Table S9: Validation of differential gene expression by quantitative real-time PCR.
Individual lesions from each liver tumorigenesis stage (hyperplastic liver, HL; hepatocellular
carcinoma, HCC) were examined for the expression level of the selected genes. The log, fold
change obtained from microarray data and RT-PCR for the genes validated are as shown in the

table.

Log, fold change
Gene symbol - — p
No. Gene name Microarray Quantitative real-time PCR
Zebrafish Human HL HCC HL1 HL2 HL3 HCC1 HCC2 HCC3
1| aket akr2 | V-aktmurine thymoma viral |y o 51 | 354 | 295 | 278 | 675 | 546 | 603
oncogene homolog 2, like
2 | angpii ANGPT] | Anglopoietin 1 012 | 254 | 026 | 073 | 023 | 158 | 234 1.87
3 | cenbl cenpr | ©Yelin Bl 548 | 785 | 511 | 412 | 409 | 9.67 9.46 8.23
4 | mapkl MAPKI g;z’sie?'acnvated protein 213 | 218 | 328 | 254 | 445 | 579 | 678 6.92
5 | mapk3 MAPK3 g;z’sieg'acnvated protein 231 | 264 | 273 | 112 | 367 | 392 | 465 3.75
6 | mapks MAPKS g;z’sieg'acnvated protein 209 | 391 | 258 | 256 | 291 | 471 3.56 4.42
7 | mdm2 mpyz | Lransformed 3T3 cell 566 | 3.07 | 291 | 340 | 366 | 364 | 407 | 454
double minute 2 homolog
8 | nfa NFy4 | Nucleartranseription factor | ¢ 5o |y o4 | 43 | 513 | 576 | 047 | 0.56 0.91
Y, alpha
9 | niki NLK Nemo like kinase b 216 | 235 | 102 | 234 | 261 | 164 | 107 113
10 | rpi19 gpL19 | Ribosomal protein 19 120 | 281 | 298 | 145 | 276 | 478 | 475 | 412
1| stat3 star3 | Signal transduction and .06 | 253 | <067 | -1.05 | 012 | 376 | 321 2.65
activation of transcription 3
12 | stmnla styyg | Stathmin la 130 | 393 | 059 | -033 | 067 | 476 | 412 | 523
13 | g1 TGFBI Eg‘;ifomng growth factor, | o 411y eg | 079 | 004 | -032 | 340 | 211 2.18
14 | 1ps3 rps3 | Tumorprotein p33 247 | 354 | 355 | 276 | 429 | -018 | -1.12 | -156
15 | zgc:194152 | NBN Nibrin 215 | 205 | 154 | 225 |271 3.76 1.10 1.75




