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Table S3. Comparison of C. jejuni TSS identified by dRNA-seq with TSS identified by 5' RACE and primer extension

Supplementary Table

gene name and Published dRNA-seq

Cj gene location TSS C. jejuni strain  Strand TSS TSS Difference® Method " Reference
0008 hypothetical, antisense = NCTC 11168 - 13687 13687 0 RACE This study
0062c hypothetical 81-176 - 76518 76614 96 PE [1]

0069 hypothetical 129108 + 81996 81995 -1 PE [2]

0076¢ lctP NCTC 11168 - 88746 88746 0 RACE This study
0079c¢ cdtA 81116 - 91151 91099 -52 PE [3]

0169 sodB 129108 + 166345 166345 0 PE [2]

0193c tig 129108 - 189481 189481 0 PE [2]

0200c hypothetical 81116 - 196493 196494 1 PE [4]

0322 perR NCTC 11168 + 293905 293907 2 PE [5]

0333c fdxA 81116 - 302204 302204 0 PE [6]

0334 ahpC 81116 + 302352 302353 1 PE [7]

0335 flhB 81116 + 303008 303066 58 PE [8]

0369c hypothetical NCTC 11168 - 338941 338946 5 PE 9]

0437 up mfrX NCTC 11168 405091 405091 0 RACE [10]
0465c cth NCTC 11168 - 430983 430983 0 PE [11]
0509c¢ clpB clinical isolate - 477261 477260 -1 PE [12]

0531 icd 129108 + 494044 494044 0 PE [2]

0606 hypothetical 81116 + 564447 564447 0 PE [4]

0613 pstS 81116 + 573200 573199 -1 PE [13]

0671 dcuB, antisense NCTC 11168 - 626800 626800 0 RACE This study
0693¢ hypothetical 129108 - 650905 650903 -2 PE [2]

0696 ftsZ, internal NCTC 11168 - 653831 653831 0 RACE This study
0757 herA clinical isolate + 707806 707802 -4 PE [14]
0762c aspB 129108 - 713986 713988 2 PE [2]

0830 hypothetical NCTC 11168 + 776863 776863 0 RACE [11]
0883c hypothetical 129108 - 820178 820179 1 PE [2]

0884 rpsO 129108 + 820287 820287 0 PE [2]

0886¢ ftsK 129108 - 823523 823609 86 PE [2]

0913¢ hupB 129108 - 849758 849758 0 PE [2]

0924c cheB'’ 129108 - 860168 860162 -6 PE [2]

0989 hypothetical 129108 + 921165 921114 -51 PE [2]

1034c fedC 81-176 - 969401 969400 -1 PE [1]
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1061¢ ileS 129108 999554 999554 0 PE 2]
1064 rdxA 81-176 1001190 1001190 0 PE [15]
1096¢ metK 129108 1030835 1030836 1 PE 2]

1103 csrA, internal NCTC 11168 1037934 1037934 0 RACE  This study
1103 csrA, internal NCTC 11168 1038095 1038095 0 RACE This study
1132¢ hypothetical HB93-13 - 1066758 1066758 0 RACE  [16]

1133 waaC HB93-13 + 1066773 1066773 0 RACE  [16]
1146¢ waaV HB93-13 - 1080876 1080878 2 RACE  [16]

1148 waaF HB93-13 + 1080877 1080878 1 RACE  [16]

1156 rho 129108 + 1088330 1088294 -36 PE 2]

1220 groES clinical isolate + 1149145 1149145 0 PE [17]

1223c decR 81116 - 1153040 1153039 -1 PE [4]

1288c gltX?2 129108 - 1221396 1221408 12 PE 2]

1293 pseB 81-176 1224822 1224822 0 PE [18]
1338¢ flaB 81116 1269112 1269112 0 PE [19]
1339¢ flad 81116 1270993 1270994 1 PE [19]

1355 ceuE, antisense NCTC 11168 1286962 1286962 0 RACE  This study
1356¢ hypothetical 81116 1288473 1288472 -1 PE [4]

1450 cial 81-176 1388231 1388235 4 PE [1]

1500 fdhT NCTC 11168 1432561 1432561 0 RACE  [20]
1503c putP NCTC 11168 1439066 1439066 0 RACE  [20]

1505¢ hypothetical NCTC 11168 1440795 1440795 0 RACE  [20]

1506¢ cca NCTC 11168 1443012 1443012 0 RACE  [20]

1508¢ fdhD NCTC 11168 1444629 1444629 0 RACE  [20]

1514c¢ fdhM NCTC 11168 1450118 1450118 0 RACE  [20]

1558 arsP CB5-28 1490186 1490183 3 PE [21]

1586 cab NCTC 11168 1517544 1517544 0 RACE  [11]

1615 chuB, antisense NCTC 11168 1543051 1543051 0 RACE  This study
1626¢ hypothetical 81116 1555084 1555083 -1 PE [4]

a) Difference is expressed as [Published TSS - dRNA-seq TSS].

b) PE = primer extension analysis, RACE = 5' RACE (Rapid extension of cDNA ends).
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