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Search Results for keyword 'bladder cancer':

tRF expression in BLCA, click the link of each tRF type for details:
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Differential expression analysis, click the link of each tRF type for details:
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Survival analysis, click the link of each tRF type for details:
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Figure S1. Search results for keyword “bladder cancer”



There is a gene for keyword '"CALD1".

Show ¥ entries

Gene Cg::lc tRF Correlation ) Pvalue

CALD1 BLCA 3“’”}1&%?99’\/3" -0.606 8.564e-33
CALD1 BLCA 3“'"‘{;‘2{?2“{"“/3" -0.597 1.276e-31
CALD1 BLCA 3‘U’"¥£‘2{EEZN§"V3" -0.574 7.481e-29
CALD1 BLCA 3'U'”g;‘}'f52”1’°"”9' -0.539 5.408e-25
CALD1 BLCA i’m(i;t"l:gﬁ“";{jfy'g’ﬂ -0.539 5.408e-25
CALD1 BLca  FUTmito RNA-Cys -0.507 6.875¢-22
CALD1 pLca 3 Urmite-tRIA-val- -0.507 7.484e-22
CALD1 Lca 2 THIRNATYEGTA -0.468 1.771e-18
CALD1 Lca 3o tRAATTD- -0.467 2.183e-18
CALD1 BLca 2 MO RIS T -0.464 4,095e-18

Showing 1 to 10 of 42 entries

Figure S2. Search results for keyword “CALD1”.
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Figure S3. The KEGG pathway “Vascular smooth muscle contraction”. Genes with red
background were significantly dysregulated in BLCA and had a strong correlation with differentially
expressed tRFs in BLCA.




3'U-M-mito-tRNA-Tyr-GTA_L20 Survival Analysis

I Differential Expression Analysis
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Figure S4. Surv

Overall Survival Analysis

| Shaw 0 v emries G
Cancer Logtest Pvalue Logtest Qualue HR Lower Upper
ACC 155583 0015 0,335 0148 o757
BRCA 0.132 0.422 0875 0734 1044
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Qverall Survival Analysis

Show 10 * entries

3'U-tRF Survival Analysis in ACC

Figure S5. Survival analysis results of 3’U-tRFs in ACC.

Search:

RF 1D Logtest Pvalue Logtast Qvalue HR Lowar Upper
FU-milo-ARNA-Yal-TAC_L22 1.0602-6 1.071e-4 0417 0275 0632
FU-mitotRNA-Val-TAC 24 2.620e-6 1.323e-4 0436 0.295 0.645
FU-mitoARNANal-TAC 123 1.212e-5 4.07% -4 0.525 0388 o7
FU-mitctRNA-Val-TAC_L21 2813e-5 7.3550-4 0493 0331 0.734
FU-mitoARNA-Cys-GCA_L15 4.8918-5 9.881e-4 0.387 0.222 0673
FU-mito-RNA-lle-GAT_L28 2.8386-4 4.945e-3 0.245 0.091 0,657
FU-RNA-His-GTG-1-7_L25 390264 5 630e-3 2535 1621 4.283
FU-mito4RNA-Cys-GCA_ 123 4.702e-4 5937e-3 0832 0481 o831
FU-mito4RNA-lle-GAT 129 8.728e-4 8.796e-3 0.636 0483 0.674
FU-mitotRNA-lls-GAT_L22 8.724¢-4 8.821e-3 0.550 0.367 0.825
Showing 110 10 of 101 entries Previous 1 2 3 4 5. 11 Nex

Disease-free Survival Analysis
Show 101 *  entries Search:

RF ID Logtest Pvalue Logtest Qvalue HR Lower Upper
FU-mito-ARNA-VA-TAC_L22 235260 23767 0.364 0248 0539
FU-milo-RNA-YVAl-TAC_L21 1.484e-8 7 dgde-7 0.385 02567 0577
FU-mitotRNA-Val-TAC 23 4.366e-T 1470e-5 0.483 0342 0.643
FU-mitoARNA-Val-TAC 124 8.835e-7 2.509e-5 0455 0.320 0646
FU-mitoARNA-Cys-GCA_L15 2.342e-5 4.731e-4 0438 0.278 0693
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Figure S6. Example feature tracks of “i-tRNA-Thr-CGT-chr-118_L21_pos112” in JBrowse.
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B Correlation Analysis in BLCA

This result contains too much tRF-mRNA pairs for your browser. The following table displays the correlation greater than 0.5. If you want to view the large network of correlation
greater than 0.4, you can download the file and view it using a text editor locally. Click to Download.

Show 10 T entries Search:
mRNA tRF Correlation Pvalue Qualue
CALD1 3'U-mito-tRNA-Val-TAC_L22 -0.606 8.564e-33 2.592e-28
CALD1 3'U-mito-tRNA-lle-GAT_L21 -0.539 5.408e-25 6.0120-21
CALD1 3'U-mito-1RNA-Val-TAC_L22 -0.574 7.481e-29 1.6430-24
CALD1 3'U-mito-tRNA-Val-TAC_L24 -0.507 7.484e-22 3.758e-18
CALD1 3'U-mito-tRNA-Val-TAC _L21 -0.597 1.276e-31 7.479e-27
CALD1 3'U-mito-tRNA-Cys-GCA_L23 -0.507 6.875e-22 3.758e-18
Showing 1 1o 6 of 6 entries (filtered from 661 total entries)

C Differentially Expressed mRNAs in BLCA
Show 10 v entries Search: (CALD1
mRNA Mean Tumor Mean Normal Log2FoldChange Pvalue Qualue
CALD1 11.814 36.841 -1.629 3.009e-5 1.322e-4
Showing 1 to 1 of 1 entries (filtered from 837 total entries)

D Differentially Expressed tRFs in BLCA
- K M i s
tRF_ID Mean Tumor Mean Normal Log2FoldChange Pvalue Qvalue
3'U-mito-tRNA-Val-TAC_L22 16.080 4.091 2.398 1.99%e-9 6.431e-9

Showing 1to 1 of 1 entries (filtered from 53 total entries)

Figure S7. A case study in BLCA. (A) General information of gene “CALD1”. (B) tRFs correlated

with gene “CALD1” in BLCA. (C) Differential expression of “CALD1” between tumor and normal

tissues in BLCA. (D) Differential expression of 3'U-mito-tRNA-Val-TAC _L22 between tumor and
normal tissues in BLCA.



Single source tRNA Multiple source tRNA

3'U-tRF | 3'U-mito-tRNA-Val-TAC 122 3'U-M-tRNA-GIn-CTG-3-2_1.23
3'-tRF 3-tRNA-Ala-AGC-1-1 L19 3-M-tRNA-Gly-GCC-2-6_L22
S'-tRF 5'tRNA-Ala-AGC-11-1 _L19 5-M-tRNA-Ala-TGC-7-1 126

i-tRF I-IRNA-Ala-AGC-1-1 121 pos54 I-M-tRNA-Ala-AGC-1-1 L17 pos38

Figure S8. Nomenclature of tRFs. First line: 3’U-tRFs. Second line: 3’-tRFs. Third line: 5°-tRFs.
Fourth line: i-tRFs. Red font (i.e., 3'U-, 3'-, 5'- and i-) represents a tRF class identifier. Green font
(i.e., “M”) indicates that the tRF was derived from multiple tRNA genes. Purple font represents a
tRNA gene identifier. Black font represents the length of the tRF sequence. Golden font represents

start position of an i-tRF on its source tRNA.



