Supplementary Table 1
[image: ]

image1.emf
A01 AMFR 0,7199 0,127274 0,001925 3,4667 0,082809 0,026561ERAD, Ubiquitination

A02 ATF4 0,8726 0,129392 0,061537 0,7192 0,096293 0,272711Transcription Factors

A03 ATF6 0,8365 0,04376 0,007259 1,3893 0,100851 0,23993Mayor UPR Initiator, Transcription Factors

A04 ATF6B 0,5813 0,10848 0,004258 2,0778 0,117253 0,108752Transcription Factors

A05 ATXN3 0,893 0,1208 0,084593 1,9109 0,100902 0,064349Transcription Factors, Apoptosis

A06 BAX 0,456 0,143309 0,000037 4,2506 0,093428 0,004154Apoptosis

A07 CALR 1,182 0,090403 0,082292 1,1107 0,071957 0,748143Unfolded Protein Binding, Transcription Factors, Protein Folding, Apoptosis

A08 CANX 1,0326 0,143178 0,596458 1,1614 0,09388 0,830704Unfolded Protein Binding, Protein Folding

A09 CCT4 0,8127 0,195055 0,103619 1,5171 0,116656 0,008312Unfolded Protein Binding, Protein Folding

A10 CEBPB 0,7403 0,35972 0,162184 0,6649 0,14921 0,244998Transcription Factors, Apoptosis

A11 CREB3 0,7815 0,13363 0,020667 37,4758 0,041936 0,133525Transcription Factors

A12 CREB3L3 0,7483 0,285374 0,128934 0,9335 0,86055 0,921029Transcription Factors

B01 DERL1 1,6708 0,024982 0,000002 4,5351 0,074127 0,000807ERAD

B02 DNAJC10 0,8701 0,189913 0,167932 1,3358 0,035484 0,138153Unfolded Protein Binding, Protein Folding, Protein Disulfid Isomerization, Heat Shock Protein

B03 DNAJC3 1,0506 0,119354 0,415888 0,3872 0,108635 0,079438Heat Shock Protein

B04 EDEM1 0,6226 0,168819 0,000847 1,4735 0,143812 0,589373ER Protein Folding Quality Control, ERAD

B05 EIF2A 0,6775 0,110956 0,000903 1,3487 0,075452 0,108855Regulation of translation

B06 PERK 3,8712 0,083317 0,000023 1,5029 0,117232 0,035098Key UPR initiator, Regulation of translation, Apoptosis

B07 ERN1 0,8031 0,146586 0,019618 1,34 0,261059 0,854422Transcription Factors, Apoptosis

B08 ERN2 1,0956 0,126384 0,277906 10,2428 0,414464 0,008017Transcription Factors, Apoptosis

B09 ERO1A 0,9888 0,16571 0,921164 1,8162 0,129427 0,028212Protein Folding, Protein Disulfid Isomerization

B10 ERO1B 1,061 0,143669 0,500677 0,5278 0,182091 0,153814Unfolded Protein Binding, Protein Disulfid Isomerization

B11 ERP44 0,9772 0,021625 0,626961 2,6346 0,024892 0,544117ER Protein Folding Quality Control, Protein Folding, Protein Disulfid Isomerization

B12 FBXO6 0,3686 0,171751 0,000024 13,1875 0,196866 0,030811ERAD

C01 GANAB 0,6889 0,096587 0,000977 5,9211 0,163715 0,017405ER Protein Folding Quality Control

C02 GANC 0,7964 0,137457 0,011176 2,5334 0,215678 0,031006ER Protein Folding Quality Control

C03 HSPA1B 1,1623 0,117824 0,064084 16,8618 0,281833 0,001657Unfolded Protein Binding, Heat Shock Protein

C04 HSPA2 0,8802 0,143325 0,317045 2,6582 0,105159 0,001041Unfolded Protein Binding

C05 HSPA4 1,0343 0,060115 0,362914 1,3299 0,042218 0,002687Heat Shock Protein

C06 HSPA4L 0,702 0,058373 0,000502 1,9696 0,142907 0,013262Protein Folding

C07 HSPA5 2,9173 0,143916 0,000368 0,1513 0,150776 0,001837Heat Shock Protein

C08 HSPH1 2,6838 0,09173 0,000068 2,6236 0,044108 0,000033Heat Shock Protein

C09 HTRA2 0,6121 0,096556 0,000369 1,3924 0,053851 0,888269Unfolded Protein Binding, ERAD, Apoptosis

C10 HTRA4 1,0555 0,570536 0,723296 3,0645 0,304088 0,018498ERAD

C11 INSIG2 0,7898 0,133894 0,011918 1,3235 0,093355 0,397089Regulation of Cholesterol Metabolism

C12 MANF 2,6268 0,049055 0,000014 14,4188 0,032263 0,404019Apoptosis

D01 MAPK8 1,3449 0,203713 0,03498 1,4293 0,088853 0,211291Apoptosis

D02 MAPK9 1,3051 0,112444 0,011433 1,4631 0,055053 0,095447Apoptosis

D03 MBTPS1 0,6884 0,180921 0,004016 3,3582 0,278772 0,034176Regulation of Cholesterol Metabolism, ERAD, Transcription Factors

D04 MBTPS2 0,8577 0,100154 0,039257 2,45 0,08161 0,081876Regulation of Cholesterol Metabolism, ERAD

D05 NPLOC4 0,8955 0,391182 0,56512 3,9797 0,231099 0,036158ERAD

D06 NUCB1 0,6245 0,059526 0,000773 4,82 0,188474 0,082938ERAD

D07 OS9 0,6659 0,058409 0,001151 4,5709 0,221375 0,02852ERAD

D08 PDIA3 1,1608 0,120237 0,05053 0,9037 0,067385 0,529346Protein Disulfid Isomerization, Apoptosis

D09 PFDN5 0,6351 0,149838 0,000796 2,1036 0,028632 0,000033Unfolded Protein Binding, Transcription Factors, Protein Folding

D10 PPIA 0,9955 0,099361 0,943713 1,8136 0,035055 0,00195Unfolded Protein Binding, Protein Folding

D11 PPP1R15A 0,8985 0,15297 0,216477 3,6896 0,193404 0,099796Regulation of Translation

D12 PRKCSH 0,5922 0,065294 0,000362 32,8266 0,148038 0,132533ER Protein Folding Quality Control

E01 RNF5 1,0768 0,018203 0,01845 2,3871 0,133474 0,003383Ubiquitination

E02 RPN1 1,1773 0,118049 0,115759 2,3613 0,08017 0,207289ER Protein Folding Quality Control

E03 SCAP 0,9917 0,08795 0,885881 3,8719 0,068573 0,017488Unfolded Protein Binding, Regulation of Cholesterol Metabolism, Transcription Factors

E04 SEC62 0,9627 0,078766 0,307532 1,6205 0,090829 0,053023ERAD, Ubiquitination

E05 SEC63 1,1038 0,096341 0,104033 1,049 0,163339 0,699913Unfolded Protein Binding, Heat Shock Protein

E06 SEL1L 0,7334 0,128898 0,004052 0,8739 0,162462 0,458563ERAD, Ubiquitination

E07 VIMP 1,3643 0,070714 0,001433 1,0781 0,104092 0,770968ERAD, Protein Disulfid Isomerization, Apoptosis

E08 SERP1 1,4439 0,147638 0,007822 1,0083 0,04266 0,942042ER Protein Folding Quality Control, Regulation of Translation

E09 SIL1 0,4707 0,181686 0,000776 3,0793 0,159252 0,311984Unfolded Protein Binding, Protein Folding

E10 SREBF1 3,1686 0,080813 0,000056 6,7058 0,138271 0,002063Regulation of Cholesterol Metabolism, Transcription Factors, Protein Disulfid Isomerization

E11 SYVN1 1,0425 0,074905 0,370051 0,789 0,143678 0,375023Regulation of Cholesterol Metabolism, Protein Disulfid Isomerization

E12 TCP1 0,8797 0,123531 0,200268 1,6623 0,144558 0,021607Unfolded Protein Binding, Protein Folding

F01 TOR1A 0,8202 0,170995 0,039359 1,4873 0,126969 0,135507Unfolded Protein Binding, Protein Folding

F02 UBE2G2 1,285 0,216033 0,06314 2,3676 0,087579 0,086702Ubiquitination

F03 UBXN4 0,8377 0,141679 0,032351 1,1356 0,039107 0,873529Ubiquitination

F04 UFD1L 1,1094 0,145008 0,160515 1,3558 0,046277 0,083795Ubiquitination

F05 UGGT1 0,9831 0,116279 0,784306 1,2023 0,257355 0,781471Unfolded Protein Bindung, ER Protein Folding Quality Control, Protein Folding

F06 USP14 1,1324 0,039099 0,002061 1,8064 0,030737 0,007776Ubiquitination

F07 VCP 1,0635 0,067651 0,480514 2,3761 0,148312 0,045177ERAD, Ubiquitination, Apoptosis

F08 XBP1 1,8854 0,064414 0,000069 0,4018 0,056857 0,070129Transcription Factors

F09 ADM2 2,8265 0,018652 0 0,7528 0,177127 0,055572Pathway Activity Signature Gene

F10 ASNS 1,2906 0,073274 0,004893 1,1746 0,057787 0,187087Pathway Activity Signature Gene

F11 BEX2 0,922 0,048104 0,018744 1,2056 0,154039 0,097061Pathway Activity Signature Gene

F12 DDIT3 1,303 0,287342 0,131627 0,0962 0,20019 0,002032Transcription Factors, Protein Disulfid Isomerization, Apoptosis, Pathway Activity Signature Gene

G01 DNAJB9 1,7373 0,200844 0,006663 0,7656 0,021798 0,10207Unfolded Protein Binding, Protein Folding, Heat Shock Protein, Pathway Activity Signature Gene

G02 GINS2 2,0993 0,12718 0,000706 1,2739 0,223665 0,244709Pathway Activity Signature Gene

G03 HERPUD1 1,9677 0,106651 0,000348 0,1632 0,031689 0,000901ERAD, Ubiquitination, Pathway Activity Signature Gene

G04 INHBE 12,4772 0,158574 0,000138 0,8698 0,137877 0,461593Pathway Activity Signature Gene

G05 KCNMB3 1,2563 0,221238 0,085401 0,2921 0,2136 0,00206Pathway Activity Signature Gene

G06 MCM4 1,5481 0,221615 0,016569 0,8883 0,179369 0,531074Pathway Activity Signature Gene

G07 PCNA 1,2768 0,106965 0,011949 1,8472 0,025456 0,001476Pathway Activity Signature Gene

G08 RRM2 1,5739 0,158074 0,005631 1,743 0,137853 0,05836Pathway Activity Signature Gene

G09 SLC17A2 0,9179 0,191978 0,58329 1,1479 0,053771 0,214626Pathway Activity Signature Gene

G10 TRIB3 0,7934 0,353111 0,179767 2,1421 0,171177 0,993394Pathway Activity Signature Gene

G11 TYMS 1,3223 0,166677 0,029124 2,1392 0,03769 0,000802Pathway Activity Signature Gene

G12 UHRF1 1,7584 0,716514 0,17988 2,6956 0,065902 0,318811Pathway Activity Signature Gene
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