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Gene Amino
product acids Similar protein % identity E value® Putative function
Gpl 182 Similar to terminase large subunit of lambda [bacteriophage 93% in 181 aa 5.00E-91 DNA packaging protein
wO|
Gp2 475 Similar to portal protein GPB of phage lambda [Wolbachia  94% in 245 aa 1.00E-136 Capsid protein
sp. w Kue)
Gp3 363 Similar to minor capsid protein GPC of phage lambda 74%in 334 aa 1.00E-116 Capsid protein
[Wolbachia sp.w Kue]
Gp4 141 Hypothetical protein [Wolbachia sp. w Kue} 88% in109 aa 7.00E-48
GpS 481 Similar to unknown protein of phage Felix 01 [Wolbachia  82% in 274 aa L.OOE-153
sp. w Kue}
Gp6 54 Hypothetical protein [Wolbachia sp. w Kue} 71% in 45 aa 9.00E-12
Gp7 162 Hypothetical protein [ Wolbachia sp. w Kue] 44%in-104 a2 8.00E-11
Gp8 173 Similar to hypothetical protein of Pseudomonas 70%in 151 aa 1.OOE-54
aeruginosa [Wolbachia sp. w Kue|
Gp9 151 Similar to GPV of phage P2 | Wolbachia sp. w Kue] 75% in 154 aa 3.00E-57 Baseplate assembly protein
Gplo 84 Probable ransmembrane protein [Ralstonia 34%in 81 an 1.00E-08
" solanacearum |
Gpll 111 Similar to GPW of phage P2 [Wolbachia sp. w Kue] 61%in 108 aa 9.00E-31 Baseplate assembly protein
Gpl2 265 Similar to GPJ of phage P2 [Wolbachia sp. w Kue] 67% in 264 aa 2.00E-91 Bascplate assembly protein
Gpl3 223
Gpl4 228
Gpl5s 644 Hypothetical protein [Desulfovibrio desulfuricans G20]  24% in 386 aa 3.00E-18
Gpl6 293 VrilC protein [ Dichelobacter nodosus | 27%in 301 aa 2.00E-16 Probable seeretory protein
Gpl7 473
Gpl8 185
Gpl1Y 178 Phage tail sheath protein FI [Xylella fasticiosa Divon | 54%in 172 aa 3.00E-46
Gp20 298 Probable transposase [Nostoc sp. PCC7120} 33%in 268 aa 5.00E-30
Gp2l 114 ORI39 | Vibrio harveyi bacteriophage VHML | 59%in 108 aa 9.00E-32 Probable contractile tail sheath protein
Gp22 166 Probable bacteriophage protein [ Pseudomonas 50%in 167 aa 2.00E-41 Probable tail tube protein
aeruginosa PAOL)
Gp23 ut Hypothetical protein [Pseudomonas aeruginosa PAO1]  44% in 58 aa 2.00E-04
Gp24 468 Phage-related tail protein [ Wolbachia endosymbiont of  54% in 395 aa 1.00E-103

Drosophila melanogaster |
* B-value is the expected value as defined by the NCBI (wwiw.nebinlm.nih.gov).






