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A01 AMFR 0,9372 0,162749 0,403775 5,4587 0,052608 0,015682ERAD, Ubiquitination

A02 ATF4 0,7369 0,399791 0,133888 2,7479 0,292847 0,06422Transcription Factors

A03 ATF6 0,9823 0,043611 0,589835 2,7763 0,373951 0,052894Mayor UPR Initiator, Transcription Factors

A04 ATF6B 0,9415 0,154841 0,537128 3,1475 0,302036 0,064974Transcription Factors

A05 ATXN3 0,6999 0,309542 0,035046 3,3907 0,181654 0,015731Transcription Factors, Apoptosis

A06 BAX 0,7436 0,368665 0,115382 4,3627 0,241663 0,023889Apoptosis

A07 CALR 1,1328 0,168529 0,24127 3,4617 0,20198 0,051238Unfolded Protein Binding, Transcription Factors, Protein Folding, Apoptosis

A08 CANX 0,8928 0,119613 0,084443 2,6515 0,25842 0,060363Unfolded Protein Binding, Protein Folding

A09 CCT4 0,7486 0,397734 0,174284 1,7923 0,365175 0,135441Unfolded Protein Binding, Protein Folding

A10 CEBPB 2,1008 0,944247 0,12273 16,4879 0,090453 0,000465Transcription Factors, Apoptosis

A11 CREB3 0,898 0,200788 0,291222 116,1421 0,299231 0,00423Transcription Factors

A12 CREB3L3 0,5409 0,937048 0,193529 1,817 0,376439 0,233825Transcription Factors

B01 DERL1 1,2928 0,308472 0,108 3,7316 0,26488 0,018075ERAD

B02 DNAJC10 1,0816 0,185577 0,368968 3,2446 0,278745 0,012682Unfolded Protein Binding, Protein Folding, Protein Disulfid Isomerization, Heat Shock Protein

B03 DNAJC3 1,0466 0,086138 0,329437 2,025 0,271137 0,217319Heat Shock Protein

B04 EDEM1 0,9877 0,07276 0,713445 6,0037 0,168887 0,003103ER Protein Folding Quality Control, ERAD

B05 EIF2A 0,7357 0,424314 0,144141 1,5795 0,333182 0,272864Regulation of translation

B06 PERK 1,2012 0,339542 0,226528 3,803 0,246305 0,006084UPR key initiator, Regulation of translation, Apoptosis

B07 ERN1 1,1607 0,355703 0,312962 6,0811 0,16012 0,005665Transcription Factors, Apoptosis

B08 ERN2 0,5796 0,757592 0,167676 4,3936 1,096719 0,184643Transcription Factors, Apoptosis

B09 ERO1A 0,8506 0,273387 0,218979 2,6394 0,257187 0,033049Protein Folding, Protein Disulfid Isomerization

B10 ERO1B 0,8208 0,118476 0,061438 5,4148 0,369443 0,012373Unfolded Protein Binding, Protein Disulfid Isomerization

B11 ERP44 0,9954 0,042851 0,901116 7,0868 0,323781 0,011803ER Protein Folding Quality Control, Protein Folding, Protein Disulfid Isomerization

B12 FBXO6 0,6494 0,509881 0,091973 25,4318 0,363509 0,012815ERAD

C01 GANAB 0,8892 0,205291 0,247791 6,4078 0,081805 0,048121ER Protein Folding Quality Control

C02 GANC 0,7386 0,346508 0,089144 2,8886 0,179066 0,067503ER Protein Folding Quality Control

C03 HSPA1B 0,8416 0,213017 0,113175 7,6797 0,162898 0,005638Unfolded Protein Binding, Heat Shock Protein

C04 HSPA2 0,872 0,231591 0,369495 1,4643 0,469754 0,51258Unfolded Protein Binding

C05 HSPA4 0,953 0,091499 0,311432 2,2336 0,302325 0,02701Heat Shock Protein

C06 HSPA4L 0,7725 0,333026 0,115696 5,865 0,373326 0,008875Protein Folding

C07 HSPA5 1,2683 0,34456 0,16891 1,1216 0,211331 0,517808Heat Shock Protein

C08 HSPH1 1,32 0,467008 0,188913 4,2344 0,294797 0,004356Heat Shock Protein

C09 HTRA2 0,6903 0,481713 0,128929 3,3333 0,328658 0,09113Unfolded Protein Binding, ERAD, Apoptosis

C10 HTRA4 0,9324 0,365627 0,738372 3,9454 0,937294 0,104895ERAD

C11 INSIG2 0,7564 0,163775 0,011879 2,4045 0,40703 0,141196Regulation of Cholesterol Metabolism

C12 MANF 1,3208 0,379467 0,143034 69,6193 0,323338 0,110493Apoptosis

D01 MAPK8 0,9524 0,027351 0,01634 2,9186 0,335759 0,039128Apoptosis

D02 MAPK9 0,759 0,280726 0,07291 2,6094 0,272454 0,046287Apoptosis

D03 MBTPS1 0,8815 0,160095 0,116578 3,5216 0,163557 0,088288Regulation of Cholesterol Metabolism, ERAD, Transcription Factors

D04 MBTPS2 0,9664 0,147933 0,658283 3,7154 0,279947 0,051388Regulation of Cholesterol Metabolism, ERAD

D05 NPLOC4 1,0648 0,195419 0,459379 5,3947 0,085994 0,028222ERAD

D06 NUCB1 0,8247 0,241242 0,136399 9,0133 0,151915 0,025235ERAD

D07 OS9 0,8956 0,109071 0,117768 7,3358 0,296118 0,017726ERAD

D08 PDIA3 1,1132 0,208598 0,255848 2,614 0,128073 0,018934Protein Disulfid Isomerization, Apoptosis

D09 PFDN5 0,8765 0,155054 0,109441 1,7836 0,308363 0,061986Unfolded Protein Binding, Transcription Factors, Protein Folding

D10 PPIA 0,9225 0,101183 0,111878 1,5376 0,379062 0,123498Unfolded Protein Binding, Protein Folding

D11 PPP1R15A 1,0623 0,152959 0,42824 14,6813 0,203617 0,002436Regulation of Translation

D12 PRKCSH 0,7805 0,33739 0,154477 42,2954 0,173585 0,138211ER Protein Folding Quality Control

E01 RNF5 1,0108 0,045275 0,670791 2,6253 0,331252 0,032899Ubiquitination

E02 RPN1 1,0546 0,021325 0,471747 4,534 0,255477 0,036033ER Protein Folding Quality Control

E03 SCAP 0,9115 0,220874 0,461212 4,293 0,233803 0,05542Unfolded Protein Binding, Regulation of Cholesterol Metabolism, Transcription Factors

E04 SEC62 1,0506 0,060079 0,113601 3,015 0,31059 0,025972ERAD, Ubiquitination

E05 SEC63 0,9873 0,082259 0,780523 1,4577 0,308215 0,236174Unfolded Protein Binding, Heat Shock Protein

E06 SEL1L 0,9386 0,131937 0,354177 3,3818 0,222784 0,053563ERAD, Ubiquitination

E07 VIMP 1,1505 0,183897 0,148366 2,8704 0,264576 0,014319ERAD, Protein Disulfid Isomerization, Apoptosis

E08 SERP1 0,8822 0,272052 0,341016 2,4169 0,308842 0,0198ER Protein Folding Quality Control, Regulation of Translation

E09 SIL1 0,7754 0,289195 0,107297 4,7211 0,142832 0,186393Unfolded Protein Binding, Protein Folding

E10 SREBF1 1,3968 0,481983 0,160168 8,2908 0,170673 0,005829Regulation of Cholesterol Metabolism, Transcription Factors, Protein Disulfid Isomerization

E11 SYVN1 0,8719 0,104195 0,045239 3,9602 0,25132 0,044325Regulation of Cholesterol Metabolism, Protein Disulfid Isomerization

E12 TCP1 0,804 0,212096 0,111937 1,5852 0,284213 0,249055Unfolded Protein Binding, Protein Folding

F01 TOR1A 0,935 0,060403 0,048771 2,5462 0,261047 0,042532Unfolded Protein Binding, Protein Folding

F02 UBE2G2 0,8212 0,107639 0,009885 3,4663 0,109193 0,048523Ubiquitination

F03 UBXN4 0,8257 0,231073 0,106256 2,4908 0,306646 0,072566Ubiquitination

F04 UFD1L 0,9389 0,054635 0,041962 2,4181 0,308723 0,032929Ubiquitination

F05 UGGT1 1,1261 0,231012 0,267687 2,8677 0,090886 0,038678Unfolded Protein Bindung, ER Protein Folding Quality Control, Protein Folding

F06 USP14 0,8263 0,062511 0,00152 2,7821 0,21945 0,014795Ubiquitination

F07 VCP 0,9804 0,056612 0,756302 3,0887 0,272394 0,05643ERAD, Ubiquitination, Apoptosis

F08 XBP1 1,1551 0,155561 0,092777 3,1336 0,233915 0,023268Transcription Factors

F09 ADM2 4,0617 1,819719 0,121924 20,9135 0,557127 0,016865Pathway Activity Signature Gene

F10 ASNS 0,9482 0,141133 0,466284 1,6132 0,195442 0,02894Pathway Activity Signature Gene

F11 BEX2 0,772 0,289417 0,085042 2,1929 0,380134 0,047538Pathway Activity Signature Gene

F12 DDIT3 0,9224 0,173665 0,436501 1,9717 0,3355 0,033378Transcription Factors, Protein Disulfid Isomerization, Apoptosis, Pathway Activity Signature Gene

G01 DNAJB9 0,9375 0,135387 0,446282 6,7826 0,375202 0,006317Unfolded Protein Binding, Protein Folding, Heat Shock Protein, Pathway Activity Signature Gene

G02 GINS2 0,9213 0,063593 0,145345 1,7631 0,218239 0,161979Pathway Activity Signature Gene

G03 HERPUD1 0,754 0,212834 0,0225 2,3388 0,3387 0,01994ERAD, Ubiquitination, Pathway Activity Signature Gene

G04 INHBE 2,3699 1,332285 0,266438 5,6514 0,058338 0,002444Pathway Activity Signature Gene

G05 KCNMB3 0,9138 0,212747 0,382459 1,7994 0,306195 0,102574Pathway Activity Signature Gene

G06 MCM4 1,2179 0,308896 0,179024 2,3992 0,257977 0,088406Pathway Activity Signature Gene

G07 PCNA 0,8467 0,144981 0,05769 1,1073 0,298304 0,838337Pathway Activity Signature Gene

G08 RRM2 0,6886 0,498904 0,145185 0,9726 0,227941 0,678948Pathway Activity Signature Gene

G09 SLC17A2 1,223 0,068484 0,23683 2,9103 1,208569 0,117551Pathway Activity Signature Gene

G10 TRIB3 0,7342 0,148299 0,007195 11,2446 0,226077 0,006612Pathway Activity Signature Gene

G11 TYMS 0,8834 0,196722 0,224705 2,0329 0,215122 0,045481Pathway Activity Signature Gene

G12 UHRF1 1,061 0,071413 0,112636 3,3067 0,217924 0,383294Pathway Activity Signature Gene
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