sEIPIERIEY & k k Kk R e L E T EcTF s P o6 K[TlemizHKHLFERELWVNIRARRN- -FNVKRQWIES:

Mouse kidney parvovirus NP

Q PDP CL Y L EKIKHUHYL Q 100

NP R QAMEF

s P

T A QDL AAATPATPQ
ElTmEm T s ¢ET/EwENLQRARQIT AR VARQITLA e

51 A ARLVLVGN QLAACRETRNNPTFQNW

101 Q K V s
151 P

AT A Y DPVGNTODFP A I 150

L

S N A P
s L E

R
L

6 ATTSDIAAVQEG GS

S VMW SP

Q E Y HVPSPGA.L

E

FQPPSQAWVGIWATP

R

1

01D L E ENADTIAKIKUBHMCHGEKTPTEKIAEKTEKTHSGE

1[4 CIEFFEEERFER] s «[sfz/alr v vksantjvanmwazesanravieratn:vereose

ChPV.2-Latrodectus hesperus NP

S S T K S G T D 100

5 6

L
DY AVNTODOD®PATIPADG RTETRTSZPS N QR R 15

51V AASVQTAATSVASAIHGVQLTIQGQETVQSsSVPAFILTEA ASNIL

F

M T P
TP QS Y DVYMDTVEETLGSQHLLRVYVPNR RILTI

L

LS I QDb LQALTHEPGQQ

101 A A V AR T G Q 6

Q 200

I

K PANMWTINIKTLUWVNS

151 K M § H V H P EETITIKTETIDLTILOGQDE

P Y KL T LK

¥

1Y G D P QS

Disordered
protein binding

Disordered

Sheet

Helix

KEY

Annotations

predicted phosphorylation sites in Sequence

NetPhos 3.1a:

Serine
Threonine

Turosine
Threshold

1e13uazod uorsefivoydsoyy

le@ 15@ 2oe

Sequence position

Se

Mouse kidney parvovirus NP

predicted phosphorylation sites in Sequence

NetPhos 3.1a:

Serine

Threonine
Tyrosine
Threshold

[er3ussod uotie (huoydsoyd

188 158 2ae

Sequence position

58

ChPV.2-Latrodectus hesperus NP



Figure S1

Predictions of secondary structure, disordered regions and potential phosphorylation sites in case of an amniote exogenous and an
endogenous invertebrate chapparvovirus nucleoprotein (NP). (A) Secondary structure and disordered region predictions of NP
from mouse kidney parvovirus and from the element ChPV.3-Latrodectus hesperus. (B) Predictions of potential phosphorylation

sites in case of the same amniote chapparvovirus and an invertebrate endogenous chapparvoviral element NPs.
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Figure S2

30

Secondary structure predictions of the Syngnathus scovelli chapparvovirus genome termini.
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Figure S3

Variable regions at the derived amino acid sequence level identified among chapparvovirus capsid proteins. (A) Alignment of
amniote chapparvovirus capsid protein ORF (VP) derived amino acid sequences, containing both isolates of murine origin. Variable
regions (VRs) are marked by the black bars and coloring is based on sequence similarity (red = highly similar, blue = not similar).
The conserved loops making up the fivefold symmetry axes of the capsid are highlighted in bold. (B) The same alignment

incorporating the complete VP protein sequences of all novel chapparvovirus sequences reported in this study.



