100 - WWAX22115.1 hypothetical protein AVP1 0005 Aeromonas phage AVP1
1o0| “YP 010675047.1 major head protein Aeromanas phage pAEv1E10
YP 010674782.1 major head protein Aeromonas phage PS1
83 1000 QFR59507 .1 hypothetical protein PS2 0116 Aeromonas phage PS2
QDB70284.1 hypothetical protein CF& 0116 Aeromonas phage CFg
o4 100 —E # gp49 Aeromonas phage AerS 266
100 ¥P 010675918.1 major head protein Aeromonas phage ZPAH34
¥P 010667878.1 major head protein Erwinia phage AHO4
10 YP 010676783.1 major head protein Kosakonia phage Kc263
100 i YP 010865558 1 major head protein Klebsilla phage N1M2
a6 YP 004958031.1 major head protein Pseudomonas phage OBP
V2 YP 009521962.1 major head protein Edwardsiella phage pEt-SU
|YF' 010668286.1 major head protein Aeromonas phage LAh10
1001 YP 010668849.1 major head protein Asromonas phage DB
¥P 0096128271 major head protein Erwinia phage vB EamM RisingSun

100
YP 418111.1 major head protein Pseudomonas phage EL

YP 010667215.1 major head protein Klebsiella phage Miami

100 ¥P 009626119.1 major head protein Vibrio phage VP4B

—|:YF' 009599352.1 major head protein Vibrio phage pTD1
100 YP 0096222591 major head protein Vibrio phage Aphrodite
WEYP 009843249 1 major head protein Vibrio phage 2 TSL-2019
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a9 YP 009822184.1 DNA polymerase Edwardsiella phage pEt-SU

b EE] ¥P 0049579621 DMA polymerase Pseudomonas phage OBP
100 YP 010665495.1 DNA polymerase Klebsiella phage N1M2

YP 010676845.1 DMNA polymerase Kosakonia phage Kc263
34 93 YP 0106675815.1 DNA polymerase Erwinia phage AH04
YP 010674711.1 hypothetical protein PQCE4 gp218 Aeromonas phage PS1
100 _[WAX22292.1 hypothetical protein AVP1 0182 Aeromonas phage AVP1
100 100LYP 0106749821 hypothetical protein PQCE5 gp069 Aeromonas phage pAEv1810

100 M gp110 DMA polymerase AerS 266
100 YP 010675982.1 DNA polymerase Aeromonas phage ZPAH34
QDB7T0462.1 putative DNA polymerase Aeromonas phage CF8
86 QEP52346.1 hypothetical protein D9 0139 Aeromonas phage D9
1DD|YP 010668523.1 putative DNA polymerase Aeromonas phage D3
VAYP 0106684631 putative tubulin like protein Aeromonas phage LAh10

¥P 009612769.1 DMA polymerase Erwinia phage vB EamM RisingSun

YP 4180541 DNA polymerase Pseudomonas phage EL

YP 010667457.1 hypothetical protein PQBE6 gp278 Klebsiella phage Miami
YP 0096260511 DNA polymerase Vibrio phage VP4B

YP 0095994191 DNA polymerase Vibrio phage pTDA1

YP 009843318.1 DNA polymerase Vibrio phage 2 TSL-2019

YP 009847866.1 DMNA polymerase Vibrio phage USC-1

100LYP 0096221901 DNA polymerase Vibrio phage Aphrodite1

NP 803616.1 DNA polymerase Pseudomonas phage phikZ
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Figure S2. Phylogenetic analysis of the proteins of the phage AerS_266 with the most similar
protein sequences. Alignment and analysis were performed using MEGA 11.0. The Maximum
Likelihood method was used to construct the tree. (a) capsid protein, the sequence ID of the
capsid protein of the AerS_266 phage is marked with black circle; (b) DNA polymerase; the
sequence ID of DNA polymerase of the AerS_266 phage is marked with black box



