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Additional file 2: Hierarchical clustering, expression plots and top 10 tissues, primary
cells and cell lines of RFX TSS locations

Hierarchical clustering of 30 RFX TSS locations (with shorthand p for promoter) based on
expression values (TPM) across 135 human tissue samples, using a 1-Pearson correlation
distance measure and average linkage method, as computed by the pvclust R package with
nboot=1000 with the numbers representing approximately unbiased (au) p-values (Suzuki and
Shimodaira, 2006). Tissue clusters are color-coded and represent the groups of tissues with
the highest overall expression values: immune system (teal), gastrointestinal tract (purple),
testis (green), brain and spinal cord (red), and two minor clusters, uterus and lung (black).
RFX TSS locations without color code have low expression values (TPM < 5).

This is followed by the expression profiles of 30 RFX TSS locations in human tissues,
primary cells and cell lines, whereby for every one of the eight human RFX genes (1-8),
summarized TSS profile data are presented vertically (“top-down”), starting with the a tissue
plot, followed by a table of the top 10 tissues, a table of the top 10 primary cells and a table of
the top 10 cell lines (highest expression levels are listed first, respectively). The tissue plot is
the expression level in log (base 10) TPM against tissues that are sorted from the highest to
the lowest expressed from 135 tissues, whereby the plot only includes the first 100 tissues.

The arbitrary unit for detection of expression is tags per million (TPM) as defined by
FANTOMS. We consider TPM < 5 to be lowly expressed and TPM < 1 to be background
noise.

Suzuki R, Shimodaira H: Pvclust: an R package for assessing the uncertainty in
hierarchical clustering. Bioinformatics 2006, 22:1540-1542.
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- - Top 10 tissues TPM
Top 10 tissues TPM Top 10 tissues TPM 1 " P tis adult 15
estls, adu
1 cerebellum, adult 67 1 cerebellum - adult 3.1 Clontech H : Un I
.. ontec uman universa
2 occipital cortex, adult 37 2 cerebellum, adult 3.0 2 4.9
- - Reference Total RNA
3 middle temporal gyrus 33 3 optic nerve 2.9 -
. 3 testis, adult 4.6
4 pituitary gland, adult 31 4 temporal lobe, fetal 2.5 —
- - 4 pituitary gland, adult 0.2
5 parietal lobe, adult 27 5 middle temporal gyrus | 2.1 S | ta adult o1
acenta, adu .
6 thymus, fetal 26 6 temporal lobe, fetal 1.8 P -
. 6 frontal lobe, adult 0.1
7 duodenum, fetal 26 7 occipital cortex, adult 1.6 7  other ti o
ail other tissues
8 spleen, fetal 25 8 lung, fetal 1.4 p 0
9 |medial temporal gyrus, adult| 25 9 | submaxillary gland, adult | 1.4 9 o
10 hippocampus, adult 25 10 pineal gland, adult 14 0 0
Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM
1 CD14+ monocytes - mock treated 37 1 Neutrophils 1.5 1 Eosinophils 0.7
2 Neutrophils 26 2 Smooth Muscle Cells - Esophageal 1.5 2 Basophils 0.5
3 D14+ monocytes. — treated with 25 3 granulocyte macrophage progenitor 1.3 3 Natural Killer Cells 0.5
Candida
4 CD14+ monocytles —treated with B- 23 4 | Mesenchymal stem cells - adipose | 1.2 4 CD8+ T Cells 0.4
glucan
5 Whole blood (ribopure) 22 5 Hepatocyte 1.2 5 CD19+ B Cells 0.4
6 CD14+ monocytes — treated with 2 6 Pericytes 11 6 CD4+CD25-CD45RA+ naive conventional 0.4
Cryptococcus T cells
7 Smooth Muscle Cells - Puimonary 11 ) )
7 Smooth Muscle Cells - Esophageal 21 Artery . 7 |CD14+ monocytes - treated with Candida| 0.3
8 Renal Epithelial Cells 20 8 Renal Glomerular Endothelial Cells 0.9 8 CD42‘;?]3:;§:3::5;7¢';:|E"°W 0.3
9 Pericytes 20 9 Astrocyte - cerebellum 0.9 9 CD34+ Progenitors 0.3
10 Renal Mesangial Cells 19 10 Fibroblast - Lymphatic 0.8 10 CD4+CD25+CD45RA- memory regulatory 03
T cells i
Top 10 cell lines TPM Top 10 cell lines TPM .
- P P Top 10 cell lines TPM
1 peripheral neuroectodermal tumor cell 33 testicular germ cell embryonal
line:KU-SN 1 carcinoma cell line:NEC8 18 1 keratoacanthoma cell line:HKA-1 0.3
2 tridermal teratoma cell line:HGRT 23 2 embryonic pancreas cell line:1B2C6 1.3 2 anaplastic large cell ymphoma cell line: 0.3
acute myeloid leukemia (FAB M7) cell Ki-JK :
3 line:MKPL-1 23 3 lens epithelial cell line:SRA 01/04 12
- : 3 embryonic pancreas cell line:1C3D3 0.3
4 small cell gastrointestinal carcinoma cell 20 bryoni Il line:2C6
line:ECC10 4 emoryonic pancreas cell fine: 1.2 4 acute myeloid leukemia (FAB M5) cell 0.3
5 acute myeloid leukemia (FAB M6) cell 20 chronic myelogenous leukemia cell line:THP-1 (fresh) )
I Iine:F-S?IE 5 I 5 line:K562 ENCODE 1.2 5 leiomyoblastoma cell line: G-402 0.3
testicular germ cell embryonal T
6 carcinoma cell line:NEC15 18 6 hepatoblastoma cell line:HuH-6 1.2 6 embryonic kidney cell line: HEK293/SLAM |
7 neuroectodermal tumor cell line:FU- 17 bone. marrow stromal cell infection, 24hr
RPNT-1 7 line:StromaNKtert 11 7 melanoma cell line:COLO 679 0.2
8 epitheloid carcinoma cell line: HelaS3 17 testicular germ cell embryonal
ENCODE 8 carcinoma cell line 11 8 [small cell lung carcinoma cell line:NCI-H82| 0.1
9 acute myeloid leukemia (FAB M6) cell 16 small cell lung carcinoma cell line:DMS
line:EEB 9 144 1.1 9 all other cell lines 0
embryonic kidney cell line: Lo 2
10 HEK293/SLAM infection, 24hr 16 10 | rhabdomyosarcoma cell line:RMS-YM |, 10 0
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- - Top 10 tissues TPM
Top 10 tissues TPM Top 10 tissues TPM 1 aull p bl qult o8
. medulla oblongata - adult .
1 uterus, adult 43 1 testis, adult 140 g
2 aorta, adult 40 2 testis, adult . 81 2 caudate nucleus - adult 7.1
3 smooth muscle, adult 36 ; CIo;tc:ch Hum_l.'_:\rLUIr;\':li'sal 49 3 trachea, adult 6.5
i ererence |ota
4 diaphragm, fetal 35 . o _ o5 a aorta, adult 52
i mus, Teta .
5 - heart, adul;c, d:seaszdl 34 s y " 'd m 7 5 | medulla oblongata, adult | 4.9
-mi aorta, adu .
6 eart - mitral valve, adult | 33 : 6 corpus callosum, adult 4.9
7 testis, adult 33 6 rectum, fetal 6.4 = throat. fetal 45
I ) .
8 pituitary gland, adult 29 7 thymus, adult 6.4 8 lung, fetal 41
- 8 uterus, adult 6.2 - - -
3 medullbalobllongztaf acllult ;: 9 r tI qulc ) 9 hippocampus, adult 4.1
ili ura mater, adu . .
10 umbilical cord, feta L 10 spinal cord, fetal 3.8
10 stomach, fetal 5.8
Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM
1 immature langerhans cells 120 1 Eosinophils 38 1 Mast cell 4.3
2 Mast cell 83 2 Mast cell 26 2 immature langerhans cells 3.3
3 Neutrophils 8 3 Neutrophils 25 3 CD34+ Progenitors 2.8
CD34+P it 57 i
4 rogenitors 4 immature langerhans cells 24 4 granulocyte macrophage progenitor 2.6
5 Eosinophils 51 5 | granulocyte macrophage progenitor | 17 5 salivary acinar cells 16
6 Basophils 46 6 CD14+ Monoc
ytes 15 6 Synoviocyte 1.4
7 CD14+ monocytes - treated with Group 43 . CD133+ stem cZIIs - adztlt bone marrow
A streptococci 7 mature adipocyte 15 7 derived 12
8 CD14+ monocytes - mock treated 39 8 Basophils 14 8 Multipotent Cord Blood Unrestricted
9 CD14+ monocytes - treated with B- 37 9 CD14+ monocytes - treated with 1 Sométic Stem Cells 1.2
glucan Candida 9 amniotic membrane cells 1.0
10 |cD14+ monocytes - treated with Candida| 36 10 CD34+ Progenitors 12 10
Natural Killer Cells 1.0
Top 10 cell lines TPM Top 10 cell lines TPM
—— - Top 10 cell lines TPM
1 gastromtes.tlnal carcinoma cell 23 biphenotypic B myelomonocytic 12 P
line:ECC12 1 leukemia cell line:MV-4-11 1 |gastrointestinal carcinoma cell line:ECC12| 4.6
extraskeletal myxoid chondrosarcoma . i
2 cell line:H-EMC-SS 42 2 retinoblastoma cell line:Y79 10 2 small-cell gastrointestinal carcinoma cell 28
3 small-cell gastrointestinal carcinoma cell 12 adrenal cortex adenocarcinoma cell 9.8 - line:ECC4 -
line:ECC4 3 line:SW-13 . 3 argyrophil srr_wll cell carcinoma cell 25
4 biphenotypic B myelomonocytic 2 acute myeloid leukemia (FAB M1) cell | o line:TC-YIK
leukemia cell line:MV-4-11 4 line:HYT-1 : 4 | serous adenocarcinoma cell line:JHOS-2 | 1.8
5 cervical cancer cell line:ME-180 21 testicular germ cell embryonal 83
o Teuk (FAB ML) el 5 carcinoma cell line:NEC8 i 5 clear cell carcinoma cell line:TEN 1.6
acute myeloid leukemia cel " "
6 line:HYT-1 20 bronch|oa.lveolar carcinoma cell 8.1 extraskeletal myxoid chondrosarcoma cell
' 6 line:NCI-H358 6 line:H-EMC.SS 15
acute myeloid leukemia (FAB MO) cell - - Ine:R-EVIL-
7 Jine:Kasumi-3 20 acantholytic squamous carcinoma cell 81 ) )
: 7 line:HCC1806 . 7 glioma cell line:Gl-1 1.2
8 mesothelioma cell line:Mero-41 19 f f
8 acute myelolli:I::::t:'rr:?_:(lFAB M2) cell 7.8 8 glioblastoma cell line:A172 11
9 glioblastoma cell line:A172 19 .
10 | cute myeloid leukemia (FAB M) cell g | tridermal teratoma cell line:HGRT | 7.7 9 mesothelioma cell line:NCI-H2452 10
X 19 - "
line anaplastic squamous cell carcinoma cell 10| 2cute myeloid leukemia (FAB M1) cell | o
10 line:RPMI 2650 76 line:HYT-1
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Tissues Tissues Tissues Tissues Tissues
Top 10 tissues [TPM Top 10 tissues [TPM Top 10 tissues TPM| Top 10 tissues [TPM Top 10 tissues [TPM
1 cerebellum, adult 220 1 lung, fetal 55 1 cerebellum, adult 5.3 1 lung, fetal 9.4 1 testis, adult 11
2 parietal lobe, fetal 190 2 trachea, adult 24 2 brain, adult 4.9 2 | medulla oblongata - adult |9.2 2 testis, adult 9.4
3 parietal lobe, adult 130 3 occipital lobe, fetal 22 3 testis, adult 4.6 3 cerebellum - adult 7.6 3 Clontech Human Universal 43
4 occipital lobe, fetal 130 4 amygdala, adult 21 4 temporal lobe, fetal 3.9 4| medulla oblongata, adult |6.4 Reference Total RNA )
5 pineal gland, adult 130 5 temporal lobe, fetal 21 5 |medial temporal gyrus, adult| 3.6 5| caudate nucleus - adult |5.3 4 cerebellum, adult 0.1
6 temporal lobe, fetal 130 6 spinal cord, adult 21 6 amygdala, adult 3.1 6 spinal cord - adult 5.3 5 brain, adult 0.1
7 pituitary gland, adult 130 7 temporal lobe, fetal 21 7 amygdala - adult 3.0 7 occipital cortex - adult 43 6 all other tissues 0
8 temporal lobe, fetal 120 8 spinal cord - adult 20 8 spinal cord, adult 3.0 8 thalamus, adult 4.0 7 0
9 occipital cortex, adult 120 9 | medulla oblongata, adult | 19 9 parietal lobe, adult 2.9 9 middle temporal gyrus 3.9 8 0
10| middle temporal gyrus  |120 10| caudate nucleus, adult 18 10 occipital cortex, adult 2.9 10 hippocampus, adult 3.8 9 0
10 0
Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM
| CD4+CD25-CDASRA- memory CD14+ monocytes - treated with CD14+ monocytes - treated with
Neutrophil 49 Neutrophil 13
1 eutroph’s 1 conventional T cells 130 1 20 1 eutropnts 1 Trehalose dimycolate (TDM) 0.1
CD4+CD25+CD45RA+ nai latory T
2 CD19+ B Cells “ 2 CD4+T Cels 120 2 | CD14+ monocytes- treated with BCG | 18 2 el I 2| Mesenchymal stem cells - hepatic | 0.1
CD4+CD25-CD45RA+ nai tional ;
3 N T;e ‘r;salve conventional [, 3 st cel 110 3 | o1 mcno;ystlerzmtcrizl;:i with Group | 3 Cardiac Myocyte 08 3 co4+cozs-cn45r;A:e naie conventional [ o
4 CDA+CD25+CD45RAH naive regulatory T | o 4 D8+ T Cells % 4 CD14+ monocytes - treated with - 4 CI:.lrlA; Tono;ytes - trea‘t.(;g’a;th 08 4 allother primary cells 0
cells i charide renalose Al
(CD14+ monocytes - treated with IFN + N-| 2 5 Natural Killer Cells 91 CD14+ monocytes - treated with 5 CD4+T Cells 0.7 5 0
5 hexane n 5 Trehalose dimycolate (TDM) 7
6 CD4+CD25-CD45RA+ naive conventional 89 rehalose dimycolate 6 CD4+CD25+CD45RA- memory regulatory 07 6 0
6 CD4+T Cells 34 T cells 6 Natural Killer Cells 14 T cells -
CD4+CD25+CDASRA nai latory T
7 Neural stem cells 33 7 Ce":awe reguatory 68 7 CD133+ stem cells - adult bone marrow 12 7 Natural Killer Cells 0.7 7 0
derived -
3 CDA+CDZS+CDAS$AC-E ‘Tsemory regulatory| g Basophils 6 s P " g | CD14+monocytes - treated with 07 8 0
9 cn4+cuzsrc045k;: memary 3 9 CD19+B Cells 60 g |t monocytes-reated with N +\-[ 9 CD8+ T Cells 07 9 0
cells
10| 014+ monocytes - treated with u 10 CD34+ Progenitors 59 hexene 10 Mast cell 07 10 0
Trehalose dimycolate (TDM) 10 CD19+ B Cells 10
Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM
- extraskeletal myxoid chondrosarcoma argyrophil small cell carcinoma cell gastrointestinal carcinoma cell leukemia, chronic megakaryoblastic cell
1 | medulloblastoma cell line:0283 Med | 110 1 e 37 1 e 55 1 pivele 33 1 TheMEe0r 01
hil small cell carcinoma cell ; intesti ; ; ;
o | @rsvromhilsm 8 gastrointestinal carcinoma cell small cell gastrointestinal carcinoma cell argyrophil small cell carcinoma cell 1 other cell 0
line:TC-YIK 2 line:ECC12 30 2 ine:ECC10 48 2 e TIK 28 2 all other cell lines
extraskeletal myxoid chondrosarcoma small-cell gastrointestinal carcinoma cell ; small-cell gastrointestinal carcinoma cell 3 0
3 cel line:H-EMC-SS 68 3 £ ntesta 23 3 rectal cancer cell line:TT1TKB 48 3 i 19
4 gastromtels“:‘l;\.aElccca{;lnoma cell 60 4 argyrophil srlnaH cell carcinoma cell » 4 hepatoblastoma cell line:HuH-6 4.7 4 carcinosarcoma cell line:JHUCS-1 17 4 0
i ine:TC-YIK
ine 0
5 | maxillary sinus tumor cell line:HSQ-89 | 55 5 | pepilotubuiar adenocarcinoma cell | o 5 | teratocarcinoma cellineNCRG1 | 46 5 | extreskeleta mynold chondrosarcoma | 15 5
o [t geamtesintcrcnama | line:TGBC18TKB 6 [sauamous cell carcilnl;)ma celline:£C-G1-| , | el neurosctodermmal mor 6 0
line:ECC10 6 | merkel cell carcinoma cell line:Ms-1 | 13 6 line:KU-SN 14
normal embryonic palatal mesenchymal - - - 7 0
7 | merkel cell carcinoma cell line:MKL-1 | 54 7 acute myeloid leukemia (FAB M5) cell I 7 cell line:HEPM 39 7 acute myeloid leukemia (FAB M6) cell 12
won Tnon B acute ymphoblastic line:THP-1 (thawed) P - " line:F-36€ : 8 0
mesodermal tumor cell line:HIRS-BM 38
8 leukemia (ALL) cell line:P30/OHK 53 8 medulloblastoma cell line:D283 Med 11 " k'd T 8 medulloblastoma cell line:D283 Med 11 9 0
N embryonic kidney cell line: -
9 |  hepatoblastoma cell line:HuH-6 52 9 |alveolar cell carcinoma cell line:sW 1573| 9.7 9 HEK293/SLAM infection, 24hr 38 9 “e”’°e°‘°de":?,"“:f;°’ celllinesfU- 1 10 0
cord blood derived cell line:COBL-a 24h ine:
heral dermal I dulloblast Illine:ONS-76 | 3.8
10 infection(-C) 47 10 periphera "eu“r::,cés_;\:ma tumor ce 86 10 MeduToplostoma ce” Tne 10 clear cell carcinoma cell line:TEN 1.0
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Tissues Tissues Tissues
- Top 10 tissues TPM Top 10 tissues TPM
Top 10 tissues TPM 1 tp tis, adult 240 1 Otp t'o Id |te 11
- estis, adu estis, a
1 spinal cord - adult 290 5 F—— = 5, add
- estis, adu .
2 spinal cord, adult 270 - 2 testis, adult 4.7
Clontech Human Universal 100
3 thalamus - adult 170 3 Reference Total RNA 3 Clontech Human Universal | , o
4 | medulla oblongata - adult {170 4 caudate nucleus - adult 0.9 Reference Total RNA )
5 caudate nucleus - adult  |140 5 globus pallidus - adult 0.6 4 pituitary gland, adult 0.5
6 locus coeruleus - adult 140 6 thalamus, adult 0.5 5 all other tissues 0
7 | medulla oblongata, adult |130 7 caudate nucleus, adult 0.5 6 0
8 globus pallidus - adult 130 8 nucleus accumbens, adult 0.5 7 0
9 hippocampus - adult 120 9 epididymis, adult 0.4 8 0
10 spinal cord, fetal 120 SABiosciences XpressRef Human | 9 0
10 Universal Total RNA '
10 0
Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM
1 Neural stem cells 48 1 all primary cells 0 1 all primary cells 0
2 Neurons 11 2 0 2 0
3 Astrocyte - cerebral cortex 11 3 0 3 0
4 Astrocyte - cerebellum 4.8 4 0 4 0
5 nasal epithelial cells 0.6 5 0 5 0
6 amniotic membrane cells 0.4 6 0 6 0
7 Hepatocyte 0.4 7 0 7 0
CD14+ monocytes - treated with
8 lipopolysaccharide 02 8 0 8 0
9 Meningeal Cells 0.1 9 ) 9 0
10 Prostate Epithelial Cells (polarized) 0.1 10 0 10 0
Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM
1 |small cell cervical cancer cell line:HCSC-1| 57 1 bronchiozlr\‘lzz:\:z_lc'{asr;;noma cell 03 1 | endometrial carcinoma cell line:OMC-2 | 1.4
2 acute myeloid leukemia (FAB M7) cell 14 -
line:MKPL-1 ’ 2 neuroblastoma cell line:NBsusSR 0.2 2 neuroblastoma cell line:CHP-134 0.3
3 teratocarcinoma cell line:PA-1 13 3 all other cell lines 0 3 |gastrointestinal carcinoma cell line:ECC12| 0.2
4 synovial sarcoma cell line:HS-SY-II 0.8 4 0 4 hepatoma cell line:Li-7 01
testicular germ cell embryonal - -
5 N . 0.5 non T non B acute lymphoblastic leukemia
carcinoma cell line:NEC14 5 0 5 (ALL) cell line:P30/OHK 0.1
6 neuroblastoma cell line:NBsusSR 0.5 i
6 0 6 all other cell lines 0
7 acute myeloid leukemia (FAB M5) cell 04
line:NOMO-1 . . 0 7 0
8 cord blood derived cell line:COBL-a 24h 03
infection(-C) ) 8 0 8 0
9 neuroblastoma cell line:NB-1 0.2 9 o
10| teratocarcinoma cell line:NCC-IT-A3 0.2 9 0 10 o
10 0
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Tissues Tissues Tissues Tissues
Top 10 tissues TPM Top 10 tissues TPM| Top 10 tissues [TPM| Top 10 tissues TPM
1 blood, adult 22 1 tonsil, adult 9.0 1 brain, fetal 2.0 1 duodenum, fetal 4.8
2 tonsil, adult 18 2 appendix, adult 8.3 2 thymus, adult 1.9 2 parietal lobe, fetal 3.3
3 appendix, adult 17 3 vein, adult 7.3 3 pineal gland - adult 1.6 3 temporal lobe, fetal 1.8
4 vein, adult 17 4 small intestine, adult 7.2 4 thymus, fetal 1.4 4 spinal cord, fetal 1.7
5 thymus, adult 16 5 colon, adult 6.0 5 temporal lobe, fetal 1.3 5 duodenum, fetal 1.6
6 pons, adult 15 6 spleen, adult 5.5 6 spleen, fetal 1.3 6 skin, fetal 1.5
7 thymus, fetal 14 7 duodenum, fetal 4.8 7 spinal cord, fetal 1.3 7 occipital cortex - adult 1.4
8 spleen, adult 14 8 spleen, fetal 4.6 8 thyroid, fetal 1.2 8 appendix, adult 1.4
9 spleen, fetal 13 9 thymus, fetal 4.5 9 cerebellum, adult 1.2 9 temporal lobe, fetal 1.3
10| postcentral gyrus, adult 13 10 thymus, adult 4.3 10 skeletal muscle, fetal 1.2 10 uterus, fetal 1.2
Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM
1 CD19+ B Cells (pluriselect) 33 1 migratory langerhans cells 49 1 CD34+ Progenitors 5.4 1 CD133+ stem CE(|1|S - ad:lt bone marrow | 5
ierive
2 CD14+ Monocytes 28 2 CD19+ B Cells (pluriselect) 27 2 Dendritic Cells - plasmacytoid 43 2 CD34+ Progenitors 5.9
3 CD19+B Cells 21 3 CD19+B Cells 18 3 migratory langerhans cells 3.5 3 migratory langerhans cells 52
Dendritic Cells - monocyte immature immature langerhans cells 10 CD133+ stem cells - adult bone marrow N )
4 derived © 4 i 4 derived 29 4 Eosinophils 46
5 CD34+ Progenitors 19 5 Natural Killer Cells 9.9 5 CD34+ stem cells - adult bone marrow 29 5 Neutrophils 42
derived -
6 Dendritic Cells - plasmacytoid 19 6 Neutrophils 9.1 6 CD19+ B Cells 20 6 immature langerhans cells 4.1
CD34+ st Ils - adult b CD4+CD25+CD45RA- memory regulatory -
7 stem ce dseri?/el; one marrow 18 7 T cells expanded 76 7 Mast cell - stimulated 2.0 7 Mast cell - stimulated 3.5
8 Melanocyte - light 18 8 Eosinophils 7.2 8 CD19+ B Cells (pluriselect) 1.7 8 CD19+ B Cells 33
Dendritic Cells - i t
9 | granulocyte macrophage progenitor 18 9 endritic &€ sd::;:t;cyte immature | 65 9 CD14+ Monocytes 15 9 CD14+ Monocytes 32
10 Natural Killer Cells 18 10 CD8+ T Cells 63 10 Ciliary Epithelial Cells 14 10 |CD14+ monocytes - treated with Candida| 3.1
Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM
transitional-cell carcinoma cell g N A . neuroectodermal tumor cell line:FU- cord blood derived cell line:COBL-a 24h
1 lineIMSUL 44 1 aduItIT CAEI: Ieukhemla ceAII:n:I.ATN 1 60 1 RPNT-1 6.2 1 infection(-C) 7.4
lodysplasti d cell line:SKM- splenic lymphoma with villous cord blood derived cell line:COBL-a 24h cord blood derived cell line:COBL-a
2| " 41 2 lymphocytes cell line:SLVL 28 2 infection 4.7 2 untreated 4.9
3 prostate cancer cell line:DU145 40 3 |xeroderma pigentosum b cell line:XPL 17| 20 3 neuroblastoma cell line:NB-1 44 3 cord blood deriyefd cgll line:COBL-a 24h 47
infection
. ine: cord blood derived cell line:COBL-a
. peurobletoma el nente Z : 8 Ivmph:bclzlslt:ri‘: i:m::sgm1zs7s - 4 untreated 39 4 | medulloblastoma cell line:0283 Med | 3.3
5 Burkitt's lymphoma cell line:DAUDI 33 5 ENCODE 19 S | adult T-cell leukemia cell line:ATN-1 | 3.7 S | plasma cell leukemia cell line:ARH-77 | 3.1
6 | 2cute myeloid leukemia (FAB M5) cell | . 6 lymphoma, malignant, hairy B-cell cell | o cord blood derived cell line:COBL-a 24h mycosis fungoides, T cell lymphoma cell
line:THP-1 (revived) line:MLMA 6 infection(-C) 36 6 line:HuT 102 TIB-162 30
7 | small cell lung carcinoma cell line:Lk-2 | 32 7 B Iymphohlastg;:!cr:)egéine: GM12878 17 7 Burkitt's lymphoma cell line:RAJI 30 7 acute myeloidl'leul:‘ev?ii (FABMI)cell |
ine:HYT-
acute myeloid leukemia (FAB MS) cell B lymphoblastoid cell line: GM12878 acute lymphoblastic leukemia (B-ALL)
8 line:THP-1 (fresh) 31 8 vymp ENCODE 16 8 cell line:BALL-1 3.0 8 hairy cell leukemia cell line:Mo 2.6
acute myeloid leukemia (FAB M5) cell i i3 (B . . . di | Il line:FU-
‘ 28 acute lymphoblastic leukemia (B-ALL) hairy cell leukemia cell line:Mo 29 neuroectodermal tumor cell line:
S — "“eml“"l “h:‘”e") — 9 cell line:BALL-1 1 3 | :y P T 9 RPNT-2 24
mphoma, malignant, hairy B-cell ce anaplastic squamous cell carcinoma cel o FU-
10| "™ Iins:MLMA v 27 10 | plasma cell leukemia cell line:ARH-77 | 13 10 line:RPMI 2650 27 10 neuroectuderr:zlrﬁ_r;or cell line:FU 23
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0 20 40 60 80 100 0 20 40 60 80 100 0 20 40 60 80 100
Tissues Tissues Tissues
Top 10 tissues TPM Top 10 tissues TPM Top 10 tissues TPM
1 duodenum, fetal 7.4 1 duodenum, fetal 2.4 1 duodenum, fetal 2.1
2 stomach, fetal 6.6 2 rectum, fetal 0.9 2 small intestine, adult 0.2
3 small intestine, fetal 3.3 3 : .breast, adult 0.7 3 colon, adult 0.2
4 duodenum, fetal 2.4 4 pituitary gland - adult | 0.6 a testis, adult 01
5 pancreas, adult 2.3 5 duodenum, fetal 0.5 5 all other tissues 0
6 small intestine, adult 2.3 6 pituitary gland, adult 0.2 6 0
7 colon, adult 1.9 7 small intestine, fetal 0.2 7 0
8 rectum, fetal 1.8 8 colon, adult 0.2 8 0
9 seminal vesicle, adult 1.3 9 placenta, adult 0.1 9 0
10 colon, fetal 1.2 10 small intestine, adult 0.1 10 0
Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM
1 Prostate Epithelial Cells (polarized) 0.4 1 Prostate Stromal Cells 0.1 1 all primary cells 0
2 Intestinal epithelial cells (polarized) 0.3 2 all other primary cells 0 2 0
3 all other primary cells 0 3 0 3 0
4 0 4 0 4 0
5 0 5 0 5 0
6 0 6 0 6 0
7 0 7 0 7 0
8 0 8 0 8 0
9 0 9 0 9 0
10 ° 10 0 10 0
Top 10 cell lines TPM Top 10 cell lines TPM -
.p - P Top 10 cell lines TPM
1 argyrophil small cell carcinoma cell argyrophil small cell carcinoma cell - _
line:TC-YIK 130 1 line:TC-YIK 9.6 1 argyrophil small cell carcinoma cell 71
2 gastrointes.tinal carcinoma cell gastrointestinal carcinoma cell line:TC-YIK
line:ECC12 85 2 line:ECC12 26 2 |gastrointestinal carcinoma cell line:ECC12| 3.6
3 embryonic kidney cell line: embryonic kidney cell line:
HEK293/SLAM untreated 08 3 HEK293/SLAM untreated 0.2 3 all other cell lines 0
4 embryonic kidney cell line: gall bladder carcinoma cell
HEK293/SLAM infection, 24hr 0.5 4 line:TGBC14TKB 0.2 4 0
5 ine:Li-
hepatoma cell line:Li-7 0.3 5 liposarcoma cell line:SW 872 0.1 5 0
6 prostate cancer cell line:PC-3 0.2 testicular germ cell embryonal 6 0
7 gall bladder carcinoma cell 6 carcinoma cell line:ITO-Il 0.1
line:TGBC14TKB 0.2 7 0
8 7 all other cell lines 0
colon carcinoma cell line:CACO-2 0.1 ) 0
9 liposarcoma cell line:SW 872 0.1 8 0 9 0
10 all other cell lines 0 9 0
10 0
10 0
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0 20 40 60 8 100 0 20 40 60 80 100 0 20 40 60 8 100 0 20 40 60 8 100
Tissues Tissues Tissues Tissues
Top 10 tissues TPM Top 10 tissues TPM Top 10 tissues TPM Top 10 tissues [TPM|
1 cerebellum, adult 16 1 cerebellum - adult 12 1 cerebellum, adult 13 1 cerebellum, adult 5.0
2 pineal gland, adult 11 2 parietal lobe, fetal 12 2 pineal gland - adult 9.6 2 occipital lobe, fetal 4.0
3 parietal lobe, fetal 11 3 occipital lobe, fetal 11 3 parietal lobe, fetal 8.8 3 skeletal muscle, adult 3.8
4 occipital lobe, fetal 11 4 temporal lobe, fetal 7.7 4 cerebellum - adult 7.6 4 pituitary gland, adult 34
5 cerebellum - adult 9.2 5 temporal lobe, fetal 7.4 5 pineal gland, adult 6.7 5 cerebellum, adult 2.7
6 temporal lobe, fetal 8.7 6 pineal gland - adult 7.0 6 occipital lobe, fetal 6.3 6 occipital cortex, adult 2.6
7 occipital cortex - adult 8.5 7 cerebellum, adult 6.8 7 cerebellum, adult 5.3 7 spinal cord, fetal 2.5
8 pineal gland - adult 8.0 8 rectum, fetal 6.4 8 temporal lobe, fetal 5.2 8 umbilical cord, fetal 2.4
9 brain, fetal 8.0 9 occipital lobe, adult 6.4 9 occipital cortex - adult 4.3 9 parietal lobe - adult 2.3
10 skeletal muscle - soleus 71 10 skeletal muscle, fetal 5.8 10 thymus, adult 3.6 10 parietal lobe, fetal 2.2
muscle ’
Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM
1 Neural stem cells 9.0 1 granulocyte macrophage progenitor 17 1 Mast cell - stimulated 74 1 salivary acinar cells 2.8
2 CD34+ Progenitors 55 2 CD34+ Progenitors 12 2 Neural stem cells 2.8 2 CD34+ Progenitors 1.9
3 CD8+T Cells 40 3 | CD133+stem “L's ',ad:" bone marrow | o 3 Fibroblast - Choroid Plexus 28 3 CD8+T Cells 17
erive
CD4+CD25-CD45RA- memol » f
4 conventional T cells expandz:l 3.7 4 Neural stem cells 7.9 4 CD34+ Progenitors 2.7 4 granulocyte macrophage progenitor 13
5 salivary acinar cells 35 5 CD34+ stem cells - adult bone marrow 76 5 Hepatic Sinusoidal Endothelial Cells 1.8 5 Natural Killer Cells 1.2
. derived - 6 Pericytes 16 6 CD34+ stem cells - adult bone marrow 11
6 Natural Killer Cells 3.5 6 Mast cell - stimulated 6.9 . derived .
7 Sertoli Cells 32 7 ast cell a7 7 Neurons 16 7 Mast cell 10
8 Chondrocyte - re diff 3.1 8 salivary acinar cells 34 8 salivary acinar cells 14 8 Astrocyte - cerebral cortex 0.9
CD4+CD25+CD45RA- memory regulato: CD4+CD25+CD45RA+ naive regulatory T )
9 T eels yregulatory| 5 o 9 Neurons 33 9 cells 13 9 Adipocyte - omental 0.9
10 Astrocyte - cerebral cortex 3.0 10 CD14+monocytes- treated with B- 24 10| granulocyte macrophage progenitor 13 10 Neural stem cells 0.9
glucan -
Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM
1 | breast carcinoma cell line:MDA-MB-453 | 10 1 extraskeletal myxoid chondrosarcoma 20 1 acute myeloic! leukemia (FAB M7) cell 85 1 | breast carcinoma cell line:MDA-MB-453 | 7.4
o - - cell line:H-EMC-SS line:MKPL-1 - -
2 small cell gastrqlntestlnal carcinoma cell 86 5 acute myeloid leukemia (FAB M7) cell 1 2 acute myeloid leukemia (FAB M6) cell | 2 acute myelond'leukemla (FAB M4) cell 50
line:ECC10 line:MKPL-1 line:F-36E - | - line:FKH-1 =
naplastit m 1} inoma cell . ) ung adenocarcinoma cell line:PC-
3 | anaplastic sql?:e:l::l;lf;ﬁ;;m omacell 65 3 | Hodgkin's lymphoma cell line:HD-Mar2 | 11 3 | neuroepithelioma cell line:SK-N-MC | 6.2 3 14.CNhs10726.10408-10683 4.2
4 | mesodermal tumor cell line:HIRS-BM | 6.3 4 neuroblastoma cell line:CHP-134 11 4 retinoblastoma cell line:Y79 6.0 4 e"t’aSke"*:::I'I'i‘r\‘/:f’;dECh’/‘l‘E":S'°safc°ma 38
5 lymphoma, malignant, hairy B-cell cell 6.2 5 acute myeloid leukemia (FAB M4) cell 10 5 Wilms' tumor cell line:HFWT 4.8 small cell gastrointestinal carcinoma cell
line:MLMA ) line:FKH-1 5 line:ECC10 36
6 | neuroblastoma cell line:CHP-134 | 5.6 6 retinoblastoma cell line:Y79 89 6 | sacrococigeal teratoma cell line:HTST | 4.8 bone marrow stromal cell
i 6 line:StromaNKtert 33
bone marrow stromal cell 56 acute myeloid leukemia (FAB M6) cell 86 7 extraskeletal rr-1yxo|d chondrosarcoma 43 -
7 line:StromaNKtert i 7 line:F-36E i cell line:H-EMC-SS 7 | mesothelioma cell line:ACC-MESO-4 | 2.6
8 neuroblastoma cell line:NH-12 5.4 8 small cell lung cal:isnzoma cell line:NCl- 8.0 8 myxofibrosarcoma cel line:MFH-ino 40 8 mesodermal tumor cell line:HIRS-BM 25
9 carcinoid cell line:SK-PN-DW 53 g | mveosis fungoides, T cell lymphoma cell | ) 9 | tridermal teratoma cell line:HGRT | 3.9 g |anaplastic squamous cell carcinoma cell |,
N N line:HuT 102 TIB-162 ) 10 non T non B acute lymphoblastic 36 line:RPMI 2650 -
10 somatostatinoma cell line:QGP-1 5.0 10 neuroblastoma cell line:NH-12 6.8 leukemia (ALL) cell line:P30/OHK ’ 10 osteoclastoma cell line:Hs 706.T 23
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0 20 40 60 80 100 0 20 40 60 80 100 0 20 40 60 80 100 0 20 40 60 80 100 0 20 40 60 80 100
Tissues Tissues Tissues Tissues Tissues
Top 10 tissues TPM Top 10 tissues TPM Top 10 tissues TPM Top 10 tissues TPM Top 10 tissues TPM
1 thymus, adult 1.7 1 | medial frontal gyrus - adult | 1.8 1 | heart - tricuspid valve, adult | 0.7 1 breast, adult 0.7 1 rectum, fetal 0.9
2 breast, adult 1.5 2 penis, adult 1.5 2 placenta, adult 0.3 2 spinal cord, fetal 0.4 2 temporal lobe, fetal 0.3
3 heart - tricuspid valve 1.4 3 duodenum, fetal 1.2 3 vein, adult 0.2 3 uterus, fetal 0.4 3 heart - mitral valve 0.3
4 thymus, fetal 1.1 4 amygdala - adult 1.0 4 thyroid, fetal 0.2 4 trachea, adult 0.1 4 middle temporal gyrus 0.1
5 brain, adult 1.0 5 skin, fetal 1.0 5 heart, adult, diseased post- 0.2 5 thymus, adult 0.1 5 paracentral gyrus, adult | 0.1
6 pancreas, adult 0.8 6 parietal lobe - adult 0.8 infarction ) 6 pons, adult 0.1 6 locus coeruleus - adult 0.1
7 trachea, adult 0.7 7 trachea, fetal 0.7 6 thymus, adult 0.2 7| postcentral gyrus, adult [0.1 7 parietal lobe, adult 0.1
8 heart, fetal 0.6 8 vagina, adult 0.7 7 locus coeruleus - adult | 0.1 8 occipital pole, adult 0.1 8 thymus, fetal 0.1
9 lymph node, adult 0.5 9 | cerebral meninges, adult [0.7 8 | caudate nucleus, adult 0.1 9 temporal lobe, adult 0.1 9 kidney, adult 0.1
10 skin, fetal 0.5 10 [medial temporal gyrus - adult| 0.6 9 trachea, adult 0.1 10 parietal lobe, adult 0.1 10 temporal lobe, adult 0.1
10 parietal lobe, adult 0.1
Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM Top 10 primary cells TPM
1 Fibroblast - Dermal 12 1 Preadipocyte - visceral 13 1 Chondrocyte - re diff 5.0 1 | mesenchymal precursor cell - adipose 2.8 1 granulocyte macrophage progenitor 3.8
2 macrophage pi 10 2 Smooth Muscle (;erltlz;vlnternal Thoracic 8.6 2 Preadipocyte - visceral 4.3 2 granulocyte macrophage progenitor 2.6 2 Preadipocyte - visceral 2.0
3 D14+ monocgzz;:reated with B- 9.5 3 Preadipocyte - subcutaneous 8.4 3 locyte macrophage p 3.8 3 [Smooth Muscle Cells - Pulmonary Artery| 2.3 3 CD14+ monocgii;:reated with B- 1.9
4 CD14+ mor;ofytes -”treated with 86 4 | mesenchymal precursor cell - adipose 6.6 4 Smooth Muscle Cells - Aortic 37 4 Fibroblast - Dermal 21 4 immature langerhans cells 18
almonella
5 immature langerhans cells 3.4 5 Chondrocyte - re diff 1.7 5 Preadi beut 17
5 Chondrocyte - re diff 8.6 5 tenocyte 5.6 readipocyte - subcutaneous i
6 Preadipocyte - visceral 83 6 | mesenchymal precursor cell - cardiac 55 6 Preadipocyte - subcutaneous 3.1 6 Smooth Muscle Cells - Carotid 1.5 6 Chondrocyte - re diff 17
7 mesenchymal precursor cell - ovarian 73 7 mesenchymal precursor cell - ovarian 52 7 Fibroblast - Dermal 28 7 Preadipocyte - visceral 15 7 Fibroblast - Dermal 1.5
cancer left ovary ) cancer left ovary mesenchymal precursor cell - ovarian 8 Skeletal Muscle Cells 1.4 )
8 | Fibroblast - Periodontal Ligament | 6.9 8 Fibroblast - Gingival 44 8 cancer left ovary > . - 8 | Mesenchymal stem cells - adipose | 13
9 preadipocyte - subcutaneous 69 9 Smooth Muscle Cells - Uterine 43 9 |Smooth Muscle Cells - Pulmonary Artery| 2.3 9 Preadipocyte - subcutaneous 13 9 Skeletal Muscle Cells 11
10 eamereatie swomal el s 10| mesenchymal precursor cell-bone | 10 | mesenchymal precursor cell - adipose | 2.0 10| mesenchymal precursor cell - cardiac | 1.1 10 |cD14+ monocytes - treated with Candida| 1.0
- marrow )
Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM Top 10 cell lines TPM|
1 schwannoma cell line:HS-PSS 31 1 schwannoma cell line:HS-PSS 39 1 schwannoma cell line:HS-PSS 53 1 schwannoma cell line:HS-PSS 6.7 1 schwannoma cell line:HS-PSS 43
biphenotypic B myelomonocytic
2 schwannoma cell line:HS-PSS 30 2 schwannoma cell line:HS-PSS 38 2 schwannoma cell line:HS-PSS 51 2 schwannoma cell line:HS-PSS 4.7 2 pleuketn:lipa cell Ii\rl1e:MV-4-1rt 2.6
3 | Hodgkin's lymphoma cell line:HD-Mar2 | 26 3 | epithelioid sarcoma cell line:HS-ES-1 | 27 3 gsteosarcom)anzt(a:i(li'zr;e:l‘lSB/TK"(' 35 3 | Hodgkin's lymphoma cell line:HD-Mar2 | 4.4 3 [acute myeloid 'I‘?”keEm:.al(FAB Méeo) cell| , 5
ine:EoL-.
4 blDhenOtYPli:"n:i\r!‘E;m?:?;rlc 18 4 | peripheral neul:::FéZ?Sel\:mal tumor cell |, 4 | epithelioid sarcoma cell line:Hs-ES-1 | 3.4 4 | myxofibrosarcoma cell line:NMFH-1 | 2.0 4 | cute myel:?id IEu;;n[i;aE(I;AB MS)cell | ;o
- - - - n acute myeloid leukemia (FAB M5) cell ine..- -
5 myxofibrosarcoma cell line:NMFH-1 17 5 fibrosarcoma cell line:HT-1080 6.3 5 biphenotyplc 8 myelomonocync 15 5 ine: 17 acute myeloid leukemia (FAB M2) cell
leukemia cell line:MV-4-11 I|ne.P31/Fl(JJ ) 5 line:Kasumi-6 17
acute myeloid leukemia (FAB M5) cell y ine: R acute lymphoblastic leukemia (T-ALL acute myeloid leukemia (FAB M4eo) cell ——
6 line:p31/FUl 12 6 | myxofibrosarcoma cell line:NMFH-1 | 5.9 6 ute ly pcell Iint-.:-.lurllj(at ja (T-ALL) | 4 6 line:EoL1 15 6 |acutemyeloid IﬁUkeEmLa;FAB Maeo) cell|
ine: A " e NCI - ) ) ine:EoL-
7 osteosarcom)an:?i(l:‘r;e.lllfoB/TK ( 97 7 mesothelioma cell line:NCI-H2052 57 7 fibrosarcoma cell line:HT-1080 11 7 fibrosarcoma cell line:HT-1080 1.0 7 |schwannoma cell ine:Hs-pss, tech_rep2| 15
) ) 8 | Hodgkin's lymphoma cell line:HD-Mar2 | 5.3 acute myeloid leukemia (FAB M4eo) cell epithelioid sarcoma cell line:HS-ES-1 | 0.9 -
8 fibrosarcoma cell line:HT-1080 9.0 — pp— =~ 8 v |iﬂEZED|.-3( ) 1.0 8 acl:te —velord eukemia (FAB M) ce 8 myxofibrosarcoma cell line:NMFH-1 15
9 acute myeloid leukemia (FAB M5) cell 8.9 9 |alveolar cell carcinoma cell line:SW 1573) 4.8 chronic myeloblastic leukemia (CML) cell 9 v line:NOMO-1 0.9 osteosarcoma cell line:143B/TKA(-
line:NOMO-1 i 10 | acute lymphoblasticleukemia (T-ALL) | , - 9 line:KCL-22 09 ne: 9 JneoA(R) 14
i i ine:. - theli Il line:NCI-H2052 0.7
10 acute myeloid IE:::EEI(FAB Maeo]cell| g g cell line:Jurkat 10 | myxofibrosarcoma cell line:NMFH-1 | 0.9 10 mesothelioma ce ine 10 | Hodgkin's lymphoma cell line:HD-Mar2 | 1.3
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