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Establishment of phenoty?e based precision medicine for mediastinal primary
sarcoma using iPS technology
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We conducted an investigation using resected specimens to explore prognostic
factors and treatment efficacy factors for 20 cases of primary mediastinal sarcoma that were
resected from 2008 to 2021. Regarding the histological types, our cases included pulmonary artery
intimal sarcoma: 12 cases, liposarcoma: 5 cases, leiomyosarcoma: 1 case, extraosseous osteosarcoma:
1 case, Sarcoma NOS: 1 case. RNA-Seq analysis and pathway analysis were performed using Next
Generation Sequencer (NGS). Regarding pulmonary artery intimal sarcoma, H2BC12 and ribosome-related
genes were significantly highly expressed in the poor prognosis group (survival less than 2 years
after surgery), suggesting that those genes might be associated with poor prognosis.
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Rank | Gene name | Relative gene expression level, Mean P-value
(+ SD)
All patients | Good prognosis group | Poor prognosis
(n=8) (n=4) group (n=4)
1 H2BC12 3.961 + 1.093 2.886 + 0.249 5.035+0.143 | 0.002395
2 RPS17 5.801 +1.133 4,712 +0.332 6.890 + 0.291 | 0.002859
3 PCBP2 6.629 £ 1.125 5.579+0.416 7.679+0.394 | 0.008954
4 HNRNPK 5.024 £1.141 4.002+0.576 6.046 + 0.426 | 0.027264
5 TUBA1C 4,180+ 1.270 3.054 + 0.530 5.306 + 0.641 | 0.022995
6 SEPTIN11 | 5.090 + 1.203 4.006 + 0.626 6.174 £ 0.391 | 0.022995
7 RPL26 6.136 + 1.409 4,893 +0.511 7.380+0.786 | 0.028143
8 RPS27 5.164 + 1.294 4,042 +£0.722 6.287 £ 0.555 | 0.026071
9 SLC38A2 5.675+1.212 4,629 + 0.672 6.720 £ 0.547 | 0.026071
10 NACA 6.281 + 1.849 4,598 + 0.311 7.964 +£1.039 | 0.027823
11 RPS4X 5.255 + 1.398 4.027 £ 0.840 6.484 + 0.430 | 0.027823
12 GAPDH 6.932 + 1.396 5.781 £ 0.828 8.083+0.748 | 0.035373
13 RPS6 6.147 + 1.487 4,925 + 0.824 7.368 £ 0.871 | 0.034488
14 MT-CO3 8.420 £ 1.491 7.200 £ 0.835 9.640 + 0.878 | 0.034488
15 RPS24 5.696 + 1.396 4,539 + 0.935 6.854 + 0.587 | 0.035939
16 RAP1B 5.728 £ 1.608 4,395 + 0.652 7.061+1.091 | 0.035939
17 MT-CO1 9.06 + 1.337 8.002 + 0.872 10.130+£ 0.744 | 0.039336
18 MT-ND4L 7.811+ 1.464 6.646 + 0.963 8.975+ 0.807 | 0.039336
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