIPATLNDTTHIKNWLVGLGWVPSEYKDKDLTLKSGTKIKKSE
EELQKGIRAYVEQTLSSNFCQDRCDHLECTPETLERKIQERIAKGKGRGLKVLTNPCFTKGQEKEICP
NLQALGEKFPYATQIVEYLTYKHRRNSILGGGADWEEDEEDQEYDKGFLAAVRADGRIPTPAATCD
AATSRMKHRSVANIPRVTSLFGWEMRNLFGVEVPKYFQIGYDFDSLEAKIESHYCWRYEPEPHEYC
NALLLEKPNDVHTMMAKRITETIGRKFERSPAKSVKYGITYGAQADKVAKTIGSDKFTGQLVFDAF
WEAAFPLARLKERLNDFWVKTGKQYVLGIDGRKVPTRSAHAILNSLFQSGGVICAKRAMVIYDDM
IEEEGLSVDFFKDDWKNKDFVQQMIAYHDEAQLEVSRNLVEFKWFSPESLGWKKVDDPEEQKKID
KECLAKVEEWKHNKEKETGQIWANIHESPKGGWFTAYSRAGELAALAVTKAGEFYNLNVQLTAG
YDVGNSWASCH

865

DNA polymerase family A

DNA polymerase I

Escherichia phage phAPECS8

1803

1803

100

100

YP_007348555.1

contigl_209

95009

95200

192

MHYDLDCLGMPYLPDEFEGEEEREWDDGDIRCWSCGKDMSYEQHMHNDGFCIHCYNEIDLEED

unknown

hypothetical protein HOR21_gp239

Escherichia phage ESCO13

130

130

100

2.00E-37

100

63

YP_009786637.1

contigl_210

95200

95367

168

MGNGIMICYKIVRIVGDEITTRYFMIESQADEVYNDWLEKGGYDFVSKETFRLEV

55

unknown

hypothetical protein HOR27_gp221

Escherichia phage ESCOS

113

100

3.00E-31

100

55

YP_009787164.1

contigl 211

95378

95596

219

MRKLVSFNVSILVDEQNEDVIKGLANKIAGGMTEAEVWEECARLY EEGVIEVLGDEINMDDVVKV
TVERIND

72

unknown

hypothetical protein JR325_gp124

Escherichia phage tuntematon

140

140

100

2.00E-41

98.61

72

YP_009986500.1

contigl_212

96182

594

MTKSKQINIAKEILTVLKIADPNSVLAGGAVRDWRILDIAGRDLDFY TSLPAHRTEEQIQGLIASALM
GTNIRKLGNKEASDNYEGVTGLKHVFEFERDGQLCNLMIMEPSVMTTFLNEFDLSICQAAFDGKDC
YYSKDFETTLETGICFLHKDVREDAKHVIKIATRFPYLRFVKEVKVPRPPQVDTRLEEDDIPW

197

transferase activity

hypothetical protein

Escherichia phage vB_EcoM_EP57

96

196

47

2.00E-61

100

92

‘WPK29286.1

contigl_213

96620

393

MTERSKIAVETVYGNYTSLTLVEKNVVGLDNSFYFQILVIQGGNKKLTARVETSEIETTVTNKEFISL
QDTIRNVIDEEGKAATIKLGGFPVQIVHFPNGEIGVGIGKGKYLLEQDDMERLRSFCAKLM

130

hypothetical protein

hypothetical protein

Escherichia phage EF1-1

262

262

100

6.00E-88

99.23

130

XP096336.1

contigl_214

96637

97524

888

MSVINTETDRKGKTVTYATGIVDY VKLDKFAEPK TFHWEGK TIVSTHRASLVLKEKGAKPDEKGV
WISLGDIELKEGYENLQVKEGDNWITIEKGVEVSIDIDRVDNKGGKTY YNTKKSRITVLSTDGVQKS
NKSSGNKGSNDAAPKQSYKKRDTVGLETGHAVNGALELIRNGVKGDAFDIAGVVQSATVTLKSEI
AESRGVDINDYDLGASVGHAILNACKDHTIKTVSVEDLIDSARKVLALSDKVAAAIRGSAEQPKKE
EKKEVKKPEPQPEPTPSNQEEPPMDFDDDIPF

295

hypothetical protein

hypothetical protein JR324_gp212

Escherichia phage nieznany

o
8
S

100

100

310

YP_009986332.1




contigl_215

100000

100263

264

MFPIPIFTIMTSTGVVPLPAGIVKKVITLDYPDNAGNSNSSLAILLNDGRLFTQGANLFGEIADGTRSA
RFNNFHLASTVVADVFTADRCFVIKTNSGGWQYSGLTAGLVGSIAAGGTDACVTTWTSFPSVITGTI
SLANLKEVKGGYNNTLWLMNSGVLYGSGQNTVGSLGASTTNEVSTPRQITSSAVAFDAGYNQCSY
VNNVGTLRVCGASKGLAGNNNTTTAFVNATISATETVYVKDYINTVSQTIVVGDTSGGTGTVNYL
YVRSNTETTY TKLDTFAAGFSTWKFPPNRHSFFVGINNSLWAIGKNYTANLGLGYDSASGDPLQVG
KPVKPEGVGSWDINKLTSVHTLNMDITNQLGYQGTFFVYNGDMYYSGIWKDGKASYLFNSGLNY
NKFTPIASSVITGDILATGLTTDSLGICIVGGTKQLTHSVSPEGGKLFNIKY TSSAPANMTISSTGLMTF
HAEGGFDAGMTALNAEGTTLSDTSGGYASTLSVYTPSLSAMDVGTTQTMVAEITPTGAASLPGMV|
VEYFSNDPTVATVDPVTGVITAVADGGCRIGCRATYQGVVTAEDSSYLTVNAVVIVMDYDLTQETI
PADVKVNRSNRYARASGDILVPTESSAPVAPLEY VGTTPQGRRVVAANRTHIFINNNLTTASPWLK
TNLTVTASTINSPVGTTANTYKLTPSTTSGQHILSAVNTASDITAGKHWAASVFLKPDGITKVKLKLT
SGDEINEGTYDLVAGTFTGADANIIDMGNGWYRVILHKVTVAKQASITYEIALNASGSDTFAGDGT
AGLIAWVPQLEMGDMTNPVWAGTPFVCSYARDTTSAVTFTIPKNGHTGVDIYHTDGTVQREVFTG
TATTWMLTFTAASADWGSKFITGLKYYD

891

N-acetylmuramoyl-L-alanine
amidase activity

hypothetical protein
ECO340P1_00105

Escherichia phage ECO340P 1

1794

1794

100

99.78

891

WAX14374.1

contigl_216

100305

102329

2025

MNLTRPNSAIADLVEATYRKRRSFEAGFTLRNSREVLLLAAEGNYYQWKGTFPKVVPANSTPATTG
GISSLAWQNVGTADDIAIINAKFTAVQQQIDDLSETIPEAGKSAYQIALDNGFVGTEAQWLASLKGD
TGAQLNIKGSLASTSELPSTGNVAGDGYIVGDVIYAWDGSVWKLISSLGPEGKSAYEVWLADGNT
GSVYDFLTSIKGDKGDVGPTGPQGAPGVNANGFDYRGDLPSTSNLPQPNSENVSQAYSINGNLYV
SNGTAWVNMGNIVGPQGPQGEAGKDGLDGTDGDEGKSAYQSWLDAGNEGTEVDFIASLKGPKG
DKGDQGERGPQGELGPQGPVGATGSGLEIGVLNSEAELPPTGEVGDAYKINNDLYVWVQDATEW
MNVGSLGGTSITAKGHVPNSEALPVYNNYGDAYLTEDTSNLYIYTYDQDTNSASFVDMGSIKGDK
GEKGDKGDKGDPGTNGTNGTDGTNGKDGAQWFVATTNPVAGDGVINDYAFNTTTGAVFKKTDS
STWTLIGTLPSIPEAPQDGLTY GRSDGNWIEISGSDPTEAITPTKVTAGFMELETTTANSGASWTPSGT
SNMYVVTVTDALTVGAWPGVTGSTKPKAFSAMIYLIQDTTGHTVTLDASY GALNDTEIATTANAV
TILQLTYPGVGNIVDMVVVTR

674

tail fiber protein

tail spike protein

Escherichia phage ECO340P 1

1337

1337

100%

99.85%

674

WAX14375.1

contigl_217

102392

105445

3054

MATFPTYPATSLEQGVDLVIFSSNQLHDVINGSATESIETESGLIPTLRKALVDNFFFKSPLDWAQGT
NETVFNQLRYFQNGVLSGYYYAPNATLVNPIPMQGTPVGDNNWVLWGLKTEQLATEVTPWVYSG
ATGYETVISPPYIFDSAIVTINGVIQVLGEAFRIEDSKIILSEPLGHDPATGLPNKLFAYIGKIVASADT
DPNLENRLVSLETKTEELTESMDKVPLQTIARKYGLLDDEVAYATAGQSLTGIKALYDPVAQSSYTL
PPNITGTLTSLSVSGVMTYSGGSVDLSALAVERGQFVHLPTSFGNNVTLTAKNQTIGRGAGRYRWA
GSLPKSILASDTLETSGGLGPNAWVLTNTEGLLTPRGGTYNDLFDVVYLSEFANNTTTY TTPEAAFQ
AALLAAKSSKSKILDAYGCDMTFTTSSFDIQGITLRGGVFRGQRDYRVQNATVEGTTFRNSRVMY
WGGAVRMFDCLWDGAPRAGQVGSLVFQGNPISGTFEIDNCTFKNGLY GILQQGTGEPVTRGVFRN
LTFMDMQGDAIELNVINKHYDDGCVIENIYLSNIDGTNAPIPLSNWGIGIGVAGKGPYGYGIPDDQY
CKNITIRNVFAKRCRQIVHVEVGRNISIENIHGDPDQTVSVGTGLATGAVVMYGSKDFTIDGVY GEP
KTDGSTLASNIRMIYLEWGTNAVLDEEGNPVVPAQGRPSNPCFNYSVRNIHTKTGRVFAGVSAGPG
YENRVSFENIRCAALQLFGIASWLSMSNITCNIFDCVGQPESGPGTFYDGFFRREKSVLEMVNVNCY
PDGKTMVTGRPQWSRCRYSDIHRVNCNVEANMY TNIAGGIGAIVGTTGKVYYLEPNPSRNIDGMH
FPTGKEFDKGDMIVKADNTFFLVTTSGAYIPDIPAFGIRATQAGDTFLTQNLTPNGTATNASWLYHY
PLSAGTRIRIPGAGVGGADLDTVITRAPYQDNDTWTNPVKIDIADPIVTPTSAGVRIKTIPNDSSNVS
VGNTAVIRPTPVVDVPTT

1017

colanic acid degradation

hypothetical protein
ECO340P1_00107

Escherichia phage ECO340P1

2084

2084

100

100

1017

WAX14376.1

contigl_218

105449

105784

336

MEFQEAWGLAKDAIIPLIGVIWFFFKQKMDKFGSDLEEMEEKSRELEKKLVFVESTY ATKAELTQM
LNQINSTLMANNNTLEQKIEKIMDLKNATIQMMLDDIVKRTQNKG

lipoprotein

hypothetical protein

Escherichia phage vB_EcoM_EP57

164

4.00E-50

100

83

‘WPK29294.1

contigl_219

105794

106339

546

MIFTNFKKYIPEDPELKELVEAENILFLRCDQGYDWYDLRSTEFNNDKMKVVFDDQNRIVFWNTDP
TLLCPEDLSIAQVDFNIDTFEDIRNKVLDLETLTLKDKEY SREELMTQASAKIRSLQETAVALITPLQY
AKDLEMATEDELAYLKNLQVYVVKLNRVPLQKDYPYAIDWPTLPTE

181

Caudovirales tail fibre
assembly protein

tail fiber assembly protein

Escherichia phage phAPECS

366

366

100

2.00E-127

100

181

YP_007348544.1

contigl_220

106340

107401

1062

MAKPIYYPDWATQTVTLPGTLNTNKIRPKETIRTVGMDY GQIMTCEEMNWILNNIGLWIRYLVDDF
LPTLPNTYLPLVGTKITMAGDATGEATWNGNKEVTLSIQVQDNSHNHLSANITDATSSTVTPNVLV
KRDAGGAIYGGDVYVNGTSTTDPATLFFKNFAGQTNGEISAEYQSGGQLYIYRRNPSTGSVSAGVR
LYDAGYVLIDNPRSNSGQDTSNGNALVRLDYLNSRLTSLOQNTLQTNINTVQNNLNNVNSNLSSRIN
NVESNHQSQITNNYNYANGTFVRDIRYTSQGVYYPPGNEVSWTYICSSGY VLSGIIVQETGRSSAD
NIGGVYFKRLQRNVNGNWYDIGG

353

tail fiber protein

hypothetical protein
ECO340P1_00110

Escherichia phage ECO340P 1

714

714

100

100

353

WAX14379.1

contigl_221

107411

108040

630

MAVSVDHVTTWASINEDVKNLLIEDFKSSPNIVKLLYIVSSEKQKIDQAMIYLAKHRLISTATGKYL
DILGEEMGIERNGSDDEEYRTILKIRAYRVASSGTRGDIIDIFARFTGTERETLNTY VGLNK TFDVFFY
NLCLQSDQALEQLLSVFPISSYRLGAKAGSAFGESSYYATKPPHGIGGLGSLYMESTGDETGRMCT
LLKQID

209

baseplate protein

baseplate protein

Escherichia phage ESCO5

429

429

100

2.00E-151

99.52

209

YP_009787153.1

contigl_222

108043

109530

1488

MDEYGLTDAGFVIPTFDDVLNNYMTAVKNTFGADAATSEDTVIGQLFRIIAYTDY TLWEGMQGVY
NTQTLDGAEGIYLDEIFSKRGFYRAGAAASTGYAYVKSNNKAAWTYELGTDIYFNSDSDMNYYVS
TPTMLNAKIAAYQISRANATATGVPNITFYAQSAVDGGLNSKTLAPGSSTFITDLETFIKANLTEADR
SLVFSDSGNLSIGFTSLTSDTPVGLVTPIKFYASVPVGTKWSEIPVVAAEKGYNPVGVESITGISSTFT
GYLDSGNFYSFSPGRDVETDAEFRSRFNDNVDEANAGTRAAIVKALLLTDGVTKVKIYDNPTLHD
QEHAPAMTFQTIVYGGSAEEIANVIYKTKPINTLTHGTTNITVTTEDGGQEIRFSPGASAMYSVKLV
YQTVNGTTLSGTEKQNIVEALQNLQAYFELGSSVTNDQIKGVIYAALAFGRLTSLRVY VKLNTEDD
SKYTENNIVPAYNVVPSFDLDNISYEYGV

495

Baseplate J-like protein

baseplate wedge subunit

Escherichia phage vB_EcoM_Schickermooser

1000

1000

100

100

YP_009823827.1

contig]_223

109530

109793

264

MAKEKNGFKKFIRGMFCTYPGNGVSSTKVWNAVGMSVMTGMFIFLGIEKEIPEWMGWAFVEMIT
PSRLMKNLIDLRWGRSQSTKEDD

87

membrane protein

hypothetical protein

Escherichia phage vB_EcoM_EP57

71.2

100

4.00E-14

100

33

‘WPK29299.1




contigl_224

110130

111740

1611

MSTTITNLPETSKVNGSDYLVLDQPDKTVKSTVSNFLTDTGVVLATQLKDISGATKYPELQMSRWR
DEGDVRGWGAGEEGFNAAMSELSANGGGTLFVNEDILFTSLPIMHKENVTVRWNAVAKVKSGLT

AEYAYIMDGGADTPTYSSSHHFTKANKTNCYNLFLVAEDYTTGISAKGVCVRHCYGWTYEGGAIL

GFNNGGFYETNNYEGKASKFTMVVANTRLDNSVGFESNSTDSWFSELSPVGYSIGLKFNKSANVV
DKAHPWGNTVDNRVGVMGKMNVGIVITENAGFSTYSNIILDTPVRKNTNNAPSRSNGGVGVICDA
WDCVLDGILVLPSRHDTVAKSTLPMITTTQRSTIKDFQVSGEQY VTDIWISFENNSGIARNHISGYGY
AEKMRTGMTFGPNSGAVLASADGVTMSSQTLTSGIWYNTLSFSIATTVAAIPSATGDVIVNIAPVYG
IKSGFGGTVRGGLYAFYYATANSAKQLYDVSLEVVSDNTAKFLLTFIDGTTRYAHWTDVSDGSAR
AISISGTINIV

536

Catalytic beta propeller
domain of bacteriophage
endosialidase

hypothetical protein
ECO340P1_00114

Escherichia phage ECO340P 1

1097

1097

100

100

536

WAX14383.1

contigl_225

111749

113902

2154

MKQAIFTVTRDKRVNASSFNYTTVDGTAVAGRDYIAKSGTLVFPDDADSATIVVEVFERPKNSIDL
NFSLQVSGISQNNMMVETTINCHTTIQENTTPITWTTKDVKMFSPMY WTIDSQATESCSIVSHGDSFT
ARFVNRTTAGLAGVIWSTVDKYDHKGVGYLPHTDLSSEKLWFKMEISQNMPGFKEEPLVPTLTVTL
LDKSVHYVSLGFYASDISEDGKTATIKLDFGNIFSGPNNDIPLDMSAVDNIFFSLITARY EEIEEIVPIA
SQEAWFTFTLLEPTSGYSMMKVSNLVQPEHDIRMCTSYDDMYNLTPERVIYNTYALGYRGMINHY
NGMSHYYEFSWNGTSWALNRSVFLNPATEAWLNSFHSIANENGY TIMNSLSFELMSTVCPVEWVQ
HDWNDALAATGYEPPSYVLSPTIDEGMEYLQNVINKIASISQANNIPVVIQIGEPWWWYNTASKMP
CIYDYTTKLAFNTETGLFAQDAGTIDNYKTGTPFDEY YAFLSRKLGLRVTKFATDTRATYPGAKVTL
LPFLPSIIGNGLMEKVNFPSDY YIPEAFDFYCSECYDWLLEGKMMKAFDAITIPHEKLGFEY SDIHYL
AGFVPDATLAPLYGFDPESNYRTYLWKMIIGNIVLNANKFNGLTQYIWAYPQIMHDSITVVNSQSQ
VFYMGNVPLNVYLQDITLKQVNVEIATISGITLATKSGEDLVTTQKFYI

717

Calx-beta domain

non-contractile tail sheath

Escherichia phage ECO340P 1

1488

1488

100

100

717

WAX14384.1

contigl_226

113911

116787

2877

MSRVKHNIDNTFQLIEGLVQFLERNTGLTIDPTVQHYIINPQNVLANNRHFINWTAQEGQPNGDATT
EGQSVLITGFAYAYLATGDKKYLESAEKYWQAYIDHFFGGQPIPDPPAKYRPNWIINGKEPRLAHY
PLTDDGYPTHGGFKGSMMTWINGRTIIPKGAPHWGEY LDKAWFAFNGNLGWNSVNATVYATNPD
GSTNWKEYGDQWDVEWIIDRLGRKVDWDGNILSTGHSFAEYGTVQLKNASVNGDYKFNYATCNP
VEHGGYLLKRNEMWHNRPVNVPVELGYQDNASDAETWWCDANYLMY QITGERKYWLCWQSSLL|
LCQDYSNIDMFDKFFRRSTTAIIPFTDGISYDYSYPSTAIPKYSRDELGYTVIRQDVAAQTTLEQQAV
WFRVDQNSKLRIEFQGVDDAGEGVLFRPELELSKTKSETDTVTYRCGLPLGAANMTKMDIPLSSFM
RTEPPGGGVYITAEPRIIVDWGSNTVIQYKYATGIAGTNSDQIVSANMDSDGGFTIGFWLTPTK TANL
KSITYRSYADDFNITITDSAGWRWWAMLEKTNSAWVTKALSPADFKLSTWQPNHDDTETKPSSINL
TAVDQINIALDSEPANGLTGAIDFYCVNDIPSLY SSAAGDDYTMYFRVTVSSENPY TAKLGDCTILD
YKLDSLNYTPGIIPFSNISDPNTALYDGWRGIPYPGYQYPSLY CFKGRDIDWVRMNNSIDFLYDSQM
WFYNKFAPVMPGPMAQAYVWDRWDAHKYGNKNEFTMYHWNDKAWDGYEARAFFCACHTVY
ELKQRGAEVPEKLLTVCKNWINYLKWFQDNNEGRTPTIFYPNGEVAAPVDDFTSHMSALFMAGCA
IMGMAGYDSEIPNIKIVADRCFELIQENYIVLGPNHVMNGCWSAAPRPDSDNGVFFGFHAGELLRG
FGLYALYKKLNPQNALPVLDSSNIPALTVLTMANISVDVTE

958

catalytic activity

hypothetical protein
ECO340P1_00116

Escherichia phage ECO340P1

1998

1998

100

100

958

WAX14385.1

contigl_227

116787

117260

474

MADLTTIKISDLTQTTSVSDTDFFVTDQAGITKKTSLKVLLSGAGVTRNRLNARGTVTSTLALDISSA
EYFSATLSSATCTISFTNIPVATNAVLNFTLALRQGSGANKVVWPSSVKWSFGRPPVLSYRQGATDT
FEFISYDNGATWTGSLVLAGVI

157

N-acetylmuramoyl-L-alanine
amidase activity

tail fiber protein

Escherichia phage nieznany

311

311

100

2.00E-106

100

157

YP_009986349.1

contigl_228

117260

117886

627

MGIPFDLKLGPNNDLIMDDGDLVLTTTRTEIAAQTLGITLNTYRGEWFLNTNFGVPYLQEIIGVARKK
DIVDRIFLAEIAKNVYIDTINSYKSAYDMDQRYYSMTVMVTVGADTVTSIFNTQPSEEFIYPEAGED
NAAIICEAYSIVENSNRLYRFINFVGLPRDTYSTWWNEWSTESAVERIMVNEKGDALATNNDFGITA
MTGVEE

208

baseplate wedge subunit

hypothetical protein JR321_gp249

Escherichia phage anhysbys

100

6.00E-150

100

208

YP_009985601.1

contigl_229

117888

118622

735

MDALNFVTAMRGLMTEQLAEVHTALPVRVTGVNYGAKTVTLESIVKNTRSSEDEIDYPTFEDVPFM
VNGGGTGRISFPIKSGDLGTVIFSERDPSNALQTSGETSSSSTFMQPCGLYPICFIPKIATGTDSTEAVD
SEKVVISNNKNTYASFDPTGNISIWNSQGMKIDITTSGITITDGTGTLDLKGGNLTFKGGVADINGLK
IDQNGLMTDGNGIGFHTHTHTVRNIQSGSSSAESLKPTGA

244

baseplate spike

baseplate spike

Escherichia phage anhysbys

496

496

100

1.00E-176

100

244

YP_009985600.1

contigl_230

118622

119632

1011

MAEREYTKAPAPNLNRAYKLLIGSATNTIQKRTKNSAFKSTVDLDTKLGTTEKSSSNLY LLQDHQIT
FSIKKDNNKDPNQAEIVVYNLSDDTVNYINRGIRNNLAVALAVGYEGEELVMVFKGTIQWVSDTF
DSVDRKTTLHCLDGGINIAEARTSRSYPKGTKIKRVVTDLVKDLGTTEGNIHVDNDQTLSSATAMC
GNTSHYLEHICKSIDHNVSIQDGSVYVTPRSQMSSARSAYISPETGLIGSPEPFHNDIKPTKKVTKSS
KKAKKPTDGVKFKCQMNGAILPEKTIWLKSRDYDGPFKVVSVSHNGDKEGKEWVTEVECVSVSEIL
MTKEK

336

baseplate hub

baseplate hub

Escherichia phage ESCO5

696

696

100

99.7

336

YP_009787144.1

contigl 231

120000

120055

56

MTTYSKTTRSTSNTGYSAVYLEDHSTYFAWYLKTEEYPDQTYTVTLDGVDYDIRLRWNTRDESWQ
CQIGLSGDDPSISFKVTNGLDLLKPYKYLESVPDGQLYIVDTVKINGRPGY TTTGRDKRFVLVYIDN
KPNQA

137

virion structural protein

MAG: virion structural protein

Dompiswa phage TSP7_1

100%

4.00E-103

99.27%

137

YP_010356189.1

contigl_232

120058

120759

702

MAAMTPQQSVRAVYKAEQEINSTENKNTSASTVKGDNGFCILASVYNSSSDQYIQNFKAITFDSVP
EVGVTREADVTSFPVESGSDVSDHVQIKNNRFKLSGITETPIRLMRDQLY SAGVNGARISQAIEYLD
QIFESRQPIVLLTEHRTFENVILKGYSYDYKSEFAMQFDLEFEQIRLVSKATTNAIAVKTAPNKSTGG
DVKGQVASNGPKSDITVRTAEATNTPTNNGG

tail fiber protein

tail fiber protein

Escherichia phage phAPECS

479

479

100

3.00E-170

99.57

233

YP_007348531.1

contigl_233

120886

122874

1989

MLEINASKISNVVTFKVDKNSLKEAKDAVLSVQKFANKMQPTMNMTKFRQQMKEIERELKKAQT
QSQKPMRAPTPAGAGAPVGGSGRPRTPKTPQGREEEKARKAAEREAKAAARREDLGNLRLQNFN
YRARAFSKASPGAMQEARDVMGKAVEQYKKGEITLQRMNQALAHQLDALRRSHREKNAEIEDEV
RGRRRIRRELEAEAKMRIRMRNRELRDIERNRKRELAQQKRDRDRRY GQLKEGAAGLNPRMIASSLI
GAGLFAGGSVVGNTLMNTNERIKLVSRGAENVQTNANAILAMTAWGEQNGVDSANIIKSIDNIKD
VRERLGNTVLASKWNEKEGK WKGGDNGINDIMNLFGWNPEQLKPLQNDPLAFIQATVNEGERRG
MNSAQIGRLLENLGDDLMHY QRMFSKNGEGYNEVLKMLQRTGATLTQEQIDASKEFTRFAATVQL
VGQGMQNHFLEGFVKALPKDDSWLDNVKVLDQFAKDLGEELGKTTVQLGGFAKELGDGFGSFTN
WLKETFPDTFGDNTDPNKSMAQKAYEATQSGDSNPVADWLYNLTGIDTQDIGRMWRGEQTRTRA
FGFGNPLEDLRESAYTPNVSLARNQPVVENTVAIPSDLIKVTISPSSEFGNILDARIQNSGNSIFQRLSL
STLSGQSNTGG

662

tail length tape measure
protein

tail length tape measure protein

Escherichia phage Mt1B1_P17

100

100

662

YP_009987060.1




contigl_234

123161

123643

483

MSQEQDNTIQKYARPEEVVEIPLDGNRSVTFRIMKWSPSKVFDRIPELGSVLVVPMTMYSTATMSA
DEDLESRIAMALIQLFAGLEEKNLTVFLRKILDEVYTQDGYNVAENFDELFMAHPELVLDLTAKVLE
VNYGPFFKRGFGKLFTQLQAMTSLAAN

160

tail assembly chaperone

tail assembly chaperone

Escherichia phage EF1-1

328

328

100

4.00E-113

99.38

160

XP096314.1

contigl_235

123689

124168

480

MDKMLTGVMAYDPSQVILSLGGWEPWGFAADTKIVIAKSNDIINPYAGTDGDVSLALSRNRLGTLT
MSLQRTSPANEVLATYAQTMYSTRQVAFSVYLEDPRGY YISTIGWIQSQPEDTIGEMITENQWVIGL
KDASLLRNEVGVGLSTLNSISALTIQ

159

protein of unknown function
(DUF3277)

virion structural protein

Escherichia phage MtIB1_P17

322

100

7.00E-111

100

159

YP_009987063.1

contigl_236

124215

125588

1374

MATFREKVATVTLLY GATSIRETQFDIPLILTGQNVTGEAIQYYSSSDALLEAGYGLNDPAYIMAVK
LFNGLFPPDQVMVGKREVTNFTLTPIVEDSATY TITIKNGTKKKEFKFIADDTATAQEIVVGLTEMIN
ADLVYGPLFTVANNGAAMTFTPVEGKFGSIDSTGFTQETVYANAITEDIAALHDIDSSWFWTLSDSH
ETEDVLALAAWVEENDKVYFFSSSEPGIKTKAEDNVLERLNDLGYNNTCFALWMTDADSVFPEAA
VVGAICSRQPGLTTLHGKTLVGVEIEKLDQTSENNIVQQNGNIYRKEHGTLFYRDGLMVSGFFVDY
VVHALWFKARTEESLFTLFKQQSMLGGGVRATSNGLALIRQAVLANPIQVGILNGSIANEVVTSEET
GLRVDLKPIVYIPSRADMTDAQINARLVDGMKIEY VYAGFFHY VKVQVNVLTNRTAN

protein of unknown function
(DUF3383)

tail sheath

Escherichia phage ESCOS

940

940

100

99.78

YP_009787138.1

contigl_237

125623

126282

660

MEQKEETLANIYQQIEAYENAIYLNIGGFLQELVGLPVYVMDKPFIKPDTPYLALRIITSSDSGGWSY
RSSIQNDMYSYEMDNTYEIELVAYRGRPTTLMSYVLAALRGAEELKYKHLY SKGLGFLGASNIAQA
NTIVDGDKTELRARMVMTFNTRMSIEDIATTPIEAINMHIRSFRDSYNDPIPLDLILNRVYAITLVPGE
YSSVNQNGSLFNNPTE

219

hypothetical protein

hypothetical protein JR319_gp064

Escherichia phage vB_EcoM-Ro121c4YLVW

433

100

6.00E-153

99.53

219

YP_009984901.1

contig]_238

126254

126694

MYTKKEIQVLLDQFTLLDLTEY QGRRRVYKEAVGSVIANLESSVEYEPFTIEAASLQPISGKTLNALP
EGYRSKAQYSFWTKTEMKGLQQGTEQLSDQILIDGKWYSVYSLKDWTRTSFLVHHHCVAILDDQN
NSWSYGTEGGNFG

146

minor head protein

MAG: minor head protein

Dompiswa phage TSP7_1

304

304

100%

2.00E-112

100.00%

146

YP_010356182.1

contigl_239

126716

127204

489

MESEILPGDDTDWETIKKMMDLEQVQIEAGFLTNKRHPESDLTIPAIAAIQQYGNETNNIPARPFITD
GAVISQNNIAKKMKQVFANYLLNNVGLAVFEPIARASREGIAQAIAMQRYRPLSPVTIKIRQDKGN
YSNHILIDTAHMINAIETKITKSKSKK

162

tail completion or Neck 1
protein

tail completion or Neck! protein

Escherichia phage anhysbys

333

333

100

4.00E-115

100

162

YP_009985590.1

contigl_240

127204

127752

549

MLNAVELAPLIRILVYNPSQEVLPDAMLIQIIQTWIDIIGNEDKDKCAVLWNSLISVLEYLWNNDVLN
NSTQTGGAMSRREKMGEVEVEVKFNNGQVTYKSPWEDIYHNYLNGLMVIPGCTAGRGATSKVLI
GGVDAREIDRVNSDPNSVNGLGNVASVDRNTRNVNYLRNYGPVSFYRRDK

182

hypothetical protein

hypothetical protein G377_gp112

Escherichia phage phAPECS

100

5.00E-129

99.45

182

YP_007348522.1

contigl_241

127762

128106

345

MSNPELKRYFSYHEMIRDFESLSPLIDADKTLVSAPPMSFYLKDGRIALGGNFIHFLTRLREETGILVH
PFASEEHMGYYLVSYEDYAPVKIKEEVLKVEAVDTPAKKRSLRKK

114

hypothetical protein

hypothetical protein HOR27_gp252

Escherichia phage ESCOS

100%

5.00E-85

100.00%

131

YP_009787133.1

contigl_242

128191

129192

1002

MPAVILDQVVDFSPMIELQDSPDTLIASLNLFSVDYHSTTAIEIGKEKAEDALISARERGGERNFLSM
KNPELKAFRIPFFPLDKNIKAQDIQSFRSFAMAGINDSLRTDAEVVNRYMSQILRDVAKTKEKIFAE
AVMGRAYNGVGGAANSAYNWYTEWGATQKSVAVDFASTTVSPAATIEKEARAYIIDTKQDGSTA
TRIVALCSREFFASLVNSPFVRQAYQYFQGTPNLLRDRLSGNMDVQVFEWNGVTYIEDIHGNIPAGE!
AYVLPMGIEGMFQAHYAPADTPELANTQARELY TFMISQHRTIQLQSEFSLLAVNTRPELVVKLTTA

333

phage major capsid protein E

putative major head protein

Escherichia phage anhysbys

100

100

333

YP_009985587.1

contigl_243

129214

129612

399

MAKGITLSNSRQEFGHLVLGGVFSSDLGHCVREVNLVKTATMKIGSILKADNTEAAKAEAADAAK
VLIWTDALFGIDDVAVGDTFTAVVGVRDLTLNRFAVYYKDGSLVDDAGVAALETHDLKLTEKVVF
TS

132

head decoration

hypothetical protein
LIIJOHLM_00144

Escherichia phage KKP 3954

177

177

100

1.00E-54

100

91

WLW41436.1

contigl_244

130000

130747

748

MANTYLTNVDFSGKATEESLGAHIAYTFDFQGGAASGYNTPLLFKSDGSPDITFEKLEALTKMGED
VTELRKSYIQQVMDRISEKVREKFEAGWDWVY VIDADFDANVAIFCSDNGMFSVGFKVDGLNVE

VEEVAKPVVRVTDYQVVDGDVMISIDFFEDVLDDALSNLVKSSLKQSQVKDYLVKAHAKANTNS
VDAEANPAGDKSANTTGINKGETPLENINKEEFLKSAEFQELMKAQIAEAVEKAAADARAAAELEA
QEKIAKAEQEAEELRKAEQARIEEEY TTVVKSYSFVEEDKVEALVKYLVDNKDIAETIVKAFEKARA
EVDAVKKEFGTERGVDVINTQPVAKSSSELISQKAAELKKAQKQ

371

hypothetical protein

hypothetical protein JR326_gp261

Escherichia phage ukendt

744

744

100%

99.73%

YP_009986874.1

contigl_245

130750

131229

480

MELNKDTLWELFK TFAGFKETSESQQDSIPSQKPETLVKQNKFDEEKMQVIEVLY CPPEEDDLHGER
MSDLEIRKMVDNFNENITNISGNLGHMKNTDKFSPIKAWVNEVDCYIGDELVVEGTPLVKIQFNDP
ELYQARKDGVLKGLSIGAMGVKVKKD

159

Pfam:Peptidase_S78_2

hypothetical protein
IBKAFEPJ_00147

Acinetobacter phage vB_AbaM_ ABPW7

327

100

1.00E-112

100

159

UZN23962.1

contigl_246

131323

132888

1566

MSTGKRTYTKKSEY WDKGAANKAALSPTKEAEKEK TLLLSPEIGTIGLNSIKAFTNFMQPYETRFPE
CIRTFKEMGEDPDVATALDATYIFVDRAFFDFKIKYNVNSAKSRKAAKFIDYMLRNMQAPLRQYV
RSLLTYKQYGFAFAEKVYELDEDPKSPYFGY WRLTKLAFRPQDTLHMAQPFTYSADGRSILSVNQN
ITNTMLAPGNTTLETGIKEIPFSKVLFVGSNITENNPLGVSPLLAVYRSWREKSLIQEFEVIGVSKDLG
GMPVLKVPSDILNRASLDPAGDEAQSLRVLQANIANLHSGEQAYMVLPSDVYEGTVMRQYDLVF
QGVDGTGKQFDTQALIKQRKLDIYNRFGAGVLIMGDGDAGSFALSDNKQTLLSHFIERDVDIVVEA
INSQLIPQTLRLNNIFLSDEDMPKFVSGEMGDPDIEVNAKAIQQLVASGAIPLTPEVINEFLEKIGFEY
RIPDDIVANKEKFFEFMDNYMPDKTSRSGDGLATAGTGTSDTVSALDPSAQNLSN

521

portal protein

portal protein

Escherichia phage ESCO13

1072

1072

100

100

521

YP_009786600.1

contigl_247

132990

135065

2076

MAKKKAAGSLAGVDIEVKAQPGKQTLAMDLMPEVMIYGGAAGCVSAETEYLTKDGWRQISEYSG
EDIYQYNPKNKRLELVTPYFVEYDLNGDNLYRITNGVGLFQELSMEHRFVFYKKKKSKKHFEILVG
DLIALQQIGKPLQGY VENPFGKRVPFNIPGKKSTY LKIHEVISTDDKKY CFETPSSYIVFRRGDHCFV
TGNSGKSRLLLLKALKYAYKDPLFGGILFRKNTTAHRKPGGLFTEAKRLYLPLQPHVKESTMDIIFE
ATGGGTLKFDHLENDNVTAETNHQGTQYSMVGFDELTHFTQYEMLY LLGRMRSESETSFMLCTCN
PDADSWVLNWVLPYLDEGGYPREDMCGKQKYFIIVNDEPVFADTPEELKEKYPENCFMENPNTGE
TVVIEPQTFVFIGGTIFDNPELIRLNPNYLAQLKSQTAIKRAQLLDGCWFARIQKESFFQREWLHKISY
KDVPNNLKLMRAWDKAVSVPTETYRYPDYTTSVKMGKDQDGNIYIFGDYDYDAVDEKSKIFGRF
RRLPGERDNLILNQCKIDGPEVTVVLPKDPSGAGTIEY TESAKKLILEGFVVKPDAMPGNKKKLQRF
MPFSSACQNGFVYIVEDSFPNVETLTHFYKELESFNGERSTATIKDDIPDAAASCFNTLSKENTFKAV
AIPTTTNAPTGYSRMNSGFHQPYSVRKR

Terminase-like family

terminase large subunit

Escherichia phage anhysbys

1442

1442

100

100

691

YP_009985582.1

contig]_248

135075

135359

MMTGCSSSTKVSPVLIDECKAVAIEKVKGPDSDLMDKVSTPVPYTKNQIAKGVSRSEVVNNQTQN
NALWEQDRRKVLGLQTYIKTLQEKGIIAE

94

Rz-like spanin

hypothetical protein JR324_gp250

Escherichia phage nieznany

190

190

100

1.00E-60

100

94

YP_009986370.1

contigl_249

135310

135702

393

MNLKTKTVLSFVLIVVLILAGMFAYNKIRESGYKDGVAYQTQVYQAAQAKAKQDFDVLQKRADE
ERALLNTQINNLSKNNAQLKADLEKKKQTINEDTTNY AKTNSGSMSCFAPNDDGLFIINKSFPSSY

130

Rz-like spanin

Rz-like spanin

Escherichia phage phAPECS

256

256

100

6.00E-89

100

130

YP_007348513.1




contig]_250] 135753 | 135923 171 |MRNFVVKNDFNRSSYHKDKKNDYTRAWNLEEELY DDREDVGRDPSGGSTDGSEEDS 56 hypothetical protein | hypothetical protein JR327_gp152 Escherichia phage Mt1B1_P17 13 | 13 [ 100 | 3.00E31 | 9821 S6 | YP_009987077.1
] MPKLKRGRGRPTAEMQQIYAMDAAQASVKELFAEHY LEAMRYIVELVNDKDAAKPLRFQAAKAI ] ) N } N

contigl_251 | 136064 | 136360 297 [ WL o EAMESETP AV ON DD PKEIVT 98 hypothetical protein Phi92_gpl15 Escherichia phage phi92 2 | 12 | 100 | 200829 | 6939 96 | YP_009012447.1

contigl 252 | 138739 | 138987 249 [MSLLEKHVFEDGNGNAVFLFHPEKYTSENNGTTSIVITKDVKVIDFLALMREMDLEINTFNAEALVV | o) hypothetical protein  NG: hypothetical protein M1M20_gp Dompiswa phage TSP7_1 166 | 166 | 100% | 2.00E-60 | 100.00% | 104 | YP 010356438.1
ALLEKKDSEEVAEYA

contigl_253 | 138996 | 139247 25y |MPITPHLGFEGYMQNSFYFRCRACNRHLTNHSRRDKNGVIKESDLCSICTGLAFDDSPERVYQHQCT| g5 unknown hypothetical protein G377_gp124 Escherichia phage phAPECS 166 | 166 | 100 | 500B51| 100 104 | YP_010356438.1
TDVLVSNLVEDEQLTD

contigl 254 139285 | 139470 186 |MISENPCKWHHVPIKDCMSCNPRSIYNIASYDDDNVLDDDEGWEDLDWTGYETKKDKIIPS 61 hypothetical protein | hypothetical protein HOR27_gpl30 Escherichia phage ESCOS] 16 | 116 | 100 | 400832 | 100 S6 | YP_009787120.1
MRFTRQEVVVLDEAMTMIVFYYEDIFCAAYHLNDIQIEWQQIAFLLDKSNHLDGFEY LEWDGAKE ] ] ! - )

1.255 | 140000 | 1402 27 107 hypothetical hypothetical HOR27 gpl2 Escherichia phage E 21 | 221 | 100% | 700881 | 10000% | 1 YP_009787119.1
contigl_255 | 140000 | 140275 6 VO DOV DAOCKT LTy OFSNK VKL EROLEVYE DTN o ypothetical protein ypothetical protein HOR27 _gp129 scherichia phage ESCOS 00% | 7.00 00.00% | 107 009787
contigl 256 | 140259 | 140375 117 |MIALISENPVLTTIVLIFAMCVVHDILVSYFDNKGGKK 38 unknown hypothetical protein JR327_gp280 Escherichia phage MtIB1_P17 786 | 786 | 100 | 9.00E-18 [ 100 38 | YP_009987083.1
contigl 257 | 140372 | 140566 195 |MKDVIQMVFRVTLDGIHVVKGTQNYTEAKEY FLEWIDTLKTQDVSYSRVTLTGDHTPIMEY VKK 64 hypothetical protein hypothetical protein Escherichia phage vB_EcoM_EPS7 566 | 566 | 100 | 1.00E:07 [ 100 138 WPK29350.1
contigl 258 | 140563 | 140802 240  |MSNYPITGVTYSCVAKGGLYTVVEFPKPAGISKVFDPVVIYEDLRTGQRY WRFVNDFLDRMEVVS 79 hypothetical protein DNA ligase Escherichia phage vB_EcoM_EPS7 158 | 158 | 100 | 7.00E46 | 100 267 WPK29351.1

GENTEEVIKAKERY
] MAKTPKKLSKPKNVTKKPKNEVLKVAKSVPKKDKFDTEAFVFDTPIEKIEEALQRLEEQEADPMAE ] ] ! ] .
¢ 5 5 al pr i coM- 00E- 5 .
contigl_259 | 140756 | 141109 354 PLTADQIY WWGIWTLQLPEAKRRGMTSVPTCAKEAAVLGLY EKSKKRSKKK 117 hypothetical protein hypothetical protein JR319_gp260 | Escherichia phage vB_EcoM-Ro121c4YLVW | 114 114 100 2.00E-30 100 4 YP_009984922.1
MIKTFLKCVKATDNEWYSGLFTAGKKYEILNGTGKKFSLVVNDEGTKQMVFAESSVYGIFEVVQE ] hypothetical protein ] )
contigl 260 141106 | 141387 e NN 9 hypothetical protein B osa0m 00130 Escherichia phage ECO340P1 192 | 192 | 100 | 1.00E61 | 100 93 WAX14418.1
contig]_261 | 141384 141566 183 |MILLYSGKAKYMQGVKRVEVTKTVTIGKSFIVYYFLVNGKEYAVAKTLVDKGKTWKVEAL 60 hypothetical protein hypothetical protein G377_gp131 Escherichia phage phAPECS n7 | 17 | 100 | 900833 | 100 60 | YP_007348501.1
contigl 262 | 141563 | 141769 207 rF]:;VAGWWLATLNGNVTVF‘TKT'FKApF‘DCYNSLVTWPRDF‘DDKAF‘YQCFY]EGKPVEFF‘VKVK 68 unknown hypothetical protein JR326_gp200 Escherichia phage ukendt 140 | 140 | 100 | 1.00E-41 | 100 68 | YP 009986856.1
MKIKVTKAYDDNPKFISLNKS Y GIENGDEFEVIDLFEDHGYIVK APITEQAIILRTEAVEVGSDEPQY
contig]_263 | 141766 | 142236 471 |DSPYMTEWIVAVDVGGMVSVLKAPNLHPGFTENGKTALDYGLPEDVENTPPGMYRWICSFHEEKD| 156 hypothetical protein | hypothetical protein JR326_gp199 Escherichia phage ukendt 32 | 322 | 100 |100E-110| 100 156 | YP_009986855.1
WESGLVDDWHFEVESSFLIMPA
- MKV WIDDMRNPADY GQEDAIWFKTSQEAMAFLNDPAKLYRRVTEWSFDNDLGMESDQDGYDVE N hypothetical protein I ]
contig]_264 | 142247 | 142591 M5 L LAPGKPOPGSPHFVHTSNPAAGHK ML AK FSMORY GIKMIRV Y 14 hypothetical protein e som1 oo Escherichia phage ECO340P1 22 | 242 | 100 | 1.00E80 | 100 14| waxi4422.1
contigl_265 | 142601 | 142744 144 |MHHSVWSEQEEDEGYFIYREEEDWPDTSNDLLLPDTSFFEDNLREED 47 hypothetical protein | hypothetical protein HOR21_gpl 19 Escherichia phage ESCO13 959 | 959 | 100 | 200824 | 100 47 | YP_009786581.1
] MSGIENNICY QPLTWMGEGHY AQRVIVCAANKYILNNGEELIIPCVRHANPVLY AQLNVLKEAGVI N hypothetical protein -
contig]_266 | 142751 | 143107 357 L TP NS DY Y NWWSRA DAY TAEN ADQIDHERNGHDHEL FSEOLY 118 hypothetical protein e sioms o170 Escherichia phage ECO340P2 26 | 246 | 100 | 90082 | 99.15 18 | waXi4702.1
MFITSDLHFMHKRIREFAPEY RPWEDMDHMTEALIEAWNKCATTSGVKMWHLGDFCFGTEEDTRK
contigl 267 | 143107 | 143658 552 |IASRLQGDITYCVGNHDYSKHREVLAEYGEVVYYDEVKYQKLFFVLSHYPMASWNKQGRGSIML | 183 hydrolase activity phosphoesterase Escherichia phage nepoznato 380 | 380 | 100 | 6.00E-133 | 9891 183 | YP_009985879.1
HGHSHGSFPDEAYGKMLDVGWDAHGKILHFDEIISMMSKRDIVTVDHHKIIKGE
MAKFNCDDLVEKGLVHKKTYKEGEYSGLSVLKYKNKVFWDNLWSIDSRLLECRGIVVDADDNVV
IWPFTKIFNRFENGTDLPADEFVDVVRKVNGFMASVGVYKGQLIVSTTGSLESDFASIAKNHIVSEC Ivpothetical protein
contig]_268 | 143660 | 144592 933 |DDIEHFIKWTESAKATFLFEICDPSDPHIVEEEPGAYLIGARIQNPDGTSFMLPEGALDGIASVTKFKR | 310 RNA ligase e aom oot Escherichia phage ECO340P1 644 | 644 | 100 0 100 310 | WAX14426.1
PEVHPMVKFSDVVEMSKHCKHEGFVVRETNYPFNLLLKIKSPHYLTKKFLMRGGDKK WDLIWDN CO340P1
PKNAKQMVDEEY'Y ALLEWIRNNFTKIQWAALNQQERREKIENFFGG
MKQLIILRGVSGAGKSTVAELSEGY WPICEADQY HY TESGVYDWKPENVGK AHAWCQGIVRDAM
contigl_269 | 144593 | 144997 405 |ASNLNKIIVSNTSTTEKELKPYLALAEKFGYQVISLVVENRHGNDSIHEVPQYIRDQQEKRLRGSLKL | 134 ATPase ATPase Escherichia phage ukendt 278 | 278 | 100 | 6.00E94 | 9925 134 | YP_009986849.1
Q
] MQIYTDDRKYETILDEDTGRITVLRHGEEWRDETGDNY ILSLIHLIEQMRDDY AELHY ENEANKVKF . - hypothetical protein o ] N
contigl_270 | 145007 | 145333 T KPS EMY YLK LTS AL LT LOEEIY L NN ELNA 108 hol-like chemotaxis M oOcIEK 0108 Escherichia phage vB_EcoM_01 209 | 200 | 100 | 800E68 | 9907 | 108 | wvw37ss.1
contigl 271 | 145343 | 145534 192 |MKKDIVVVGWLTCPCGSNDITVNTEGDKNYLFY GDKITCNTCGRVGIETDDCCAFESWDEEE 6 hypothetical protein hypothetical protein Escherichia phage phiWecl 88 125 | 125 | 100 | 6.00E36 | 96.83 6 | YP_009803357.1
contigl 272 | 145531 | 145752 2 {‘;f/ﬁ(%xfSGDEDFLATFDDGDLEDMYEDMLDYAKRQGFTS]DYMLATSTTLLDADLDEVCNRLK 7 unknown hypothetical protein Escherichia phage PNJ1809-36 146 | 146 | 100 | 7.00E44 | 100 7 QPI12958.1
MQQTNQTLY GKDSKGKLKQWTVYTDGAVVTVAHGRVGGKITEKSY TAEAKNIGRSNETTPEEQA
ELEAFAKWTKQLKNGYYKTKEEAENHVPSTPMK CQDYKDYPERVVFPGYAQYKLNGLRSMINM
KGECLSKAGEVYNLPPHWK GIPNFISEVVGHPLDGEVFAGLGVLSLQQINSAWKKHNANTPLLNY ' i, ' .

1273 | 145752 | 14 1 371 DNA ligase (ATP ATP- DNA I Escherichia phage MtIB1_P1 i 1 1| YP_009987099.1

contigl_273 | 145752 | 146867 6 Ny DIy PO PO R VL ALK A VDY Ol DIV TP RO ROE D AP EKALLEK ARGy igase (ATP) activity dependent DNA ligase scherichia phage MtIBI_P17 769 | 769 | 100 0 00 37 0099870
RNAHGVYEFDKRSYDVIKRKPRHTLEVKYTNSKSDKNGDGVLTGEMENGKVVEFLMRKDAHETI
NYRKAENASTLINQFVEIEYEEFSDEGIPTKPVGVRIREMIPGTWEPAE

contigl 274 | 146877 | 147071 195 |MFLAILIVESVLSFYCMNASESFPKNSKKRTVCIAIDSCMSGVGYAVVSCFLAYHCAKYLEAFL 64 unknown hypothetical protein JR321_gp213 Escherichia phage anhysbys 129 | 129 | 100 | 400837 | 100 64 | YP_009985556.1

contigl_275 | 147068 | 147250 183 |MILATILMMLIAIAIVILASFPADKWY FNIPRMLVFGFAGIYMGETVVNISNFLESYFK 60 hypothetical protein hypothetical protein Escherichia phage BI-EHEC ns | ns | 100 | 100E32 | 100 86 UGV23997.1
MIENFFKDIKFDTEFFKNAAKHVIDWNAKARGGEQPEFTQELFMSQIGFVREELKEY ETAAKVNDH

) VELLDAAADIFVVSSYLTYMFFGEEHTMNFLDY AVGDVFTPTVY TDFDALEQTFTEPVQMALMAA protein disulfide ) o - .

contigl_276 | 147260 | 147985 T VSR TLIRS KPRy IK WL SNDSKY PTROOL LA TWR ISDIDSATAGRCAREERNANRPE | 241 et sty hypothetical protein Escherichia phage vB_EcoM_EPS7 488 | ass | 100 |600E-174| 100 237 WPK29354.1
GAYTGVHAVYNEKQKVY VFFDDKGKIMKPSTFVKPNIAGIINK
MFVKSFKSALPMVVGDDASYASLNSITDIPLEFVTAEGSQSHTIGLVRFEDDSKFVKEFSDLELLNY
GQSVKKVDKKKVKRILNERLEEMRQDMESEGKEFY VDKEVVKAMKEDIEFALLPETEPEDFFNYV R——

contigl 277 | 148042 | 148920 879 |VLDKTTNLLYVLNGSKKVAEEITSFLRSVLGTFPSVGFSVHEEAIVKGFGELLENHEADRITLGNYIK | 292 | Putative exonuclease, RdgC yp P! Escherichia phage vB_EcoM_118_SA NWU | 578 | 578 | 100 0 99.66 | 292 WIL79405.1

MEDSEGVVVWSKESLYESKAVELKEDGKDVVAIGLEYDGVVDFVVDKEFKLSKLRFPKYFADEEG
SIEASVLLCFNEIRGLMEDLTKATILK

NWUPMI18_103




contigl_278

148993

149202

210

MKKILTVVLLAFSFTVAAGQITLILSDSEVNGNTKYCYYSNANQDEVIAIPKSRQCPYTKTFSTEDD
DE

69

hypothetical protein

hypothetical protein HOR27_gp105

Escherichia phage ESCOS

142

142

100

4.00E-42

98.55

69

YP_009787095.1

contigl_279

150000

150333

334

MPVEYKSERLDIKPLQLSETKDYLVEFHNGDVVTVIEADDELEKYGFQGYKDYKRTGKFSYIVVSI
DKDSLHTPSILFNFYKEDGVFKNPDIILIDESIGDIWIVDKGKKKEVKGWGSYWLAYQMLMGDKTD
SIRPYQDFDIKFGDITCFNLLSACKTQAELFQTVKDTYYSWFPDGVNFTSWDGEEVHMTTDEWIETI
FQLVYMKRWDNDDTTFESMLQSYISQQEAE

229

exonuclease activity

putative exonuclease

Escherichia phage ESCO13

473

473

100

1.00E-165

100

372

YP_009786567.1

contigl_280

150330

151289

960

MSRLTEEQKADILSMSAEGMSSRNIAAIVLGSPTRKSTVNDFLARFGASKQEPVKKKQPVIKIIDVET
APEIAYTFRRFKAFISPDQVIRRGYLLSYSSADLY TGEVEGKNLSSYPLFDIDHTDDWELCQDLWNLL|
NEADVVVAHNGYKFDRAYINQRFAYHDMAPPSNYVVVDTLKAAKKQFALPSNSLKEMGAYFET
ESEKLDNEGFPLWKACCEGDRDAFERMQIYNDGDVVSLRDLYMKILPWIPQHPNLSAYYPDEKVR
CSRCGSDHVHVVTGKQYHTAVSSFDIIRCESCGGLSRSRANTRSKDKRAATIIGI

nucleic acid binding

putative exonuclease

Escherichia phage vB_EcoM-Ro1211w

642

642

100

100

305

AXA27916.1

contigl_281

151376

151603

228

MSITLTGNEIFELFEMLGLNY TIEKDPDLLDVEITIQEDTAIYNDDGDVIYQGRVAY YTDYPEEGAVG
IQEENYV

unknown

hypothetical protein HOT48_gp055

Klebsiella phage ZCKP1

148

148

100

2.00E-44

100

YP_009803348.1

contig]_282

151596

151997

402

MSNAFDNQVDGDHYTKMAMQPIELAYLVGGTPCFCKLAKYATRIKGERQINLDKATHCIELERTLM
QNNTYMVRENYPSMTNAAKHDQAMLLIDFFTKDPLIRVALKHMYNSSY VDAIEAIKQLKERISGE
QY

hypothetical protein

hypothetical protein G377_gp152

Escherichia phage phAPECS

100

3.00E-95

99.25

133

YP_007348485.1

contigl_283

151942

152175

MQLKLLNNLRNVLVASNTKQYGAGEVYKIFNRKGDKLLLTLTIPETMCKAGLDRLLFFKHNIPPGE
YTAKKVSNIGR

77

hypothetical protein

hypothetical protein

Escherichia phage dw-cc

133

133

100

8.00E-39

98.44

77

UJQ43839.1

contig]_284

152186

152455

270

MWGEGTPWKTQAEFYTYLRGCFRKAWMRHPNKIKVINARRFKVDRVDKDGNVMIDKKTGKPKQ
VWNCECEICGHRGGMKDFQVDHIHAAK

90

nucleic acid binding

HNH endonuclease

Klebsiclla phage ZCKP1

196

196

100%

1.00E-69

100.00%

184

YP_009803345.1




Supplementary TableS3. Antibiotic resistance profile of MDR Escherichia coli

Bacterial isolates

Antibiotics

Aminoglycosides

Carbapenems

Cephalosporins

Fluoroquinolones

Penicillins

Other

Amikacin | Gentamicin

Imipenem

Meropenem

Ertapenem

Cefazolin

Cefuroxime

Cefuroxime
Axetil

Cefepime

Ceftriaxone

Ciprofloxacin

Ampicillin

Amoxicillin/
Clavulanic
Acid

Piperacillin/
Tazobactam

Tetracycline

Trimethoprim/
Sulfamethoxazole

MDR E. coli PPW001

MDR E. coli PPW002

MDR E. coli PPW003

MDR E. coli PPW004

MDR E. coli PPW005

MDR E. coli PPW006

MDR E. coli PPW007

MDR E. coli PPW008

MDR E. coli PPW009

MDR E. coli PPW010

MDR E. coli PPW011

MDR E. coli PPWO012

MDR E. coli PPW013

MDR E. coli PPW014

MDR E. coli PPWO015

MDR E. coli PPW016

MDR E. coli PPW017

MDR E. coli PPWO018

MDR E. coli PPW019

MDR E. coli PPW020
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