Coordinates of the T4 genome

Gene Strand Start Stop Length Length Correation pl Mr
(bp) (aa) Coeff.

Start 1

Pm - 123

Pm - 377

rllA - 2189 12 2178 725 099 6.131 82903

Pm - 2263

rilA.l - 2403 2200 204 67 089 7156 8129

Pe (1.4-3.9) - 2422

60+ - 2802 2458 345 160 093 8738 18600

60+ - 2990 2853 138

60.1 - 3351 2971 381 126 096 9.364 14651

mobA - 3767 3654 114 37 0.78 954 4192

Pe (3.6) - 3847

39 - 5328 3778 1551 516 096  7.103 57978

Pm - 5349

Term - 5384

39.1 - 5595 5398 198 65 079 7997 7156

39.2 - 5839 5702 138 45 0.86 8497 5107

goF=comCa - 6267 5842 426 141 091 4462 16682

cef = mb - 6482 6267 216 71 095 5203 8464

motB - 7141 6653 489 162 098 9.205 18219

Pe (5.9-7.3) - 7179

motB.1 - 7650 7291 360 119 084 4993 13804

motB.2 - 8161 7661 501 166 0.93 6.45 19736

Pe (8.1) - 8182

dexA - 8908 8225 684 227 098 4.763 25966

dexA.1 - 9150 8908 243 80 0.90 531 9392

dexA.2 - 9388 9143 246 81 093 4184 9518

dda - 10729 9410 1320 439 099  7.982 49903

dda.l - 11037 10726 312 103 084 9776 12104

srd - 11785 11039 747 248 0.89 9.999 29044

Pe (11.5) - 11815

modA - 12510 11908 603 200 094 6.035 23350

modB - 13130 12507 624 207 091 5306 24244

Pe (12.8) - 13150

modA.2 - 13380 13198 183 60 0.83 411 7024

modA.3 - 13859 13389 471 156 094 6.628 18333

modA.4 - 14016 13852 165 54 091 5852 6162

srh - 14216 14013 204 67 0.66 6.7 8104

mrh - 14676 14191 486 161 0.92 433 18494

mrh.1 - 15026 14685 342 113 077 3649 12621

mrh.2 - 15232 15026 207 68 082 5687 8257

Pe (15.0) - 15252

Term - 15305
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Term + 159628

38 + 159649 160200 552 183 0.88 6.633 22311
Pl + 160209

t + 160221 160877 657 218 094 7921 25178
Term + 160924

asiA - 161150 160878 273 90 0.95 5395 10590
Pe (158.7) - 161175

asiA.l - 161315 161163 153 50 0.89 451 5935
arn - 161590 161312 279 92 0.81 4351 10903
arn.1 - 161805 161674 132 43 054 8334 5173
arn.2 - 162172 161876 297 98 059 5243 12402
arn.3 - 162630 162172 459 152 0.90 5078 17837
arn.4 - 162833 162627 207 68 0.99 9.24 12802
MotA - 163602 162967 636 211 0.96 8772 23577
Pe (161.1) - 163637

Term - 163724

motA.1 - 163879 163730 150 49 049 10.036 4842
52 - 165204 163876 1329 442 099 8799 50582
52.1 - 165349 165209 141 46 042 8649 5098
Term - 165332

ac - 165497 165342 156 51 051 3916 5472
stp - 165585 165505 81 26 -0.14 1028 3,184
ndd - 166040 165585 456 151 0.85 9524 16935
ndd.1 - 166316 166101 216 71 0.86 4111 8143
ndd.2 - 166435 166325 111 36 0.09 5818 4354
ndd.2a - 166554 166432 123 40 0.73 714 4303
ndd.3 - 166628 166548 81 26 -0.49 825 3019
ndd.4 - 166764 166636 129 42 011 8622 4954
Pe (164.2) - 166771

ndd.5 - 166913 166815 99 32 081 7.082 3687
ndd.6 - 166996 166910 87 28 -0.05 8014 3406
Pe (164.5) - 167050

denB - 167660 167103 558 185 091 7232 21162
Term - 167736

denB.1 - 167937 167743 195 64 052 8134 7452
rliB - 168903 167965 939 312 0.96 6.24 35544
End 168903

Legend for Table 1

Genes are listed sequentially as they appear in the GenBank file (accession numberAF158101),
clockwise on the circular map (by convention) starting with the first base 5' of rlIB. Recently
renamed genes, or those with multiple names, are labeled with =. Intron-containing or
translational bypass genes (i.e., nrdB™, 60) are noted with a * for each reading frame. Genes
marked with a prime (') are overlapping with, or internal to, the designated gene. Transcription



signals listed are Pe, Pm and PI for early, middle and late promoters, respectively, and Ter for
terminator. Pe entries in parentheses are promoter designations used in earlier literature.

The coding strand is noted as either the GenBank deposited (+) sequence or the complement (-).

Start and stop coordinates denote the first base of the coding region (usually the A of the initiator
ATG) and the last base of the stop codon. Promoter coordinates given are either the mapped or
predicted transcript start sites (the "+1" position), and terminator coordinates are the first 5' base
of the hairpin.

The length (bp) entry includes the stop codon of each coding sequence. Only the mature protein
length (aa) is given for those proteins that arise from spliced or bypassed genes.

The correlation coefficient given for each gene is the probability of an ORF being a T4 gene
based on the codon usage in characterized T4 genes. The program was written by Gary Stormo
and is available at the web site: http://www.lecb.ncifcrf.gov/~toms/delila/frame.html

pl and Mr are calculated values.



