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ORF g Identities
1 Q41319 KiNRAHypothetical protein. 145/442 (32%)
Q40UCT7_KINRA Type H secretion system protein ~ 128/457 (28%)
E.
2 Q05219_VG13_BPMLS5 Gene 13 protein 106/295 (35%)
Q413M0_KINRA Hypothetical protein. 79/247 (31%)
3 Q4FX62_LEIMA Proteophosphoglycan 5. 72/252 (28%)
4 Q413L9_KINRA Hypothetical protein, 45/133 (33%)
5 Q857L0_BPMB2 Gpl3. 76/203 (37%)
6 Q5ZMJ9_SRRM1_CHICK Serine/arginine 53/148 (35%)
repetitive matrix protein 1.
7  Q5ZMJ9_SRRM1_CHICK Serine/arginine 46/128 (35%)
repetitive matrix protein 1.
8 Q3GYJO_9ACTO Similar to 56/160 (35%)
nucleoside-diphosphate-sugar
epimerases. *
9  Q05219.VGi3_BPMLS5 Gene 13 protein 64/166 (38%)
Q413MO0_KINRA Hypothetical protein. 51/151 (33%)
10 Q5ZMJ9_SRRM1_CHICK Serine/arginine 51/140 (36%)
repetitive matrix protein 1.
11 Q8NAMS5_HUMAN Hypothetical protein 46/156 (29%)
FLJ35107.
Q4FX62_1EIMA Proteophosphoglycan 5. 43/148 (29%)
2 Q8WWQ4_HUMAN Mucin 5 (Fragment). 46/137 (33%)
13 VG13_BPMLS Gene 13 protein 62/151 (41%)
14 Q9ZX72_BPMTA4 Putative portal gp5. 38/99 (38%)
15 VGI13_BPMLS Gene 13 protein 55/128 (42%)
16 VG13_BPMLS Gene 13 protein 54/135 (40%)
17 Q5ZMJ9_SRRM1_CHICK Serine/arginine 34/83 (40%)
repetitive matrix protein 1.
18 Q413L9_KINRA Hypothetical protein. 19/45 (42%)
19 Q854L3_9CAUD Gp51. 51/123 (41%)
Q597W9_9VIRU Putative HNH homing 47/17227%)
endonuclease
2 Q8541L3_9CAUD Gp51. 49/121 (40%)
Q4MIQS5_BACCE Prophage LambdaSa2, HNH 37/98 (37%)
endonuclease family protein.
21 Q85413 9CAUD Gp51. 32/58 (55%)
2 Q5I5P4_9CAUD Gp60. 83/270 (30%)
23 Q40UP8_KINRA Heavy metal 48/147 (32%)
transport/detoxification
24 Q948Y7_VOLCA VMP3 protein. 37/104 (35%)
Q62107_MOUSE Proline-rich salivary protein 38/112 (33%)
(Fragment). :
2% Q9B064_BPMBI1 Gp57. 27/62 (43%)
2% Q853Z0_9CAUD Gp76. 91/262 (34%)
27 Q22183_CAEEL Hypothetical protein col-122. 32/70 (45%)
Q40UT1_KINRA Initiation factor 2:Small 36/104 (34%)
GTP-binding protein domain.
28  Q857G0_BPMB2 Gp62. 64/128 (50%)
Q3WG61_SACTO Erythronolide synthase (EC 43/127 (33%)
23.1.94).
Q40UI1_KINRA Initiation factor 2:Small 36/104 (34%)
GTP-binding protein domain.
2 Q857G5_BPMB2 Gp57. 26/90 (28%)
3 Q853Z0_9CAUD Gp76. 32/92 (34%)
31 Q857G0_BPMB2 Gp62. 45/79 (56%)
2 Q857G0_BPMB2 Gp62. 42/80 (52%)
3B VG61_BPMLS Gene 61 protein (Gp61). 29/41 (70%)

- 100 -





