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Supplementary Figure 1. Percentages for purity yield of sorted cells from two porcine males using BD FACSymphony™.
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Supplementary Figure 2. Top 25% highly enriched genes in CD3+ sorted cells. Heatmap showing in decreasing order the top 25% of highly enriched genes in A) CD8T, B) CD4T, C) CD4CD8T and D) SWC6gdT cells. Ontology enrichment clusters of the top 25% highly enriched genes of E) CD8T, F) CD4T, G) CD4CD8T and H) SWC6gdT cells. The most statistically significant term within similar term clusters was chosen to represent the cluster. Term color is given by cluster ID and the size of the terms is given by –log10 P-value. The stronger the similarity among terms, the
thicker the edges between them.
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Supplementary Figure 3. Spearman rank correlation between TPM values of expressed genes in porcine sorted immune cells and their orthologous genes in human sorted immune cells.
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Supplementary Figure 4. Gene enrichment heatmap of highly expressed genes and cell markers reported in human and mouse databases in T cells, B cells, myeloid and NK cells. 
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Supplementary Figure 5. Cell-type specific genes in CD8T, SWC6gdT, NK, CD21pB and myeloid cells. Heatmap showing in decreasing order the cell-type specific genes in A) CD8T, B) SWC6gdT, C) NK, D) CD21pB and E) myeloid. Ontology enrichment clusters cell-type specific genes of F) myeloid cells. The most statistically significant term within similar term cluster was chosen to represent the cluster. The most statistically significant term within similar term clusters was chosen to represent the cluster. Term color is given by cluster ID and the size of the terms is given by –log10 P-value. The stronger the similarity among terms, the thicker the edges between them.
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Supplementary Figure 6. Gene expression patterns of sorted immune cells showed closer clustering than those share far common progenitors during hematopoiesis. Principal component analysis of transformed reads counts for selected genes in Nanostring. Axis indicate component scores. 
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Supplementary Figure 7. RNA abundance of Nanostring selected genes. Box plot showing log(TPM) expression values of Nanostring selected genes of porcine sorted cells.
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Supplementary Figure 8. Bulk RNA and Nanostring correlation. Spearman rank correlation of absolute normalize TPM values of common genes between bulk RNA-seq and Nanostring analysis.
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Supplementary Figure 9. Unique characteristics of scRNA-seq clusters. A) Stacked barplot showing proportion of cells within each cluster derived from different PBMC samples. Bar color corresponds to the animal ID of a sample. Cluster IDs are shown on the left, while the number of cells within each cluster are listed on the right. Proportions of total cells are also listed in the bottom bar. B) Heatmap of the top DEGs within scRNA-seq clusters. Clusters are shown on the x-axis, along with a tree showing hierarchical clustering. Genes are listed on the y-axis. Up to the top five differentially expressed genes with highest positive logFC values for each cluster are listed. C) Heatmap showing the number of DEGs detected between scRNA-seq clusters by pairwise DGE analyses. Clusters are ordered on the x and y axis according to hierarchical relationships that were also shown in B. The cluster with higher gene expression for a pairwise comparison is shown on the y-axis, while the cluster with lower gene expression by pairwise comparison is shown on the x-axis. Seven PBMC samples used for scRNA-seq analysis were derived from each of three separate experiments (experiment B, n = 2; experiment C, n = 3; experiment D, n = 2) * Refer to ‘Gene name replacement’ methods.
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Supplementary Figure 10. Additional comparison between bulk and scRNA-seq data. A) Histogram of distribution of AUC scores for top 25% gene sets from porcine bulk RNA-seq sorted cell populations depicted in Figure 5 A-B. Frequency (y-axis) corresponds to the number of cells from the porcine scRNA-seq dataset having an AUC score value specified on the x-axis. Light blue bars represent cells falling below a threshold of positive AUC score detection, while dark blue bars represent cells with AUC scores above the threshold of detection used for plots in Figure 5A. Gene set and threshold of detection are provided for each respective histogram. B) Heatmap of CIBERSORTx deconvolution results. Porcine sorted cell bulk RNA-seq populations for each animal are listed on the y-axis, and porcine scRNA-seq clusters are listed on the x-axis. A color bar above scRNA-seq cluster IDs on the x-axis indicates the cell type classification, as according to Figure 4D. Heatmap color represents the proportion of bulk RNA-seq cells that correspond to each of the scRNA-seq clusters, with totals across rows for each bulk RNA-seq sample equaling 100%. C) Gene set enrichment scores calculated by AUCell analysis of enriched gene sets created from genes with high expression scores > 0.5 for each respective sorted population of human cells overlaid onto cells of the porcine scRNA-seq dataset visualized in 2-dimensional UMAP plot. Each dot represents a single cell. The color of the dot corresponds to the AUC score for each respective cell. Higher AUC scores correspond to greater gene set enrichment. A threshold for AUC score detection was set and indicated by a horizontal line on the gradient fill scale for each plot. The gene set mDC_0.5 was not included due to containing only a single gene used to calculate enrichment scores. D) Histogram of distribution of AUC scores from genes with high expression scores > 0.5 for each respective sorted population of human cells depicted in Figure 5 D & Supplementary Figure 10C. Frequency (y-axis) corresponds to the number of cells from the porcine scRNA-seq dataset having an AUC score value specified on the x-axis. Light blue bars represent cells falling below a threshold of positive AUC score detection, while dark blue bars represent cells with AUC scores above the threshold of detection used for plots in Figure 5A. Gene set and threshold of detection are provided for each respective histogram.
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Supplementary Figure 10. Integration of porcine and human scRNA-seq datasets and transfer of human cell type labels. A) Prediction scores calculated to determine the confidence of cell type annotations. The human cell type specific frequency (size of the circle) and prediction score for that human cell type (color) are shown for each porcine scRNA-seq cluster. Porcine cell type classifications (color) are shown below the porcine scRNA-seq cluster IDs. B) The transferred human cell type labels are shown on the original porcine dataset UMAP. Each tile highlights a set of porcine cells annotated with their highest confidence level human cell type label in dark red.

image5.png
CcD8T CDAT
H_Memory_Bcells

H_Memory_Bcells
H_Naive_Bcells

H_Naive_Bcells

H_CDST H_CD8T

g H_CD4T g H_CD4T
= H_NK = H_NK
3 H_Monocytes g H_Monocytes
H_pDC H_pDC

H_myDC H_myDC
H_myDC123 H_myDC123

0.0 0.4 0.2 0.3 04 05 0.0 01 0.2 0.3 04 0.5

rho, Spearman correlation coefficients rho, Spearman correlation coefficients

CD4CD8T SWCeégdT

H_Memory_Bcells H_Memory_Bcells

H_Naive_Bcells H_Naive_Bcells

H_cD8T H_CD8T

g H_cD4T g H_cD4T
> - >

F H_NK E H_NK

g H_Monocytes g H_Monocytes

H_pDC H_pDC

H_myDC H_myDC

H_myDC123 H_myDC123

0.0 0.1 0.2 0.3 0.4 0.5 0.0 0.1 0.2 0.3 04 0.5

rho, Spearman correlation coefficients rho, Spearman correlation coefficients




image6.png
ava0de00|

4vaoNeao)|

024809

Tcells

Myeloid

ousavououon

T L e

Log2FC

Log2FC

B cells
coar
=
| FsF1a8. -4
w0 B
o
Tmemesss i -
o
con
e
coma
s
o
aoa
s
com
corm
s g 3 8 = =
g 8§ 3 §
g &5 & 3 H
E 5 % H
2
B
g
i





image7.png




image8.png
0
50
40
30
20
10

6
0

B3_SWC6;

edT
edT
edT
BI_CDST
B2_CDST
BI_CD4T
BI1_CD4CDST

B2_ CD4CDET
BI_M;
B2_Beells

B2_PBMC

B3_M
B3_PBMC
BI_Beells
B3_Beells

B3_ CD4CDET
fycloid

B2_Myeloid
fycloid

BI_PBMC

BI_SWC6;
B2_ SWC6;
BI_NK
B2_NK
B3_NK
B3_CDST
B2_CD4T
B3_CD4T

SIod gl
siog "zl

slpog” 16

OWed €8
OWed 28

owed g
PIORAN “g8
PIOPAN 26l

PIOPAN 18

18004A0 €8
18004a0 28
180D 18

1rad “ed
1pad e
1vad g
1800 "¢l

18a0 d

18ad>" 18
N el
SN T8

SNTIE

LP39OMS “edl

1PR9OMS T8
LP3OOMSTIE





image9.png
ADAMT

F**“ﬂm Baa, h* "t * ** el * .]. o q-—**ﬁ 4 ! *

120-

Tt ZL -r
o o ’i- i *!’ g_i !ﬁ *ZO *** !** * m*i

BLNK BNIP3

i ﬁ = Te R R 3

i * * “’5! iii* i * * # !‘** . 5! ol **‘ *‘ ! -
- 30_* = oo CASP; ‘cnspm

*i * * " **'P i *1'* '3‘;:-1-;*;- * 'g_ a-#*q Ha *

e *i’ W f"*!u =
SRR T & oo

1261 ¥ T - - ‘
‘2: - i100 i :|_ 1 *‘ 12+ { s * -yn
2 B T T B B :* i e D




image10.png
cD798

i -onad
- =IN
B
L] - pBIms
[ 3 - 1800v00
-+ - 100
- - 1800
E 3 -lpo g

12-
10-
8
6=
8-
7.
6=
5
4-
3
50-
45-
40-
35-
30
18-
11.4-1
110-

P 10AN
- 1pBems
& - Lscov@0
B —am - 1va0

+ A - 100

¥ — i - s
+ &

"
B

- iy - onad
- B SN

I - p1opAN

1 8 4+ - 1PBIMs

4 I m- - 18a0va0

|-

..1

!-*’* *
#*F*

. 100+

P

B—- 1s00v00
-+ - a0
1 - 1800

cveB

i#
**i¢*¢

L, T8
& &

25- *‘*

75-

50-

00-
12-

b
&
T+ - oned
* | SN
-

&

- proph

i - 1wboms

4 - 1800v00
4 - o
{- 1800
S8

tog

i

o
cpczss
#*—
cima
i‘**
crss

¥ L 3 +
siie et b o
Sl - oned
& N

Jl—- p1opin

1 - 1PBIOMS
—El— - 1500v00
—— - o

e
i i

Cell population




image11.png
o 135-

<ASEEDARRE i 741. o
BoE o R " "*z::ﬁ__ e

B cePs

- 7 1a- 0P W ¥ i'ﬁ !
2-sn * 91 = L) o 1200-*

Ll 8- 10- 1.75-

R bR Rt R

3 N 3

8- ot

HIFIA HIFAN HIF3A HMGA1 HMGB1

130~ L 1 L i: 75'*.* ol -
'ii:*.,,*"' & - yifeeert ;:!*!—"!L ER! =i nec

L o N
e T e
4 *! i I ""*""' o i** e, L g T
1 1.0 i 95 * o * 13: I Cell population
: mﬁ, * I T
* i * ! * : ::* * ** :;:’#‘!ﬁ ‘* gw

. 8- i B8 svosga
e ﬁ"j r 'Z *# i*i* *, 7-1#* ;ﬁ %E‘*"'*"' B s

ES PevC




image12.png
IRAK2

IL7R

IL1RAP

LB,

1A

-

IRF5. IRF8. TGAM ITGAX TGB2

IRF1

Py

&

75-
50-

1

i
. o5
i !**— B oo *i*‘

L]

1=

10~
9-
8

156-
15.2-
148~
144-

KIF23

ITPR3

ITK

13-

LCK Lcp2
-

LAT2

LAt

+ -onad
4 =N
} - p1opAn
- 1PBams
& - Lecora0
| SR o]
-..Enu

12-

- owad
4 -OIN
§ - Plopiw
] - 1pBooms
¥ - 1800¥00
4 - 1vad
[3 - 1800
Jl-- 108
e & 3
4 - onad
1 =IN
- P 10PN
&+ - 1pBoms
- 1800vad
- 1v¥ad
- 1800
o~ - l1eog

yeeo

B - oned
+ -OIN
3 - plopAW
- - 1pBoMS
—}- 1800v00
fF - va0
I - 1800

- leog

S b
6o

- oned

=N
—l-- piopin

- LpOooms

- 1800va0

- o

- 1800
A - 08

® o %

‘F 75-2

0. mT

Cell population




image13.png
Log(TPM)

: SR LSRR . AT m ‘b
- 9 mhi ol * 8 iiﬁ
i ¢ R e *

e "f“q. 9.-1'.:” P Y
¥ *y* M T T Ty

MX1 MyC MYD88 NCF1 NCF2

T ] i g L | 10:‘ o 12 T

“"**" i :i Hgy i E: ’*i mi * g E: . *ﬁ - L2 7

of F'* 'i:*! LIS ! ebeg e COFL iEmEmE
NCF4. NFKB1 NFKB2 NFKBIA NFKBIE NLRP3
N 2. -

T 1(‘)5 L] * i(:)g:‘ o ZZ- * i "y
6 'F—*! *!i ** 135 i L1 00, _* = 75’ ***! * ‘Z:-_i-..n- 2

" g - gg:!

125+

*N: x‘! o :; 5.* N:SS a i _ e * Cell ::::laﬁm
r * !-p !i * 3 F-rr! -(- *‘ “ ! -/ g o
14- P‘““* -~ & m

oy T o i e 2T

:_ ! ES PevC




image14.png
PIK3CG PKMYT1 PLCG1 PI PLK4. PPM1J

bt 5 |) s £ 9
;;g;;ﬂﬂ ® i:*ﬂ*;i ‘jj"' : - “#,‘ﬂ 7.!""#&*_ ey .

PPP1R14C PPP2R1B PRKCQ PSME PSMBY PSMCS

! #*i* * *lll ** hi L LSRN b *;* *!ﬂﬁ**

16-
B P :
PSMD2 PSMD8 PSME2 PTK2B PTPRC PTTG1
1275~ - 125-

125- 18.0- T -
qu-! & 104-! 1250-**_** & !-p *e #ﬁ*‘ 100 ™ =
12.25- # - 100- ﬁ - 1225+ ‘2“'* 75 75_* LT
1200 * * . ! * -

* . * 12,00 1154 17.0 col
11.75- * 05 11.75- * 110l 165-! * I
RELB RELT RHOC RHOH RHOU RIPK1

SIS
5
]
e
&
[
®
——
-
s
-
O
+
(3

o- 6 5 120-
!' - 10- - a-
SEEEE0%Q TEEE50EQ SEEEEoYQ SELEEo¥0  FEEEEDXQ SEEE5D0%Q
8g5z822s  TEEERIEZ  BEEEEIES BEERBTES  BRaEBIZZ EBER3°EC
moou§% o mouu§% 2 muug§% I muuugg I muoggg 2 mooggg D
S 2 3 2 s 222
émE émE é(,,E émE on= own=

Cell population




image15.png
Log(TPM)

”hﬁ lhh. 5 ol it *‘ *J*iﬁ P *i : **ﬁ :
!i i"; H*n : %*h!ﬁ!_! ES"'“*! 3 *H!*i“ ‘::;;‘* q
TR e
*ih ** i ****i s *!* !! } ii" § e i *h*
= e % “HANIRAN -iEEEiees: ofEssse=al
!i y:! #-r-r* “i * * o “! " ii; Biyee g o
a0 - T T B e
g T e T
. e o bene "** * "‘ - u-*h! 4 o
i I H! , R R i=

Ay %@***‘,:’ Sy




image16.png
USP19.

UBE2D2

TYROBP

TREM1

TRAF6

-a
-
A
-
-
e e
g3 e
-
i
-
-
I
B
4
L=l ]
RS
i o2 d
! |
t
1
1
]
4
—
1
4b e
I
+
—
-
—-
o
B
-
S w5
2 e e
1
-
il
-
-
—
p e i
—a
[13
L o
T+
4
—a
B
.
L
g sr

VAV2 VEGFA VEGFB VHL 'WEE1
e b - *
-

v*!iy

VAV

o

4-

L

&=

-

g

- B *-h

10-

]
-]

10-
9.

10-* *

&
“af s

110-

105+

!

100-

_iﬁﬁ,ﬁ

74

95-

-ongd
S3IN

- p1opAN
- 1pBoOMs
- 1800rA0
- 1va0

- 1800
-log

- oned

=N

- b 1opAw
- 1PBIMS
- 1800v00
- 1@

- 1800
-leog

- onad
Y

- piopAN
- 1pBooms
- 1800700
- o

- 1800
-8

- ongd
SN

- propn
- 1bgoms
- 180000
- 1va0

- 1800

- leog

- ongd
-OIN

- p1oeAn
- 1pBoMS
- 1800v0
- 10

- 1800
-l

AP0

—_—

15.0-

125-

10,0~

75-

- Oned

=N
- propn

- 1pBgams
= 1800va0
= a0
- 1800
-leog

50-

Cell population




image17.png
Myeloid Nanostring

B cells Nanostring

o

2

04

02

6| RE073,p22e16 o ..
=3 K
g
§ o .
z I .
ER PR
8 | ¥
@ .
o
oo
oo 02 0% ors 100 000 025 050 075 100 o 050 035 050 075 100
Myeloid Bulk RNA-seq NK Bulk RNA-seq CD211B Bulk RNA-seq
R=0.75,p<22e-16 _ mgese+ s 3 R=0.83, p<2.2¢-16
e A oa
. ER
. . Eﬂ Eﬂ
.3 g
{ é ™ 3 . é 06
P g [ . g
. g8 |~ 8
© . 03-
of | .o
. .
oo B3 5% o7 T P 03 &0 03 0 0% 0% 0% _ B3 60
CD21pB Bulk RNA-seq CDA4T Bulk RNA-seq

R=0.82, p<2.2e-16

ol
PARSN

2
£ o
g
g
£ |f
E ol §
g :
a .
o 00-
0.25- . .
. .
o = aso o o £ o o 0 an
CDA4CDST Bulk RNA-seq SWC6gdT Bulk RNA-seq




image18.png
A

a0

Frequency within cluster

°
8

°
S

oL

° ° °
R @ &

1,953
1,733
1,407
1,392
1,377
1,337
1,204
1,153
1,115
1,039
990
965
936
930
» _ 882
- I BN 874

« B E— 53
778
740

[ 700

» B — 37
627

618
604
2 — 550
» | I 531

» B — 52
411

360

9
10
"

12

2

28
2 350
329
" — 27
204
204
126
114

£
34

cor [ I 28,610

B2
@l C3
Eac2
EmC1

f wwr;\ |

I8





image19.png
Cluster with higher gene expression observed

Cluster with lower gene expression observed

26 12
Y [ )
2/l m =9 103
1 s s
19 e o
25 ™ s s
7 e s
32 i . L
7 w8 o139 60 1 583 e 54 =
n
18 60 7T TH6 8B TH T08 o =
14 80 ST4 9851084 963 945 onl ser
2, 2 16 ez a1s s
2 254 P 2 202 151 428 38 %5 584 401
s u7 £ ) o 4 29 115 110] 42 05 £ )
1 243 20 8 B0 57 12 2124|0881 387 287 377 443 28
7 138 182 190 206 178 173 190 183 59 198 201 183 113 8 L 0 2 5 8 3 22 21 178 147 239 241 1T 1TT 158 224 227 174 183 178 238
7 124 175 177 243 15 M8 188 173 47 182 168 151 75 65 55 1 0 62 67 50 27 205 181 138 215 238 187 170 150 233 238 ;2 183 187 2
16 212 208 32306 203 253 288 29 27 249 133 193 M7 105 12 138 138 0 120 118 114|372 25 207 36| 3 254 23 2% e[ 418 219 28 22
10 27 307 321 42 274 219 285 289 5 3 253 2 128 64 5 43 76 3 0 29 21| 33 211 294 38| 318 267 28 229 257 212 239 238 241 17000488
15 158 208 216 317 157 189 220 203 S0 232 195 179 69 40 7 73 61 8 [ -3 0 1330 234 185 304 301 225 225 201 209 307 224 217 210 295
2 162 215 250 340 22 199 282 217 el 248 208 22 8 33 6 53 45 80 41 2 0848 252 21| @28 328 235 243 219 01 341 28 238 28 13 &N
1183 207 218 %07 212 203 2280 35 167 121 241 159 208 268 288 3% 305 201 08| 321 281 0 13 e &1 125 21 283 209 32| 8 207 280 28 11 289
77 201 238 20368 213 208 298| 20 159 o4 120 128) 284 275 311 332 03| 29/ 329 338 8 100 O 1 28 89 20 200 175 838 20 207 123 &7..aW
31 182 221 223 345 198 198 283 257 150 59 95 109 262 220 209 356 315 224 282 37 2067 17 23 0 12 52 233 218 156 338 31 222 225 137 86 354
S 235 254 2000 401 27 240 05 305 180 89 101 153 307 335 363 386 300 325 408 389 8 51 52 2 0 62 288 211 224 37 A4l 280 295 12 110, 407
9 25 28 207 12 219 221 288 289 183 84 132 94 332 315 380 422|391 13| 34 403 M8 158 &7 47 oo 0 267 281 233 411l 488 295 288 17® 57 38
6 128 201 201 252 201 195 187 273 122 140 232 125 187 106 169 189 164 142 178 179 181 227 11 77 188 185 ] 3 82 174 178 99 108 0 83 2:2
2 132 170 167 243 147 150 199 204 111 128 147 101 179 157 169 215 176 138 181 183 157 223 94 67 155 143 27 0 83 198 203 102 98 72 81 232
24 143 203 213 339 177 176 238 212 121 133 110 101 250 216 234 340 265 201 237 272 21 308 119 80 200 198 180 188 0 288 283 180 214 148 70 281
0 174 191 22 27 12 10 201 218 125 170 106 113 231 189 188 183 188 164 180 192 167 228 134 118 205 17 108 10 & 0 48 2 N 1 & 287
178 210 216 282 186 185 202 204 127 151 130 120 224 177 184 172 175 157 157 172 156 130 110 198 191 12¢ 4 L) 0 L] 20 68 119 8 24
150 180 188 258 185 156 199 182 110 123 115 85 204 157 164 200 178 137 170 172 149 210 ™ 67 134 127 102 80 55 62 o7 0 25 2 @ 24
162 195 201 288 178 170 219 220 118 151 157 94 227 183 191 233 207 162 199 210 180 235 108 83 194 174 M 0 9% 99 1M 39 0 n 60 203
1590 217 2130337 188 179 249 219 124 120 129 73 200 225 259 320 284 214 22| 24 232 254 116 63 197 138 A0 127 148 248/ 38 13 w0 34 W7
58 8 mom 62 68 182 139 8 88 68 68 145 126 141 199 178 116 144 157 134 202 96 T4 121 108 190 154 122 233 249 135 144 %0 0 238
8 8 2 % 8 % 8B T 47 k1 47 B4 84 9 85 54 88 9% 95 59 51 51 57 55 80 7 o1 0 L) 57 68 L] 7 0





image20.png
Frequency
1500 2500

0 500

600

Frequency

0 200

Soded.
Pig Pogustion 13 19 20 25 27

Gene set = CD21nB_top25%

Gene set = Myeloid_top25%

Gene set = CD21pB_top25% s
Threshold = 0.028 @ Threshold = 0.035 § Threshold = 0.026
>
g s g -
s ¥ E
3
€ s g
- 8 c 8
et N J—
. .
r T T 1 < r T T T T T T 1 < r T T T 1
0.00 0.05 0.10 0.15 000 002 004 006 008 010 0.12 0.4 0.00 0.05 0.10 015 0.20
AUC histogram AUC histogram AUC histogram
Gene set = CD4T_top25% o Gene set = CD4CD8T_top25% Gene set = CD8T_top25%
Threshold = 0.040 2 Threshold = 0.046 Threshold = 0.300
g g Z o
: - ::
& g &g
° o
r T T 1 r T T 1 r T T T 1
0.00 005 0.10 0.15 0.00 0.05 0.10 0.15 0.0 0.1 02 03 04
AUC histogram AUC histogram AUC histogram

30 32 2

7

10 11 15 16 23 26 33 29 O

3

4

28 9 12 14 18 22 5 17 1

1
N

Gene set = NK_top25%
Threshold = 0.038

> 2
§ o
3
g
E g9
3
o M.
r T T 1
0.00 0.05 0.10 0.15
AUC histogram
Gene set = SWC6gdT_top25%
S Threshold = 0.054
1
>
g
g 8
g
£ 8
s
o
r T T 1
0.00 0.05 0.10 0.15
AUC histogram
24 31 6 21 34 35
40%
20%
0%
Cell Type Classifications:
Monocytes
®cDCs

DCs
cells
ntibody-secreting cells
D4* af T cells
D8ap* af T cells
CD8a* af T/INK cells
ONK cells
#CD2" y3 T cells
®CD2 y5 T cells
® Unknown
Erythrocytes





image21.png
AUC CD123PmDC AUC pDC AUC NK AuC
score: score: score: score:
138 101 091 123
.086 066 068 073
034 031 044 022
AUC AUC  [cpaT AUC  [cpsT AuC
score: score: _ SWQ‘ R S(X)I'QIA -
077 an 089 150
056 105 .056 086
.
035 038 022 022
D .
°
§ Gene set = Monocyte_0.5 3 Gene set = CD123PmDC_0.5 3 Gene set=pDC_0.5 o { Gene set = NK_0.5
5 « Threshold = 0.034 3 @ Threshold = 0.031 z Threshold = 0.044 2 Threshold = 0.022
2
g g g E! g g
g 2 g g g 8 g =
& o 3 T ®
° I ————_—
< r T T T T T T 1 ° r T T T T 1 ° r T T T 1 f ! T T ! ! !
000 002 004 006 008 010 012 0.4 000 002 004 006 008 0.0 000 002 004 006 008 000 002 004 006 008 010 012
AUC histogram AUC histogram AUC histogram AUC histogram
o 3
o Gene set = NaiveB_0.5 S Gene set = MemoryB_0.5 3 Gene set = CD4T_0.5 8 Gene set=CD8T_0.5
> '8_ Threshold = 0.035 > S Threshold = 0.038 z Threshold = 0.022 > . Threshold = 0.022
g g g g g
° 3 o
£ g £ s £ g £ =
W . [ —
ST T T T 1 ST T T 1 ST T T T 1 ° T T T ]
0.00 002 0.04 006 0.0 0.00 005 0.10 0.15 0.00 002 0.04 0.06 0.08 0.00 0.05 0.10 015

AUC histogram AUC histogram AUC histogram AAUC histogram




image22.png
A

Pltlet
Enh
Hsee
oounier
a1
AT
o1
iLc
NK_COSbrght
NKProlderating
o8 TEM
08 Proferting
coeNawa
coscr
o4 TEM
caTCm
COtProffeaing |+

ot e
Plasmabiast
8 memory
B memeaate
Jres
ez .

ey

€016 Hano
o8 ono

Human cell

pais Nt om0 11 15 20 25 27 30 32 3 7 & 10 1 15 16 59 26 9 20 0 3 4 b 5 et d2 § W1 v 6 aed

e

CDBTEM

Prediction

Frequency:
000

® o

®ors
®

el Type Clssifcations:

Cogog ap T cals
| | scoser o Tk cats
on cose
~coz)5 Taats
o2 T ots
e Uninown

Bintermediate D14 Mono

CD4TCM

Enogtes

T
LA | A | A | A

§ gdT CD8 Proliferating c Plasmablast
i [ J Y
, - . |
o B f ™ -
CD4 Proliferating NK Proliferating cDbC2
. . | " .





image1.png
Bl A2 SWC6gdT
O A2 cpsT

100
8

Hl Al SWC6gdT
3 A1 cpsT

e

B A2 cD4cDET

O A2 cpaT
B a2 Nk

B  A1_CD4CDST

o

O A2 Myeloid

A1 Myeloid

B A1 NK

e ¥

[830L%

B A2 cD21oB
O A2 cpay

Bl Al CD21pB
[ A1_CD21

«

pB

0

pB

adizad oy
gdizad ov
PIOAN TV
3N TV

1vdd Ty
18a0rad v
1800 1V
IP39OMS TV

gdizad v
gdizad v
PIOJAN TV
3N TV

1rdd 1V
18Ad¥AD 1V
18aD 1V

IPS9OMS TV




image2.png
A)

Log2FC

Log2FC

E)

I Eukaryotic translation elongation

I T cell activation

I mmmunoregulatory interactions between a Lymphoid and
a non-Lymphoid cell

I T cell receptor signaling pathway

Adaptive immune response

" Class A/1 (Rhodopsin-like receptors)

I Chemotaxis

Pathways in cancer

I PID CD8 TCR PATHWAY

[ Second-messenger-mediated signaling
Cell killing

1" Leukocyte migration

I Wound healing

NABA MATRISOME ASSOCIATED

[ Positive regulation of cell death

[ Positive regulation of cytosolic calcium ion concentration
involved in phospholipase C-activating G protein-coupled
signaling pathway
Cell adhesion molecule binding
Hematopoietic cell lineage

I Peptidyl-tyrosine phosphorylation
Positive regulation of kinase activity

I Adaptive immune response
B T cell receptor signaling pathway
Pathways in cancer
B Th17 cell differentiation
Chemotaxis
T cell selection
Bl Hemostasis
Cytokine-cytokine receptor interaction
[ Positive regulation of cytokine production
[ Regulation of T cell differentiation
Calcium ion binding
| Blood vessel development
I Transmembrane receptor protein tyrosine kinase signaling
pathway
"] Second-messenger-mediated signaling
| Neuroactive ligand-receptor interaction
[ Leukocytes migration
Cell adhesion molecules
Rapl signaling pathway
[0 peptidyl-tyrosine phosphorylation
Ras guanyl-nucleotide exchange factor activity





image3.png
Q)

Log2FC

D)

Log2FC

Bl Regulation of cell adhesion

Cytokine-cytokine receptor interaction

I Hematopoietic cell lineage

I Th17 cell differentiation

Chemotaxis

" Leukocytes migration

I Blood vessel development

Interferon-gamma production

N Alpha-beta T cell activation

[ Cell adhesion molecules (CAMs)
T cell selection
Cell-substrate adhesion

W Wound healing

Inflammatory bowel disease

[ Positive regulation of cytosolic calcium ion concentration
involved in phospholipase C-activating G protein-coupled
signaling pathway

"] peptidyl-tyrosine phosphorylation
Positive regulation of MAPK cascade
Integrin binding

¥ Transmembrane receptor protein tyrosine kinase signaling
pathway
Positive regulation of response to external stimulus

Bl Regulation of cell adhesion

I Cell morphogenesis involved in differetiation

I Second-messenger-mediated signaling

I Chemotaxis

Regulation of system process

" Pathways in cancer

I Angiogenesis

Cell-substrate adhesion

I Transmembrane receptor protein tyrosine kinase signaling
pathway

[ Hemostasis
Peptidyl-tyrosine phosphorylation
GPCR ligand binding

[ Cytokine-cytokine receptor interaction

[ Actin cytoskeleton organization

Th17 cell differentiation

[ Regulation of actin cytoskeleton
Guanyl-nucleotide exchange factor activity
G protein-coupled receptor signaling pathway

9 Modulation of chemical synaptic transmission
Protein kinase activity





image4.png
NK

Myeloid
H_Memory_Bcells
H_Memory_Bells H_Naive_Bcells
H_Naive_Bcells: - =
- - H_CD8T
H_cosT 8 H_cDaT
§ H_CD4T 2 _(
F H_NK: = H_NK
g H_Monocytes 8 H_Monocytes
H_pDC H_pbC
H_myDC H_myDC
H_myDC123 H_myDC123
0.1 0.0 0.1 0.2 0.3 0.4 05 0.0 0.1 0.2 03 0.4 0.5
rho, Spearman correlation coefficients
rho, Spearman correlation coefficients
CD21pB CD21nB
H_Memory_Bcells H_Memory_Bcells
H_Naive_Bcells "H Naive Beells
H_CD8T " H cpsT
® _
g H_CD4T g H_CDAT.
= H_NK = H_NK
8 H_Monocytes g H_Monocytes
H_pDC H_pDC
H_myDC H_myDC
H_myDC123 H_myDC123
0.0 0.1 0.2 0.3 0.4 0.5 0.0 0.1 0.2 03 04 0.5

rho, Spearman correlation coefficients rho, Spearman correlation coefficients




