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Fig S1: Blast search against the Staphylococcus ureilyticus SVV09-A phage genome
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Fig S2: Multiple sequence alignment results of Staphylococcus ureilyticus SVV09-A phage sequence
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Fig S3: A total of 336 potential ORF’s found from the SVV09-A Phage whole genome
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Fig : S4 ORF table
[image: ]Fig S5: The protein showed the greatest similarity to the amino acid sequence of endolysin from Proteus phage PM87, displaying 100% identity.Gene of Interest with maximum hit


Divergence observed in MSA
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Fig S6: MSA of Putative Endolysin protein with orthologs.
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NC_0529801 () 15 2 Proteus phage ASh-2020a
ORGoatas (O 14754 = = 1 Samanata phage SD-
(OK499986.1 () 58566 _I- W 19 Proteus phage vB_Pmi...
(OK499998.1 () 58538 w _ 19 Proteus phage vB_Pmi.
©OK500000.1 (-) 59,089 1 UL USRI ANt 1111 010D O e 19 Proteus phage vB_Pmi...
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(OK499975.1 (9 58,534 1NN UM UL 1000 IO 000V O AN 00 WM 0000 0 0 RUE L0 DU e 19 Proteus phage vB_Pmi
PV817856.1 (+) 168 1 Proteus phage P-07

Proteus phage P-07
Proteus phage Q29
Proteus phage RP6

PV817856.1 @ 170 I
OM62902.1 (1) 1
'ON529532.1 (+) 704 1

0OP517862.1 () 1849 I Caudoviricetes sp.
OP517873.1 () 1850 I Caudoviricetes sp.
OP517900.1 () 1905 I Caudoviricetes sp.
PVEI78561 (1) 1.930 1 Proteus phage P-07
oL7414311 () 1 Proteus phage Isf-Pm1
OR6991B61 (1) 2497 1 Salmonella phage SD-1..
NC_0288121 (5 1 Proteus phage pPM_01
ORS06460.1 () 3.324 1 Enterococeus phage AS...
ORS064601 (1) 677 | 1 Enterococcus phage AS...
PV817856.1 (+) 3406 1 Proteus phage P-07
MNB404861 (1) 3709 1 Proteus phage P16-2532
NC_052981.1  (4) 3,774 1 Proteus phage PM87
PV568318.1 (+) 3877 1 Proteus phage PLY284
'ON529532.1 (+) 3939 1 Proteus phage RP6
ON5295321 () 3931 | Proteus phage AP
‘OM962992.1 (+) 4029 1 Proteus phage Q29
OM9E2992.1 () 1384 | 1 Proteus phage Q29

ORBY91E71  (4) 4,388
ORB991841 (1) 4749
PVS6B3181 () 5018
MNBA04861 (1) 5468
NC 0529811 (s) 5533
ORB99IB6T (1) 5732

Salmonella phage SO-1
Salmonella phage SD-1...
Proteus phage PLY284
Proteus phage P16-2532
Proteus phage PM87
Salmonella phage SD-1...

OL7414311 (4 5732 1 Proteus phage Isf-Pm1
OL7a14311 () 5734 1 Proteus phage Isf-Pm1
‘OR699187.1 (+) 5861 1 Salmonella phage SD-1...
NC_ 0288121 (1) 5939 1 Proteus phage pPM_01

NC 028812.1  (3) 5941 1
OR69IBAT () 6222

PV568318.1 () 6494
ORS06460.1 (1) 6560

Proteus phage pPM 01
Salmonella phage SD-1...
Proteus phage PLY284
Enterococcus phage AS.

MNB40486.1  (+) 6,940 Proteus phage P16-2532
NC 0529811 (4) 7.008 Proteus phage PM87
OMB62982.1 (1) 7266 Proteus phage Q29

NC 0288121 () 7.703
ORG991851 () 8197
NGC_052980.1 () 8252
OL7414311 (1) 8,969
NC_028812.1 () 9.176

Proteus phage pPM 01
Salmonella phage ST
Proteus phage ASh-2020a
Proteus phage Isf-Pm1
Proteus phage pPM 01

NC_052980.1 () 9,728 i Proteus phage ASh-2020a
'OR699185.1 () 14162 | 1 Salmonella phage SD-
OR6991851 () 11434 1 Salmonella phage SD-
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NC_052980.1 () 59,078

Escherichia phage E21
Pseudomonas phage E21
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15,289 Proteus phage ASh-2020a

PVSOG763.1 () 17734 1 17,633 Pseudomonas phage E21
NG 0529831 (+) 15,104 | 1 17,839 Escherichia phage E21
PV5967631 (1) 17736 1 17:846  Pseudomonas phage E21

18,118 Proteus phage Q29
18,836 Proteus phage Q29

OMge2992.1 () 185823

NC_052983.1 (1) 19,504 1 19,615 Escherchia phage E21
PV596763.1 (+) 20972 1 21,072 Pseudomonas phage E21
PV596763.1 (+) 19,495 1 21,074  Pseudomonas phage E21
NC_052983.1 () 19.501 1 21,077 Escherichia phage E21
oMBe2992.1 () 23799 ] 22,778 Proteus phage Q29
'OR672055.1 W 1 N O R AN 22,955 | Proteus phage P2-71
OM9B2992.1 () 2479 m 23809 Proteus phage Q29
OM9E2992.1 () 26467 [ ] 25,721 Proteus phage Q29
OR672055.1 () 26241 1 26340 Proteus phage P2-71
OR6720551 () 26243 1 26353 Proteus phage P2-71
OM9E2992.1 () 30,291 26468  Proteus phage Q29
OR67205.1 (1) 29479 1 29578  Proteus phage P2-71
OM962992.1 () 30730 30494 Proteus phage Q29
OM9E2992.1 () 31,558 30,743 Proteus phage Q29
OM9E2992.1 () 33,269 31,580 Proteus phage Q29
OR69IBET (1) 4259 I 32376  Salmonella phage SD-1
ORB99187.1  (4) 2626 F 32510 Salmonella phage SD-
OR6991841 () 1130 | 1 32857  Salmonella phage SD-
OM9E2992.1 () 37,606 33273 Proteus phage Q29
OM9E2992.1 () 40,140 39,628  Proteus phage Q29
OM9629921 () 40746 40,140 Proteus phage Q29
OM9E2992.1 () 41,104 40,749 Proteus phage Q29
OR699185.1 () 47,578 41,231 Salmonella phage SD-1..
OM962992.1 () 42581 41514 Proteus phage Q29
OM9E2992.1 () 44302 43023 Proteus phage Q29
OM9E2992.1 () 45940 44,298 Proteus phage Q29

NC 052979.1  (4) 2594 o o 45,075 Providencia phage Kok..
OMOE2992.1 () 46216 45942  Proteus phage Q29
OM9B2992.1 () 48295 46229 Proteus phage Q29
OM9e2992.1 () 48873 48296 Proteus phage Q29
OM9E2992.1 () 50398 48,873 Proteus phage Q29
OM962992.1 () 50645 50392 Proteus phage Q29
OM9E2992.1 () 52678 50,644 Proteus phage Q29
(OK499986.1 () 53,534 1 51,948  Proteus phage vB_Pmi...
OK4999741 () 52,056 1 51,949 Proteus phage vB_Pmi...
OKe99975.1 () 52052 1 51,950 Proteus phage vB_Pmi...
OK5000001 () 52062 1 51,954  Proteus phage vB_Pmi...
OK499986.1 () 52057 1 51,956 Proteus phage vB_Pmi.
OK4999741 () 52052 1 51,957 Proteus phage vB_Pmi
OK499998.1 () 52,061 1 51,962 Proteus phage vB_Pmi.
OM9E2992.1 52,743 Proteus phage Q29
OMIB29%2.1 53,380 Proteus phage Q29
OK499998.1 | 53,424 Proteus phage vB_Prmi...
OK500000.1 53425  Proteus phage vB_Pmi
NG _052978.1 55,139 Proteus phage Saba
OK499974.1 55,182 Proteus phage vB_Pmi.
OK499986.1 55183 Proteus phage v8_Pmi.
OK499998.1 55,187  Proteus phage vB_Pmi...
OK500000.1 55,188 Proteus phage vB_Pmi
OK499974.1 55,194  Proteus phage vB_Pmi
OK499975.1 55,195  Proteus phage vB_Prmi.
OK499986.1 55,196 Proteus phage vB_Pmi
OK499998 1 55200  Proteus phage v8_Pmi.
PV817856.1 55456 Proteus phage P-07
ON529532.1 55,977 Proteus phage RP6
PV817856.1 56,072 Proteus phage P-07
OR699186.1 57,563 Salmonella phage SD-1
OR699187.1 57,640 Salmonelia phage SD-1..
OR699186.1 57,640 Salmonella phage SO-1...
OR699187.1 57,717 Salmonelia phage SO-1
MT675126.1 58,147 _ Providencia phage v8_P.
OR699184.1 58,163 Salmonella phage SI
OR699184.1 58240 Salmonella phage SD-
OL741431.1 58,354 Proteus phage Ist-Pm1
PV568318.1 58,526 Proteus phage PLY284
NC_052983.1 58,536 Escherichia phage E21
NC_028812.1 58,545 Proteus phage pPM 01
PV596763.1 58,554 Pseudomonas phage E21
PVB17856.1 58,582  Proteus phage P-07
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ON529532.1 58,619 Proteus phage RP6
OM962992.1 58,663 Proteus phage Q29
OR506460.1 58676  Enterococcus phage AS
OR672055.1 58,706 Proteus phage P2-71
MNB40486.1 58,897 Proteus phage P16-2532
0L606627 1 59,005 Klebsiella phage vB Ka...
NC_052981.1 59,044  Proteus phage PMB7
NC 052981 1 59.121  Proteus phage PM87
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