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Didac Santesmasses! and Vadim N. Gladyshev'*

1 Division of Genetics, Department of Medicine, Brigham and Women’s Hospital, Harvard Medical School, Boston, MA
* Correspondence: vgladyshev@rics.bwh.harvard.edu



= | AT |

SECISBP2 category
EEEQEC 0.8 . machinery
SEPSECS se_related

SEPHS2 06 | selenoproteins

GPX4
SCD 0.4 unknown

PRDX6

SCLY

LRP8 0.2
TXNRD1
SEPHS1
DIO3
TRNAU1AP
DIO1
SELENON
GPX3
GPX6
SELENOT
SELENOI
SELENOP
DIO2
SELENOO
SELENOM
TXNRD2
SELENOK
GPX2
SELENOV
MSRB1
SELENOW
SELENOS
SELENOH

GPX1
SECISBP2L

o

TGP,

A108318D

Figure S1. Correlation heatmap of cell viability scores between selenoproteins and proteins in the Sec
cluster. Values correspond to Pearson’s correlation across 941 cancer cell lines from the Cancer Dependency
Map.



EEFSEC | GPX4 | ’ LRP8 l ‘ PRDX6 ‘ | PSTK | | SCD | ‘ SCLY ‘ [SECISBP% | SEPHS2 | |SEPSECS| ‘ TXNRD1
m
1.0 Corr: Corr: Corr: Corr: Corr: Corr: Corr: Corr Corr: Corr: [ 3
0.5 0.645***  0.264***  0.237*** 0.683** -0.292*** 0.235** 0.517*** 0.631*** 0.738** 0.324™" ﬁ
0.0 Lo

— ] Corr: Corr: Corr: Corr: Corr: Corr: Corr: Corr: Corr: _Gg

— N 0197 0.140**  0.662"** -0.358*** 0.174** 0478 0.604*** 0569** 0.196" | &
0.0 Corr . . . . -

_0.54% ; orr: Corr: Corr: Corr: Corr: Corr Corr Corr: 5

—1.0 4 &% ‘ 0.318**  0.189"™*"  -0059. 0330™* 0171 0279 0222***  0060. | &

-15 ‘ L |
0.0 " .’ j] Corr: Corr: Corr: Corr: Corr: Corr: Corr: g

-0.54 4 0.151** -0.025 0.259***  0.172***  0.255***  0.202*** 0.060. [

-1.0 —
0.0 1 . % ) ] ) ‘ ‘ )

-0.54 4 - Corr: Corr: Corr Corr Corr: Corr: o

-1.04 —0.268"* 0.210* 0.513*** 0.599** 0679 0.347**| =

-1.54 s . L |
0.0 - E ; g 1

-0.54 ‘ _ Corr: Corr: Corr: Corr: Cor: | @

:jl g ] - 3 L) -0.050 -0.250"*" -0.241* -0.204*** -0.156"*"| ©

* ke .

2.0 S
0.3 3 T : .
88 :’ v’ "J ,’ " ” Corr: Corr: Corr: Corr: g

06"« » e ' L . 0.187***  0.260*** 0.248*** 0058. | &

0.9« s £ L |

0.254 = - 7

88% 1 b o Corr Corr: Corr: | ©

-0.501 M p . 0483 0449~ 0227 | @
. " i =
-0.75 > | % |
0.0 1 s »

-0.5 4 4 Corr: Corr: i

_1 5] T e 0584 0168 | %

- ' 1 - - @

2.0 L
0.0 1 ' o

: 8 % k Corr: T

-0.54 : @

_:|| g s ® ‘ 0.348 5
0.54 ] L) 2
OO 1 & ’ ;

F

T | :

_'1 5 T T T T LI .l T T T T T - T LI L L T T T

NOWS Ao WOoWe O W Q VOO OO

Figure S2. Pairwise correlation of essentiality scores across 941 cancer cell lines for genes in the Sec
cluster. Bottom left corner shows the scatter plot and fitted linear model between the corresponding pair

of genes, and the top right corner shows Pearson’s correlation coefficient and statistical significance level.
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Figure S3. Number of cell lines per lineage (primary tissue), colored by primary disease, in the Cancer

Dependency Dataset.



