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Figure S1. Togaviridae structural protein phylogeny for the alphavirus genus and Western
Blot confirmation of correct pseudotype production. A. Maximum-likelihood phylogenetic tree
of the CPE3E26kE1 polyprotein. Species included in our analysis are shaded in red. Species
shaded in blue are viruses for which pseudotype production was attempted but unsuccessful. B.
The E3, E26k and E1 proteins were expressed. A His-Tag added to the E1 protein C-terminus
was used for detection in producer cells and to show incorporation into VSV pseudotypes.
GAPDH and VSV-M were used as loading controls for producer cells and viral pseudotypes,

respectively. Western blot analysis was performed once.
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Figure S2. Matonaviridae structural protein phylogeny and Western Blot confirmation of
correct pseudotype production. A. Maximum-likelihood phylogenetic tree of the CPE2E1
polyprotein. Species included in our analysis are shaded in red. B. The C, E2 and E1 proteins
were expressed. A His-Tag added to the E1 C-terminus was used for detection in producer cells
and to show incorporation into VSV pseudotypes. GAPDH and VSV-M were used as loading
controls for producer cells and viral pseudotypes, respectively. Western blot analysis was
performed once.
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Figure S3. Flaviviridae envelope proteins phylogeny and Western Blot confirmation of
correct pseudotype production. A. Maximum-likelihood phylogenetic tree. Species included in
our analysis are shaded in red. Species shaded in blue are viruses for which pseudotype
production was attempted but unsuccessful. B. The C terminus of the C protein and the entire
E1E2 (HCV and BHV-M) and E™E1E2 (PPEV) proteins were expressed. A His-Tag added to the
E2 protein C-terminus was used for detection in producer cells and to show incorporation into
VSV pseudotypes. GAPDH and VSV-M were used as loading controls for producer cells and viral
pseudotypes, respectively. Although RBP incorporation could not be observed for BHV-M, PPEV
and HCV, infectivity of produced pseudotypes confirmed proper production. Western blot analysis

was performed once.
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Feline infectious peritonits virus (FIPV) ubgenus Human coronavirus OCA3 (HCOV-OCAY)
Transmissible gastroenteritis virus (TGEV) Unclassified Camel coronavirus HKU23 (CaCoV-HKU23)
Porcin espiatry cum:u(v::y:n‘?w Enbecovus Dromedary camel coronavirus HKUZ3 (DcCoV-HKU23)
eline alphacoronavirus 1 (FeCoV- ronaviru A
o s i Rt coronaius HKUA (RoCovHKU'T4)
Bat aphacoronavirus AMA (BatCov-AMA) Porcine hemaggutinating encephalomyels virus (PHEV)
‘Coronavirus Merbecovirus Equine coronavirus NC99 (ECoV-NC99)
‘Coronavirus (B! Nobecovirus Apodemus peninsulae coronavirus (Ape-CoV)
‘Coronavirus Betacoronavirus HKU24 (ChRCoV-HKU24)
Sarbecovius
Alphacoronavirus 16715_23 (AlphaCoV-16715-23) Myodes rufocanus vole coronavirus 2/JL2014 (MrufCoV-2JL14)
‘Scotophilus bat coronavirus 512 (Sc-BatCoV-512) Murine hepatitis virus strain A59 (MHV-AS59)
Porcine epidemic diarrhea virus (PEDV) Human coronavirus HKU1 (HCoV-HKU 1)
‘Swine enteric coronavirus (SeCoV) Pipistrellus bat coronavirus HKUS (Pi-BatCoV-HKUS)
Coronavirus Pipistretus abr
hil 12-related Hypsugo bat coronavirus HKU25 (HBCoV-HKU25)
Bat coronavirus CDPHE 15 (BatCoV-CDPHE15) Tylonycteris pachypus bat coronavirus HKU4-related (Ty-BatCoV-HKU4r)
Human coronavirus 229E (HCoV-229E) Tylonycteris bat coronavirus HKUA (Ty-BatCoV-HKU4)
229 related BIKY220E-1 0 Middie East respiratory syndrome-related coronavinus strain EMC (MERS-CoV)
Rousellus aegypliacus bat coronavirus 229E-related (Ro-BatCoV-299Er) Hodgehog coronavirus 1 (HeCoV-1)
Human coronavirus NL63 (HCoV-NL63)
NL63-related bat coronavirus BIKYNL63-0b (BIKYNL63) =
‘Swine acute diarrhea syndrome coronavirus (SADS-CoV) Edng HiUs1
Subgenus SeACoV-p10 P aceoct
Rhinolophus bat coronavirus HKU2/GD (Rh-BatCoV-HKU2/GD)
Unclassified BIRF-AIphaCoV/YN2012 (BRF-AlphaCoV-YN2012) Bat coronavins HKUS-4 (Ro Batcoy HKUS &)
Colacovirus Rhinolophus affinis bat coronavirus HKUZ-related (Rh-BatCov-HKU2) 1
- Pty Eidolon halvum bat coronavirus CMRTO4-P12 (EI-BatCoV-CT04)
Lucheng Rn rat coronavirus Lucheng-19 (LRNV)
Duvinacovirus Suncus murinus coronavirus Xingguo-74 (Sm-CoV-X74) - Bat coronaius B8 (BatCor BME)
B vuchacovinus Common shrew coronavirus Tibet-2014 (Sa-CoV-T14)
I Vinecovius [ BuNv-AiphaCoV (BiNv-AlphaCoV) AR Soraraies R GARE G
i 172011 (BIC: 1)
B winunacovinus lonycleri irus HKU33 (
Bl Vecows phacoronavius bat coronavius (PK-BaCoV)
B vyotacovins Bat coronavirus RaTG13 (BICOV-RaTG13)
hreiber Pangolin coronavirus GX-P2V (PanCoV-GX-P2V)
[ pedecovius iniopterus bat coronavirus 1 AFCDG2 (Mi-BatCoV-1A) SARS coronavirus 2 Wuhan-Hu-1 (SARS-CoV-2)
[ Rrinacovius . - Pangoin coronavus GD MP783 (PanCoV-GD-MP783)
B seraconns BIM-AphaCoV/SAX2OTT @Mr-AphaCoV) Fiinglshus fis coronavis YRt (Rh BaCoV-AYRat1)
. M — Miniopterus bat coronavirus HKUS (Mi-BatCoV-HKUB) SARS coronavirus Tor2 (SARS-CoV-Tor2)
REOVRLES % BIR-AlphaCoV/HuB2013 (BIRI-AlphaCoV-Hub2013) SARS-like coronavirus WIV16 (SL-WIV16)
Sunacovirus Bat SARS- ke coronavirus WIV (Bat-SL-CoV-WIV1)
- Tegacovirus H Coronavirus BtRs-AlphaCoV/YN2018 (BIRs-AlphaCoV/YN2018) (Bat-SL-
Rhinolophus bat coronavirus HKU32 (Rh-BatCoV-HKU32)
HKUT0
C e P .
1
~ @
e
D N
B 3 3 m S ™
Q [ © h w0
Q 7 3 > = ] j=d =
T ) b4 T ™ — - c ° o o ™
[%] x s QO o o ™ o 8 ©® = ® >
14 & T 9 2 2 2 9 T e 2 2 2 0
< ka = wa = E ¥ ¥ ¥ z £ T X X ¥ uw
kDa o a @ w I T I > N kba m I I I 0Q
— -
250 — 250 @
250 . n - - D | 250 —| ey W o | His-Ta
- : K} —
3 8 | 130 His-T: 8 = - - ’
B | 130 His-Tag ° . is-Tag 3| 130 His-Tag &
£ = £ 1100 o a
S < IS = VSV-M
& | 100 . o a
VSV-M
25 —E vev-M E 25 VSV-M
@ :
Q o il His-Tag
250 _|‘ - - © | 250 4 -
250 250 — - - - 2
” His-T » - . =1 130
8 is-Tag " His-Tag 21130 - /| His-Tag
Sl = 8 J130— g - - [SSsses & ==|cAroH
23 © 5| 100~ | 35
=100 % 100 — -
] f— w— | GAPDH
35 % GAPDH o 35
=]/ #ere0n
35
[}
kba &
250
173 "
K His-Tag
81130
£
©
a VSV-M
25
250 .
8 His-Tag
©
1]
2 130
35 ] GAPDH

Figure S4. Coronaviridae spike protein phylogeny and Western Blot confirmation of
correct pseudotype production. A. Separate maximume-likelihood phylogenetic trees for the
alpha and betacoronaviruses. Species included in our analysis are shaded in red. Species
shaded in blue are viruses for which pseudotype production was attempted but unsuccessful. B.
A His-Tag added to the spike protein C-terminus was used for detection in producer cells and to
show incorporation into VSV pseudotypes. GAPDH and VSV-M were used as loading controls
for producer cells and viral pseudotypes, respectively. The asterisk indicates an unspecific
band. Western blot analysis was performed once.
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Wuhan Mosquito Virus 6 (WHMV-6)
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Lake Chad virus (LKCV)
B Araguari virus (ARAV)
Wellfleet Bay virus (WBV)
Soybean thrips quaranja-like virus 2 (STQLV)
Longchuan virus (LCHV)
Solling orthomyxo-like virus (SOVL)
B soybean thrips thogotovirus 2 (STTV-2)
- Soybean thrips thogotovirus 1 (STTV-1)
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Figure S5. Orthomyxoviridae RBP phylogeny and Western Blot confirmation of correct
pseudotype production. A. Maximum-likelihood phylogenetic tree of the HA (top tree) or GP
(bottom tree) depending on genus. Species included in our analysis are shaded in red. Species
shaded in blue are viruses for which pseudotype production was attempted but unsuccessful. B.
A His-Tag added to the HA or GP C-terminus was used for detection in producer cells and to
show incorporation into VSV pseudotypes. GAPDH and VSV-M were used as loading controls for
producer cells and viral pseudotypes, respectively. Western blot analysis was performed once.
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Figure S6. Arenaviridae GP phylogeny for the mammarenavirus genus and Western Blot
confirmation of correct pseudotype production. A. Maximum-likelihood phylogenetic tree of
the RBPs. Species included in our analysis are shaded in red. Species shaded in blue are viruses
for which pseudotype production was attempted but unsuccessful. B. A His-Tag added to the GP
C-terminus was used for detection in producer cells and to show incorporation into VSV
pseudotypes, except for Tamiami virus, for which incorporation was shown by assaying
pseudotype infectivity. GAPDH and VSV-M were used as loading controls for producer cells and
viral pseudotypes, respectively. Although RBP incorporation could not be observed for LNKV,
infectivity of produced pseudotypes confirmed proper production. Western blot analysis was
performed once.
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Figure S7. Mammahantavirinae subfamily Gc-Gn (GPC) phylogeny and Western Blot
confirmation of correct pseudotype production. A. Maximum-likelihood phylogenetic tree,
which includes the polyprotein M segment. Species included in our analysis are shaded in red.
Species shaded in blue are viruses for which pseudotype production was attempted but
unsuccessful. B. A His-Tag added to the GPC C-terminus was used for detection in producer
cells and to show incorporation into VSV pseudotypes. GAPDH and VSV-M were used as loading
controls for producer cells and viral pseudotypes, respectively. Although RBP incorporation could
not be observed for MONV, ROCV, OXBV and HTNV viruses, infectivity of produced pseudotypes
confirmed proper production. Western blot analysis was performed once.
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Figure S8. Nairoviridae Gc-Gn (GPC) phylogeny for the Orthonairovirus genus and
Western Blot confirmation of correct pseudotype production. A. Maximum-likelihood
phylogenetic tree, which includes the polyprotein M segment. Species included in our analysis
are shaded in red. Species shaded in blue are viruses for which pseudotype production was
attempted but unsuccessful. B. A His-Tag added to the GPC C-terminus was used for detection
in producer cells and to show incorporation into VSV pseudotypes. GAPDH and VSV-M were
used as loading controls for producer cells and viral pseudotypes, respectively. Western blot
analysis was performed once.



A Peribunyaviridae
Genus
Orthobunyavirus
. Pacuvirus
Unclassified

Benevides virus (BYSV)
Juan Diaz virus (JOV)

cav
MANV
MURBV
SABOV

SHUV

TNTV
VNV
Nzv

Ananindeua virus (ANUV)

El Huayo ! vlvuséE UV) 130
Guama virus MAV;

Noju virus (MOJU 100

E
2
H
<
3
5
SSC:
2
Particles

| |sorv

His-Tag

Zegla virus (ZEGY.
ks s (BAHV)

lahogan

i éIM ;

Bertioga virus (BgRV VSV-M
Minatitlan virus (L’MN )

5
P t PATV -—
s uiis BV 130j -

bras virus (AB 100

== “E:HIS-T&Q

abahoya virus (B

24
Barranqueras virus (BQSV)

Lysates

_-————-——‘E GAPDH

B clanda it gssl\/) 35
1 V)

>
']

H

2

=

-

5

=

b

CD=2025875

S Z\,ﬁ > )9«
AMBV

araparu virus (CARV) kDa
Vi

Particles

SS
835
g%
==
5
m?l
255
Lysates
®
>
]
o
T

ngwavuma virus
Buttonwillow virus (BUTV)
Thimiri virus (THI
Eacey's paddok virys (FPV)
Sathupert vius (SATV
Douglas virus | 3
ﬁchma}lenber vlrus SBV)
rus.

Cat Que virus (CAVY)
o v (NGY)

Quovins
o ey vlrus NZV)

Davas onee BN

Cache Valley virus (CVV)

Tacatalpan virus (1ALY)

ain Drain virus (MDV)

achoeira Porteira virus. (CPOVJ
Sororoca virus (SOROV.
laco virus (IACOV)
Ani n mbi virus (AMBY.
myia vitus (WYOV)
Tatassul virus (TAL

Khatanga virus (KHATV
Califonia encephali virus (CEV)
San Angelo SAY)
Cmbo aus (
Tahyna virus (TAH!
Jery Siough vius Usv)
Jamestown Canyon virus (JCV)
inkoo Vs (INK
outh River virus (SORV)
Melao virus (MELV)
s ra do Navio virus (SDNV)
Kslone virus (KEY
Achiot (ACHO
irmatus V\rus INFV)
Trvvmalus virus (TVTV)
Bwamba vius (BWAV)
Pongola virus (EGAV)
Termeil virus ( R
Lednice vius (LED
'Poko Ilus
Turlock virus URV;
Umbre virus (UM
koongol virus (KOOV)
wongal virus 8 IONV]
ola virus (NOLAY
atersrand v\rus& ITV)
Tolok Forast vinia (1

aeng Khoi virus (KK!
Mot Gambos i (MDCV)
Nyandowu ("

Anopheles B vinis (ANBV)
Bordcera virus (BORV)

Tacaiuma virus (TCMV)
Trini viras (TNTV)
Banoui s (EG1Y

Lu s (LUK

Las Maloyas virus (LMV)
Anopheles A virus (ANAV)
anga virus (TANY)

ataguine virus (TA Vo
ubanaman virus (TRUY)
Murrumbidgee virus (MURBV)
alo Cresic vie (GCV)

BoL e )
Rio Preto da Eva virus (RPEV)

>
[as]
kDa =
| 250 .
8 His-Tag
% 130
a | 100
25
14 130@ His-Tag
5 | 100
> GAPDH
= 35—]

Figure S9. Peribunyaviridae Gec-Gn (GPC) phylogeny and Western Blot confirmation of
correct pseudotype production. A. Maximum-likelihood phylogenetic tree, which includes the
polyprotein M segment. Species included in our analysis are shaded in red. Species shaded in
blue are viruses for which pseudotype production was attempted but unsuccessful. B. A His-Tag
added to the GPC C-terminus was used to show incorporation into VSV pseudotypes. VSV-M
was used as a loading control. Although RBP incorporation could not be clearly observed for
TNTV and MURBYV, infectivity of produced pseudotypes confirmed proper production. The
asterisks indicate unspecific bands. Western blot analysis was performed once.
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Figure $10. Phenuiviridae Gc-Gn (GPC) phylogeny and Western Blot confirmation of
correct pseudotype production. A. Maximum-likelihood phylogenetic tree, which includes the
polyprotein M segment. Species included in our analysis are shaded in red. Species shaded in
blue are viruses for which pseudotype production was attempted but unsuccessful. B. A His-Tag
added to the GPC C-terminus was used for detection in producer cells and to show incorporation
into VSV pseudotypes. GAPDH and VSV-M were used as loading controls for producer cells and
viral pseudotypes, respectively. The cell lysate blot for MVV is not shown as no band could be
detected. Although RBP incorporation was weakly detected for SFTSV, infectivity of produced
pseudotypes confirmed proper production. Western blot analysis was performed once.
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Figure S11. Bornaviridae G protein phylogeny and Western Blot confirmation of correct
pseudotype production. A. Maximum-likelihood phylogenetic tree. Species included in our
analysis are shaded in red. B. A His-Tag added to the G protein C-terminus was used for detection
in producer cells and to show incorporation into VSV pseudotypes. GAPDH and VSV-M were
used as loading controls for producer cells and viral pseudotypes, respectively. Western blot
analysis was performed once.
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Figure S12. Filoviridae G protein phylogeny and Western Blot confirmation of correct
pseudotype production. A. Maximum-likelihood phylogenetic tree. Species included in our
analysis are shaded in red. B. A His-Tag added to the G protein C-terminus was used for detection
in producer cells and to show incorporation into VSV pseudotypes, except for Zaire ebolavirus,
for which incorporation was shown by assaying pseudotype infectivity. GAPDH and VSV-M were
used as loading controls for producer cells and viral pseudotypes, respectively. Western blot
analysis was performed once.
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Figure S$13. Orthoparamyxovirinae subfamily attachment glycoprotein (G/H/Hn) and fusion
protein (F) phylogeny and Western Blot confirmation of correct pseudotype production. A.
Maximum-likelihood phylogenetic tree of the protein concatenate. Species included in our
analysis are shaded in red. Species shaded in blue are viruses for which pseudotype production
was attempted but unsuccessful. B. A His-Tag added to the G/H/Hn protein N-terminus and a
Flag-Tag added to the F protein C-terminus were used for detection in producer cells and to show
incorporation into VSV pseudotypes, except for Nipah virus, for which incorporation was shown
by assaying pseudotype infectivity. GAPDH and VSV-M were used as loading controls for
producer cells and viral pseudotypes, respectively. Western blot analysis was performed once.
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Figure S14. Apharhabdovirinae subfamily G glycoprotein phylogeny and Western Blot
confirmation of correct pseudotype production. A. Maximum-likelihood phylogenetic tree.
Species included in our analysis are shaded in red. Species shaded in blue are viruses for which
pseudotype production was attempted but unsuccessful. B. A His-Tag added to G protein C-
terminus was used for detection in producer cells and to show incorporation into VSV
pseudotypes, except for Vesicular stomatitis virus, for which incorporation was shown by assaying
pseudotype infectivity. GAPDH and VSV-M were used as loading controls for producer cells and
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Togaviridae
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Figure S15. Success rate of VSV pseudotyping for the 129 RPBs. The total number of RPBs
in each family and the number of RBPs successfully incorporated into VSV particles is indicated.
Successful incorporation was observed by Western blot in 90 cases. In 12 cases, RBP was not
detected in Western blots but supernatants showed significant infection of HEK293T, relative to
background levels obtained using empty controls (i.e. VSV carrying no RBP). These cases were
also considered successful.
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Figure S16. Host information for the 102 successfully pseudotyped RBPs. A. Counts of the
number of viruses reported to infect each of the indicated host categories. Notice that each virus
can be counted in more than one host category (e.g. insects/ticks and human). PubMed identifiers
for articles reporting each association are provided in Table S2. B. Classification of RBPs in four
mutually exclusive reported host categories: human-infective viruses (H), non-human mammals
(M), non-mammalian vertebrates (V, i.e. fish or birds), and viruses found only in invertebrates (I;

i.e. insects or ticks).
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Figure S17. Information about previous viral passaging in cell cultures for the 102
successfully pseudotyped RBPs. A. Counts of the number of viruses cultured in the indicated
cell categories. Notice that each virus can be counted in more than one host category. Details
and PubMed identifiers for at least one of the reported cell lines (typically the closest to human
cells) are provided in Table S3. In this Table, information for humans also includes in vivo
infections from Table S2. B. Classification of RBPs in four mutually exclusive categories: human-
infective viruses or cultured in human cells (H), cultured in non-human mammalian cells (M),
cultured in non-mammalian vertebrate cells (V), and uncultured so far (O).
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Figure S18. Suitability of the cells lines for investigating human cell entry. A. Correlation
between the mean mRNA expression values of cell surface genes in the NCI-60 and Human
Protein Atlas (HPA) datasets. The expression values in cell lines from the NCI-60 panel used in
this study were compared to those of 41 different human tissues available from HPA. Data were
retrieved from the corresponding websites, filtered to consider 7496 annotated as cell surface in
Gene Ontology, and expressed as logz(rpkm+1) and log2(nTPM+1), respectively. Pearson r
coefficient and p-value are indicated (two-sided test; P < 0.0001). B. Effect of the number of cells
tested on estimated human cell infectivity. The number of pseudotypes infecting at least one cell
line was calculated as a function of the number of cell lines considered. The dark blue line
indicates the average of all possible cell line combinations and the lighter blue shade indicates
the range corresponding to the 5" and 95™ percentiles. The percentage of pseudotypes infecting
at least one cell line rapidly plateaued.
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Figure S19. Percentage of cell lines infected as a function of the information about
previous viral passaging. A. The percentage of NCI-60 cell lines infected by each viral
pseudotype is shown in shades of red. Viruses are classified by family and in four groups: human-
infective viruses or cultured in human cells (H), cultured in non-human mammalian cells (M),
cultured in non-mammalian vertebrate cells (V), and uncultured so far (O). B. Box plot of the
percentage of NCI-60 cell lines infected for each of these four groups. Boxes show the median
(red line), 25" and 75% percentiles. Horizontal lines departing from boxes indicate the 10t and
90t percentiles. Dots show data points for individual RBPs (n = 102). Coronaviruses are indicated

in blue.
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Figure S21. Correlation matrix between pseudotype infectivity across cell lines. The heat
map indicates the Pearson correlation between each pair of pseudotypes in terms of their
log2(R+1) values across the 51 cell lines.
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Figure S22. Association between viral entry and the expression levels of known receptors
using proteomic data. Multiple regression analysis of pseudotype infectivity as a function of the
protein expression levels of known viral receptors quantified using mass spectrometry. These
analyses were performed using two independent quantitative proteomic datasets that included 28
(A) and 17 (B) receptors. Viruses and receptors are shown as in Figure 5, but only for receptors
with available proteomic data. The rest of combinations are left blank. Colors indicate the
standardized regression coefficient. Significant coefficients are indicated with asterisks (two-sided
test; A: MERS-DPP4: P < 0.0001, LCMV-DAG1: P = 0.0086, Mengla-NPC1: P = 0.0039. Cedar-
EFNB1: P = 0.0377; B: VEEV-RPSA: P = 0.0044, Lassa-LAMP1: P = 0.0021, Lujo-NPC1: P =
0.0102, Mengla-NPC1: P = 0.0023). The dependent variable was log2(R+1) in each of the cell
lines, and the independent variables were the protein expression levels measured as log-
transformed label free quantification intensities.
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Figure S23. Example of possible indirect determinants of viral tropism. LCMV pseudotype
infectivity correlated less strongly with the mRNA expression level of the known DAG1 receptor
than with that of SCGB, another component of the dystroglycan complex. Each dot represents a
cell line (n = 50). Pearson r coefficients and p-values are indicated (two-sided test; LCMV-

DAG1: P =0.0032; LCMV-SGCB: P < 0.0001).
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Figure S24. Immunofluorescence analysis of receptor overexpression. The indicated cell
lines (SK-OV-3, UACC-62, EKVX, MCF-7, ACHN) were transfected with an empty vector or a
Flag-tagged expression construct of the indicated receptor. Receptor overexpression was
checked 24 hours post-transfection by immunofluorescence using an anti-Flag antibody. Scale
bar: 50 um. Representative images of one out of two independent experiments are shown.
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Supplementary Table 1. Features of the RBPs analyzed in this study (Excel format). The
viral family, virus name, RBP name, accession number, fusion protein class, protein size,
predicted N-glycosylation and O-glycosylation sites scaled to protein size, range of the amino
acids used for RBP reconstruction, tag used for protein detection, and validation of RBP
incorporation by western blot or infectivity are provided.

Supplementary Table 2. Host information (Excel format). For each of the 102 successfully
pseudotyped viruses, a relevant PubMed identifier providing direct evidence of infection (virus
isolation, PCR or sequencing) in humans, non-human primates, bats, rodents, artiodactyls, other
mammals, other vertebrates (bird or fish) and arthropods is provided.

Supplementary Table 3. Virus passaging information (Excel format). For each of the 102
successfully pseudotyped viruses, names of cell lines previously used for viral passaging are
indicated. Cells are classified depending on their origin (human, non-human primate, non-primate
mammalian, avian, invertebrate, other). A relevant PubMed identifier (typically reporting the cell
line closest to human) is provided for each virus. For humans, information about in vivo infection
is also included.

Supplementary Table 4. Pseudotype infectivity (Excel format). For each of the 102
successfully pseudotyped viruses, the percentage of GFP positive HUVEC cells inoculated with
the VSV-based pseudotype is shown, and pseudotypes are classified as infectious if the criteria
detailed in the Methods section were met (Q > 0.05 and GFP signal at least 5-fold higher than in
cells inoculated with a bald pseudotype).

Supplementary Table 5. Features of the 51 cell lines of the NCI-60 panel (Excel format). The
name of each cell line, tissue of origin, whether the cell line is derived from the neuroectoderm,
and age and sex of donor are provided. Additional details are available at
dtp.cancer.gov/discovery_development/nci-60/cell_list.htm.

Supplementary Table 6. Pseudotype infectivity in the NCI-60 panel (Excel format). For each
cell-RBP combination, the average percentage of infected cells (GFP positive) is provided, along
with background signal obtained with empty controls (bald VSV carrying no RBP). All pseudotypes
were assayed twice. A positive control in which VSV-DG was loaded with its own RBP was
assayed in each experimental block (total 42 replicates). A dichotomous variable indicating the
presence or absence of infection are provided, as well as logz2(R+1) values. Details on the
calculation of these variables are provided in the Methods section. Data are shown only for viruses
infecting at least one cell type.

Supplementary Table 7. Primers used for cDNA amplification (Excel format). The gene,
accession number, cloning method and vector, and primer sequences are provided.

Supplementary Table 8. RNA-sequencing data (Excel format). Gene expression data were
obtained from the CellMiner website (discover.nci.nih.gov/cellminer/loadDownload.do, RNA-seq
- composite expression file) and expressed as logz(rpkm+1).

Supplementary Table 9. First set of proteomics data (Excel format). Protein expression data
were obtained from the CellMiner website (discover.nci.nih.gov/cellminer/loadDownload.do,
SWATH Mass spectrometry — Protein file).

Supplementary Table 10. Second set of proteomics data (Excel format). Protein expression
data were obtained from ebi.ac.uk/pride/archive/projects/PXD005940.
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Uncropped blots — Supplementary Figure 2B
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Uncropped blots — Supplementary Figure 3B
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Uncropped blots — Supplementary Figure 4B - 1
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Uncropped blots — Supplementary Figure 4B - 2
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Uncropped blots — Supplementary Figure 4B - 3
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Uncropped blots — Supplementary Figure 5B
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Uncropped blots — Supplementary Figure 6B - 1
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Uncropped blots — Supplementary Figure 6B - 2
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Uncropped blots — Supplementary Figure 8B
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Uncropped blots — Supplementary Figure 9B - 1
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Uncropped blots — Supplementary Figure 10B - 1
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Uncropped blots — Supplementary Figure 11B
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Uncropped blots — Supplementary Figure 12B
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Uncropped blots — Supplementary Figure 13B -1
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Uncropped blots — Supplementary Figure 14B - 2
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Uncropped blots — Supplementary Figure 14B - 3
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