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Figure S1 Uncropped images of SDS-PAGE gel, ponceau stained and chemiluminescent
substrate exposed membranes used in the study. Number mentioned are figures where these

are used the manuscript.
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Tankyrase VNANDLWAFTPLHEAASKSRVEVCSLLLAEGADPTLLNCHNKSAIDSAPTRELQEKITYE 360
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KEXKKK K KKKEXLKE K. KKK . XK. X C e RRREEEEEKK . KK
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REEEE L KK K KRREK RRRRRRRRRR KRR R KKK KKK KRR KRR KRR
Tankyrase GYNNLEVAEYLLEHGADVNAQDKGGLIPLHNASSYGHLDIAALLIKHNTVVNATDKWGYT 779
PARPSb GYNNLEVAEYLLQHGADVNAQDKGGLIPLHNAASYGHVDVAALLIKYNACVNATDKWAFT 747
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Tankyrase PLHEAAQKGRTQLCSLLLAHGADPFMKNQEGQTSLDLATAEDVKCLLQDAMVASQASTTA 839
PARPSb PLHEAAQKGRTQLCALLLAHGADPTLKNQEGQTPLDLVSADDVSALLTAAMPPSALPSCY 807
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Tankyrase NGGSGTSMANSSLMATTCSPTTETVTLPTGASMTLSVPVPQLPIRSCLSPAQGAETNVDG 899
PARPSb KPQ-=-=-=-=-=-~ VLNGVRSPGATADALSSGPSSPSS ----- LSAASSLDNLSGSFSELSS 853
: T e X ox kX ...
Tankyrase Wi===ceas) DDDKMSQVVAIESSVSAFLTSLQLEHLIELLEREQITMDILAEMGHEDLK 952
PARPSb VVSSSGTEGASSLEKKEVPGVDFSITQFVRNLGLEHLMDIFEREQITLDVLVEMGHKELK 913
LLroLnE ra o R X KRR KEREKEL KK KRR KX
Tankyrase QVGVSAYGFRHKILKGIATLRATT-GLG-~-~~~ LTPNPGTLLVDLLPDDKEFLAVEEEMQ 1006
PARPSb EIGINAYGHRHKLIKGVERLISGQQGLNPYLTLNTSGSGTILIDLSPDDKEFQSVEEEMQ 973
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Tankyrase ATIREHRDNGHSGGYFTRYNIVRVQKVQNRKLWERYVHRRKEISEENGHQASERMLFHGS 1066
PARPSb STVREHRDGGHAGGIFNRYNILKIQKC-NKKLWERYTHRRKEVSEENHNHANERMLFHGS 132
:x:txxxx.xt:xx t.llll:::ll x:xtxlxx.xxxxx:x:xt ::l.l!llllll
Tankyrase PFINAIVQKGFDERHAYIGGMFGAGIYFAEHSSKSNQYVYGIGGGIGCPAHKDKSCYQCH 1126
PARPSb PFVNAIIHKGFDERHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGTGCPVHKDRSCYICH 1092
XK. *!* H xx *tt *ti XXX XX
Tankyrase RQLLLCRVALGKSFLQF SAMKMAHAPPGHHSVIGRPSAGGLHFPEYVVYRGEQAYPEYLI 1186
PARPSb RQLLFCRVTLGKSFLQFSAMKMAHSPPGHHSVTGRPSVNGLALAEYVIYRGEQAYPEYLI 1152

FHAK ¢ R ¢ ORRRROOOROOORRR RO KRR KK . RROR KRR KRR

Tankyrase TYQIVKPDDSASPQEPAR 1204
PARPSb TYQIMRPEGMVDG ----- 1165
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Figure S2 Sequence alignment of Ae. aegypti Tankyrase proteins and human PARP5b
protein. The domains of Ae. aegypti Tankyrase were shown in coloured boxes. El-Ankyrin
repeats, -SAM domain, and ®m-PARP catalytic domain. Asterisk (*) indicates fully
conserved residue, colon (:) indicates conservation between groups of strongly similar
properties, and period (.) indicates conservation between groups of weakly similar properties.
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Figure S3 Sequence alignment of Ae. aegypti PARP protein and human PARP1 protein. The

domains of Ae. aegypti PARP were shown in coloured boxes.
PADRH1,

-PARP Zinc finger,

-BCRT domain, I®-WGR domain, ==-PARP alpha domain, and =m-PARP



catalytic domain. Asterisk (*) indicates fully conserved residue, colon (:) indicates
conservation between groups of strongly similar properties, and period (.) indicates
conservation between groups of weakly similar properties.
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PARP16 ~  ------------ MQPSGNAAAREAAGRDMLAADLRCSLFASALQSYKRDSVLRPFPASYA 48
H x*x ** % % K K X X *** xx * X XX * * KX o
MARP NGNKEKNIDELNRVLGGFQPLQEL--DIEDLNSKHLDLLHWILCQKSNPGLRTVPKKDFD 118
PARP16 RGDCKDF EALL ADASKLPNLKELLQSSGDNHKRAVDLVSNI LSSKVLT-IHSAGKAEFE 106
. H *** . .l ** * k% .* 288 * :*:
1
MARP SILAK-APCIAAVQRPQQIFEVVYREDSNLERRFREKRDQFARQYAYHGSKLFNFYSILN 177
PARP16 KIQKLTGAPHTPVPAPDFLFEIEYFDPAN--AKFYETKGERDLIYAFHGSRLENFHSIIH 164
:* X: *t *: :* **:.: t* ***i** **

MARP YGLQQHLNRTALFGEGIYLSAELHVSQMFAPTGAGWARSALGSHLACTALCEYIDNPDYV 237
PARP16 NGLHCHLNKTSLFGEGTYLTSDLSLALIYSPHGHGWQHSLLGPILSCVAVCEVIDHPDV- 223
Xt: ttt:t:tt*tt *t:::t HA :::3 x XX :* * % t:t'tztt !t:*t
MARP KCHT----=----=--"u-- ENSIASDIPEKYILVKNNDLVQVRYLLVYGSNRRQVAPTEV 282
PARP16 KCQTKKKDSKEIDRRRARIKHSEGGDIPPKYFVVTNNQLLRVKYLLVYSQKPPKSR---~ 279
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MARP SNNTPDQRMGQTTNGRAPPSPCVRWIAANKSWLMAGGYVLMLFGIGLMNNPNVHYMRQMF 342
PARP16 ~  ------------------ ASSQLSWFSSHWFTVMISLYLLLLLIVSVINSSAFQHF---- 317
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PARP16 WNRAK============ R-- 323
DR *
—

Figure S4 Sequence alignment of Ae. aegypti MARP protein and human PARP16 protein.
The domains of Ae. aegypti MARP were shown in coloured boxes.mm-PARP catalytic domain.
Asterisk (*) indicates fully conserved residue, colon (:) indicates conservation between groups
of strongly similar properties, and period (.) indicates conservation between groups of weakly
similar properties.

- nsP3

Figure S5 Coomassie brilliant blue stained SDS-PAGE gel and western blot of bacterial
purified recombinant nsP3 protein.
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Figure S6 Immunofluorescence assay of CHIKV infected Aag2 cells. Aag2 cells were
infected with CHIKV at MOI of 1 and fixed at 24 hpi and 48 hpi as well as uninfected cells.
The cells were then incubated with anti-CHIKV nsP3 mice sera, followed by Alexa 594 anti-
mice 1gG antibody. The nucleus was stained with DAPI. Cells were visualized in confocal
microscope at 100X with oil immersion. The insets represent magnification of selected
zones. Bar length=10 pm.
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