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Legends for supplementary figures

Supplementary Figure 1. Pearson correlation between the KIRC original input and the
reconstructed input from the LIHL and LJHL for the SRBM method with different number of
persistent chains. a, the correlation from the LIHL. b, the correlation from the LJHL. Y axis is
the correlation and x axis is the five datasets: miRNA expression, protein expression, gene
expression, methylation and CNA. K_5, K_10 and K_30 represent the number of persistent
chains at 5, 10 and 30 respectively.

Legends for supplementary tables

Supplementary Table 1. The subtypes and clinical information for each patient.
Supplementary Table 2. Differential expressed genes between KIRC_SdA_G1 and
KIRC_SdA_G2.

Supplementary Table 3. Differential expressed miRNAs between KIRC_SdA_G1 and
KIRC_SdA_G2.

Supplementary Table 4. Differential expressed proteins between KIRC_SdA_G1 and
KIRC_SdA_G2.

Supplementary Table 5. Comparison with Chen et al's study.
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Supplementary Figure 1. Pearson correlation between the KIRC original input and the
reconstructed input from the LIHL and LJHL for the SRBM method with different number of
persistent chains. a, the correlation from the LIHL. b, the correlation from the LJHL. Y axis is
the correlation and x axis is the five datasets: miRNA expression, protein expression, gene
expression, methylation and CNA. K_5, K_10 and K_30 represent the number of persistent
chains at 5, 10 and 30 respectively.



