Table S3. Functional grouping of predicted ORFs in phage DCp1 and their similarity to the database.

ORFs  start stop  strand Function Scientific Name E value  Per.Ident Accession
hypothetical protein CPD7_25 .
RF1 2 1 1 h PD7 E-7 2.56% AZF89493.1
@) 50 615 366 [Clostridium phage CPD7] Clostridium phage C 3E-76 92.56% 89493
hypothetical protein vBCPqdyzP5_02 Clostridium phage o
ORF2 634 882 249 [Clostridium phage vB_CP_qdyz_P5] vB_CP_qdyz_P5 1E-40 97.14% WAX22453.1
hypothetical protein vBCPqdyzP5_03 Clostridium phage
RF 42 1292 1 E- .08% AX22454.1
ORF3 ? ? 35 [Clostridium phage vB_CP_qdyz_P5] vB_CP_qdyz_P5 3E-65 98.087% w >
hypothetical protein vBCPqdyzP5_04 Clostridium phage o
ORF4 1295 1534 240 [Clostridium phage vB_CP_qdyz,_P5] vB_CP_qdyz_P5 2E-30 94.94% WAX22455.1
hypothetical protein vBCPqdyzP5_05 Clostridium phage
RF 1 1862 27 2E- 16% WAX22456.1
ORFS 536 86 3 [Clostridium phage vB_CP_qdyz_P5] vB_CP_qdyz_P5 33 69.16% %6
ORF6 1862 2203 342 None
ORF7 2215 3846 1632  DppU family phagebaseplateupper o oo g perfringens 1E-94  4653%  WP_243158902.1
protein [Clostridium perfringens]
morphogenesis protein C Clostridium phage
RF 491 102 71% WAX22459.1
ORF8 3885 913 029 [Clostridium phage vB_CP_qdyz_P5] vB_CP_qdyz_P5 0 9971 >
hypothetical protein vBCPqdyzP5_09 Clostridium phage o
ORF9 5002 5901 900 [Clostridium phage vB_CP_qdyz_P5] vB_CP_qdyz.P5 0 98.33% WAX22460.1
ORF10 5913 8309 2397 DNA polymerase [Clostridium Clostridium phage 0 98.87% WAX22461.1
phage vB_CP_qdyz_P5] vB_CP_qdyz_P5
hypothetical protein CPD7_15 .
RF11 1 771 1 1 h PD7 E-7 77% AZF89483.1
@) 839 8 38 [Clostridium phage CPD7] Clostridium phage C 6E-75 96.77% 894383
hypothetical protein vBCPqdyzP5_12 Clostridium phage o
ORF12 9075 9380 306 [Clostridium phage vB_CP_qdyz_P5] vB_CP_qdyz_P5 1E-58 92.86% WAX22463.1
ORFI3 9400 9678 279 hypothetical protein CPD7_13 Clostridium phage CPD7  4E-57  97.83% AZF89481.1
[Clostridium phage CPD7]
ORF14 10394 9720 675 endolysin [Clostridium phage Clostridium phage 2E-163  97.77% WAX22466.1
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