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Supplementary Material: Scavenger Receptor C1 Mediates Tox-
icity of Binary Toxin from Lysinibacillus sphaericus to Ag55
Cells

SCR-C1 sequence

1 - ATGCTGTTATCARAGAAGCTCGAAGGGAGCAACCCTGCTTGEGGEETTGTTGTGGATCGTTTTCTTCGCCARTTTGGTCGETGGCCARTTARCCCTTTACGGCTCGAGAGCGCCCTCCATG — 120
l1-M L L S8 R 8§ 8 K G A T L L G G L L W I VvV F F A NL V A G @Q L T L Y G S8 R A P S M - 40

121 - CGTCGTCCGCTCACTAGARCAGTTGGTGGGGCAATGCCCTGCGCCGTACTTCCCGRACGGGGAGGC GAAAATTCGARACCGTGGCCGRATGATGCGCTTCGACTGTGCGTACGGGTTTRAG — 240
41 -R R P L T R @ L ¥V G § C P A P Y F P N &E A KIRNI RGURMMRF D CA Y G F K - 80

241 - CTGGTCGGCAATCGGTACTCCAACTGCCAGAACGGTCGCTGGGACACATCGATACCGGTTTGTGTGAAATCCGGATGCAGCCTGCTCGCCCCAATAGAGTCCGGCCACGTGCTGTACGAG ~ 360
8l - L ¥V 6 N R Y 8§ N ¢ 9Q N GG R WD T S§ I PV CV K S8 6 C 8L L A PTIESGHTVYV L Y E - 120

361 - ATGAACARAGCGTCCGCCTTTCTGTCCTGCTTTGAGGGGACCGAGCTGGCCGGCTCGAGAAACGCCTACTGCAACGGGACGCACTGGGATCGACCGCTCGGTATC TGCCGGCGTACGGGA ~ 480
122 -M N K A S A F L 838 C F E T E L AG S RNAYCDNGTH WD R PILGICUZ RIRT G - 160

481 - CAGGCGACACCGACGGCCTGCGACTTCGAGACCGAGTCGCTGTGCGECTEGGTCCARCGATGCGCTGCACGATTTCGAC TEGAAGC GCAGCGACGETACGC TGRACCCGCGCGCACTCCGA ~ 00
lel-Q A T P T A C D F E T E 8§ L ¢C G W 8 N D A L HDF D W KU R S DG T LN PR AL R - 200

601 - ACCGGGCCCAAGTACGACCACACCACGATGCAGCCGAAGGCGGGCCACTTCATGATAGTGGATTCCGGCGAGCAGCTAACGAACGATACGGCCCGCTTCATATCGCCGCTGTTCGAGCCG — 720
200-T7T G P K ¥ DH T T M 9Q P KA GH F M I VD S8 G E QL T™NDTARF I S8 P L F E P - 240

721 - GAGCTGAGCGTCGGTGCGTGCTTCCAGTTTTACTATCACATGTACGGGGAGTCGGTCGGCACGCTGAAGGTGTTTGTGAAGCCGATGAGCGCCGACCTGTACGATCTGCAGCCGGTGTTT ~ 840
241 -E L 8§ VvV 6 A C F Q F Y ¥YHM Y GE §V 6 TL KUV FV KPM S8 ADL Y DL Q P V F - 280

841 - GTGCAGCGGGGCAATCAGRAGAACGTTTGGCACGAGGGTCACGTTGAGGTGGGCCAGCAAGCGGAGCGCTTTCAGGTGGTGATCGAGGCGAGCCTGGGCATGCGCTACAAGAGCGACATT ~ 960
28l- v 9 R G N 9 K N Vv W HE G H V E V G 9 ¢ A E R F 9 Vv ¥V I E A 8§ L G M R Y K 5 D I - 320

961 - GCGATCGACGATGTGAGCTTGCTGCAGGGCGACAGTTGCCGGGTGGCGETCGAGGATGGCGAGGAGCCACCACCGGCCGAGGTGGAGAACGTGCCGGTGARGATAGAGTCGTGCGARRAC — 1080
321 - A I D D V 8 L L Q G D 8 C R V v ED G E E P P P A E VYV ENV P V K I E S C E N - 360

1081 - CGGTGCGGRAGCAGTATGGCCGCCGTGCTGAACGCGAACGATACGATTGTGCACTGCGACTGCCACGAGGACTGTGTGACGAGTGAGACCTGCTGTCCGGATTAC CGGGARCGGTGCGTT ~ 1200
361 -R C 6 8 8§ M A AV L NANDTITIV HCDCHETDTCV VT SETT CTCUPUDYURETRCV - 400

1201 - TTTCAGGTAGCGGTTGGAGGGAGTARCGTAAGTACGACCACACCCGTTCCTGTACCGTCGACGTCTACCACGGTTAGGACRACTACGGCARRAGC TGCTGCCACTACGTC TACGCGGCCG ~ 1320
401 -F Q VA V 6 G S NV S8 T TT PV PV PSS TS TTVVURTTTA AI K Az-ASBATTSTRP - 440

1321 - GTGACAACGACTTCCACAACGGTCAGTAGCACTACTACCACCACTACCACCACCACCACCACAACCACTGCAAAGCCAACRACGTCAAGCGCTACTACGACCAGGAGTACCACTACARAR ~ 1440
44 -v T T T S T T ¥V S s T T T T T TTTTTTTT T AIZ KU PTT S S ATTTU RS TTTK - 480

1441 - CCATCCARCGACGTCCACTGTCTCCACGACAACCACGAAGRAGTACAATCTACGCCCAAGGCCTAGTCTCGTTCCGCTTACCAATCGRCCACAGCTGCCACCARCARCCACACCAGCTGCA ~ 1560
48 - P s T T s T v s T T T T K K Y N L R P R P S L V P L T NI R P QL P P TTT P A A - 520

1561 - ACGACTCGCAAAACAACTACGCCAACGACCACAGCCACCTCCACAGCGGTGACAACGACCATCCCCACCACCACTCAATCCGACCTGGTGGCGGTTGRACAGTCCGTGCCATCAACAACC — 1680
522 -T T R XK T T T P T T TA TS TAV TTTTIU®PTTTQSDL YV AV E Q@S VvV P S TT - 560

1681 - GRGGAGGTGATAATGCCCGGCCTGGCCATGGCCCCACTGCAACCGGTAGAARAACTCCACTCCACTCCGAGTCTGATGAAGTTCTTCGTGTACGC CATATCGACCGTAGTGCTGTTTGCG — 1800
56l - E E VvV I M P G L A M A P L Q P ¥V E K L HS TP S L M K F F ¥V ¥ A I § T ¥V ¥V L F A - 600

1801 - TGCATTTTAAGCGCTGCGTACCTTTACGCACGACGGTCGCGTTCCAGCGTGCTGGCARGGTTGAAGGARARATCGCARAAAGAGTGGCTTCGAGGACATCCGGTTTCTGGCTGGCGATGAA ~ 1920
60l -¢c I L 8§ A A Y L Y A RR S R S 8 V L ARULIEKEI K SOQ K S GTF ETDTIR®RTETLATGTDE - 640

1921 - GACTTAGACTTTAACATTACGCACGGGCGCGATGTGGAGGAGGGAGAGGAGGTGCTGGARAAGGAAGGCARAGGGGAGGCAAAAGCAARAACAGGARACCARACCAAGCAAGAAGGACGCA ~ 2040
641 - D L D F N I T H G R D V E E G E E Vv L E K E G K G E A KA K Q E T K P S8 K K D A - 680

2041 - AARAGCGGRCATC - 2052
68l - K A D I - 720

Figure S1. Sequence of scavenger receptor C1 (SCRC1): signal leading peptide (bold) and transmembrane domain were underlined
with red; CCP (complement control protein) domain (aa 49-103) was underlined with blue and MAM domain (aa 162-335) underlined
with orange. Black underline denotes region expressed for preparing antisera.
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SCR-BQ2 sequence

tggcgtaggcaaagtggtggaatcattgtgtagecgggtgaaaataaagcacactggatgagectgataagagggacaacagtgcecgcgtgacgacaccaaaacctaccgccacaaggacage —

ggccataaaataccaaagcaatatagaggegttataacgcaatccacccaaaacaaaatattgeccctcagetygcaaactacahRTGTETTCACCATGTACAGACTTTCAGAARARGTTTAT ~
Mo G o B @ mOIF R g K K g IE =
ATCACTAGGATGTTCGTCCTTTCTARTCTTGCTAGCGATTACACTAGGCETGCTTTGGCCATCCCTGTCCGACCAGETGC TGCACAATAAAC TGGTTATTARARATGGATCGTCGRAACTA —
$ L &6 ¢ 8§ & F L I L L A I T L & ¥ L W P o L g @ Vv L H N K L ¥ I K N G 5 8 N ¥ =
TGACAACTGGATTCGGACACCTATACCCATGTATCTGGAGCTATAT TTCTT TAACTGGACTAATCCCGATGACGTARAGACGAAGARCGGTACAAAGCCACACTTTGTGGAGATGGEACC ~
b N wI RTT©P I P M Y L EV Y F F NWTWN P DDV KT XKWNGTZ K P HU F V EM G P -
GTACACGTTTTC CGAGGTTCACGAACGTGTCARCCTAGTCTGGAACGCTAACAGTACGGTAACATATGAGCAGCGCAGGACGTGGCATTTTGTACCGGAGCTATC GARAGGCACACTGGA —
Yy T ¥F 8 E v H E R VvV N L V WNAWN S T V¥ T Y E Q R RTWHPF Y P E L 8 K& T L D -
TGATCAAGTTACAAATTTGAACGTTATCACCTTGAATGCTGCACAT TTTTTACGCAATACATATCCCCTGCTTAGACCACTAATAAATATAT TCCTTAARAACGGATGETTCGTTGCTGTG —
D ¢ v T N L, N V I T L N A A H ¥ L R N T Y P L L R P L I N I F L K T D GG S L L W -
GAARRACARACCAGTGCGCGAGCTGCTGTTC GARGGC GTTAAAGATCCACTGCTAGATCTGC TGARGACTATCAATAGCACATCACTGAACATACCGTTTGATAAGTTTGGCTGGTTTGT —
K N K P vV R E L L ¥F E GV KD PLL DL LK TTIWNST S L NI P F DK F G W F ¥V -
TGEGECETAATCTGAGCGACACGTTTGACGGCACCTTCACGAT GAGAACGGETGCGEATGGEEC TGGAAAGCATGGGCTTCCTAACGCAGTGGARACGGTTCACCCAACACCGGCATGTACCG —
& B N L& s D T F D & 2 E T M R I & A D G L E $ M 6 F L T 9 W N & 8 2 N I & M ¥ R =
GGGARAGTGCGGCEGAAGTGTACGETACGTCCGGCGAGCTTTGGCCAGCCTC TAGCAATGTTCCGGCAAACATTACACTCTTCCCATCGGACATTTGCCGTTCCATTACGC TGCAAGECAG —
¢ ¥ ¢ ¢ EV Y T S 6 E L W P A S S NV P ANTITLF P S DI CUR S I TUL Q G R -
GGRACARAGTTTC GCTGTACAACATACAGEGCACGAAGTACGTTGGCGACGATCGTGTTTTCGACAACGGTGTAAAATACCCCGAGGC TAGCTGCTGGTGCARCTCCAATCCCACCCAATG —
E ¢ v s L Y NI Q 6T K Y VvV 6 DD RV F D NGV K Y P E A S C W CN S8 NPT g C -
CCCTGACCTTAAGCCGGGTGTGTTTAATGC TTCCGCCTGCAAATATGGATC GCCAACGTTCGTATCETTTCCGCACTTTTATCTGGCCEATGAAAGCTACCAAAC TGCTGTAACGGEACT —
P e L K P& ¥ F N A § A € K ¥ 6 8§ & T F VvV g F P H B ¥ L A D E S ¥ © T A ¥ I G L =
GCGGCCAAATCARACGGAGCACGAGTTTTACATGGCAATCGAGCCATCGACTGEGCATTCCGTTGGACGTTCGTGCCCAGCTGCAGATCAATGAGC ACTTGCAGCCGATAAAAGGGTTTAG ~
R P NOQ T EHEF Y M ATIE P ST GTI P L DV R AL ¢ I N EHTLQ9QPTI K G F 8 =
TTTCTACGAGCATGTACCGGACGTAATGETACCGATGATCTGGTTCCGACARCGTGCAACCC TGACGCARAGAGCTGGCAGAACAGGCGAAGC TTGCACTGGCACTACCGTCGCTCGGCAT —
F Yy EH v P D VMYV PM I WF R R ATULTOGQELOAZE QAU KILALA AILUZPS SIL G I -
CTACGTGGCGETCTTCTTTGGCTC TATCGETATTATCATGACGTCCGTATTCCTATTCTGCAGTATC ARRARATGCTCCCARAGCGCAGAGCGTAGTTCCGTACGAAGAGC TACARRAATTA ~
o AN PP %8 T ¢ I T M T &5 ¥ F L F @ S5 I K K Wi 0 8 4 &£ ¥ ¥ B ¢ E E I @ N & =
Acgtgttaaaagcatcgacgcaaacaaaaaatataca

1080

1200
383
1320
373
1440
413
1560
453
1680
492

Figure S2. Sequence of scavenger receptor BQ2: signal leading peptide (bold) and transmembrane domain were underlined with red.
The region of SCRBQ2 expressed for preparing antisera is underlined in black.
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Figure S3. CLUSTAL O (1.2.4) multiple sequence alignment of Ag55 SCRC1 (GH) and SCRC1 homologues from

A. arabiensis (XP_040167338.1), A. coluzzii (XP_040235850.2), and A. gambiae XP_061518211.1
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Figure S4. CLUSTAL O (1.2.4) multiple sequence alignment of Ag55 SCRBQ2 (GH) and SCRBQ2 homologues from
A. arabiensis (XP_040167338.1), A. coluzzii (XP_040234709.2), and A. gambiae (XP_061510019.1)

BQ2-GH MCSPCTDFQKKFISLGCSSFLILLAITLGVLWPSLSEQVLHNKLVIKNGSSNYDNWIRTP 60
gambiae MCSPCTDFQKKFISLGCSSFLILLAITLGVLWPSLSEQVLHNKLVIKNGSSNYDNWIRTP 60
arabiensis MCSPCTDFQKKFISLGCSSFLILLAITLGVLWPSLSEQVLHNKLVIKNGSSNYDNWIRTP 60
coluzzii MCSPCTDFQKKFISLGCSSFLILLAITLGVLWPSLSEQVLHNKLVIKNGSSNYDNWIRTP 60
sk KoK oK oK oK oK oK oK oK oK oK o ok o o K K K K K KK oK oK oK oK oK oK ok o ok o o K K KK KoK ok ok ok oK oK oK ok ok ok o o K K K KK
BQ2-GH IPMYLEVYFFNWTNPDDVKTKNGTKPHFVEMGPYTFSEVHERVNLVWNANSTVTYEQRRT 120
gambiae IPMYLEVYFFNWTNPDDVKTKNGTKPHFVEMGPYTFSEVHERVNLVWNANSTVTYEQRRT 120
arabiensis IPMYLEVYFFNWTNPDDVKTKNGTKPHFVEMGPYTFSEVHERVNLVWNANSTVTYEQRRT 120
coluzzii IPMYLEVYFFNWTNPDEVKTKNGTKPHFVEMGPYTFSEVHERVNLVWNANSTVTYEQRRT 120
stk ko sk ok sk ok ok ok ok ok ok ok ok ok o ok sk ok ok ok ok ok ok ok ok ok ok ok sk ok ok ok ok ok ok sk ok ok ok ok ok sk ok ok ok ok ok sk ok ok ok ok ok ok ok ok ok o
BQ2-GH WHFVPELSKGTLDDQVTNLNVITLNAAHFLRNTYPLLRPLINIFLKTDGSLLWKNKPVR- 180
gambiae WHFVPELSKGTLDDQVTNLNVITLNAAHFLRNTYPLLRPLINIFLKTDGSLLWKNKPVRE 180
arabiensis WHFVPELSKGTLDDQVTNLNVITLNAAHFLRNTYPLLRPLINIFLKTDGSLLWKNKPVRE 180
coluzzii WHFVPELSKGTLDDQVTNLNVITLNAAHFLRNTYPLLRPLINIFLKTDGSLLWKNKPVRE 180
sk KoK oK oK oK oK oK oK oK oK oK o ok o o K K K K K K KK oK ok ok ok oK oK oK ok o ok o o o K K K KK oK ok ok ok ok ok oK ok ok ok ok o o K K K
BQ2-GH LLFEGVKDPLLDLLKTINSTSLNIPFDKFGWFVGRNLSDTFDGTFTMRTGADGLESMGFL 240
gambiae LLFEGVKDPLLDLLKTINSTSLNIPFDKFGWFVGRNLSDTFDGTFTMRTGADRLESMGFL 240
arabiensis LLFEGVKDPLLDLLKTINSTSLNIPFDKFGWFVGRNLSDTFDGTFTMRTGADGLESMGFL 240
coluzzii LLFEGVKDPLLDLLKTINSTSLNIPFDKFGWFVGRNLSDTFDGTFTMRTGADGLESMGFL 240
ok kKKK oK oK oK oK oK oK oK o ok o K K KK K KKK oK K oK oK ok ok ok o K K KKK KKK KRRk kR R K
BQ2-GH TQWNGSPNTGMYRGKCGEVYGTSGELWPASSNVPANITLFPSDICRSITLQGREQVSLYN 300
gambiae TQWNGSPNTGMYRGKCGEVYGTSGELWPASSNVPANITLFPSDICRSITLQGREQVSLYN 300
arabiensis TQWNGSPNTGMYRGKCGEVYGTSGELWPASSNVPANITLFPSDICRSITLQGREQVSLYN 300
coluzzii TQWNGSPNTGMYRGKCGEVYGTSGELWPASSNVPANITLFPSDICRSITLQGREQVSLYN 300
K KoK oK oK oK oK oK oK oK oK oK o ok o K K K K K KK oK oK oK oK oK oK ok ok ok o o K K KK KoK ok ok ok oK oK ok ok ok ok o o K K K K KK
BQ2-GH IQGTKYVGDDRVFDNGVKYPEASCWCNSNPTQCPGLKPGVFNASACKYGSPTFVSFPHFY 360
gambiae IQGTKYVGDDRVFDNGVKYPEASCWCNSNPTQCPDLKPGVFNASACKYGSPTFVSFPHFY 360
arabiensis IQGTKYVGDDRVFDNGVKYPEASCWCNSNPTQCPDLKPGVFNASACKYGSPTFVSFPHFY 360
coluzzii IQGTKYVGDDRVFDNGVKYPEASCWCNSNPTQCPDLKPGVFNASACKYGSPTFVSFPHFY 360
stk ko sk ok sk ok ok ok ok ok sk ok ok sk ok ok sk sk ok sk ok sk ok sk ok sk ok ok kR ok ok sk ok sk ok ok ok ok ok ok ok sk ok ok ok sk ok ok ok ok ok ok ok ok ok o
BQ2-GH LADESYQTAVTGLRPNQTEHEFYMAIEPSTGIPLDVRAQLQINEHLQPIKGFSFYEHVPD 420
gambiae LADESYQTAVTGLRPNQTEHEFYMAIEPSTGIPLDVRAQLQINEHLQPIKGFSFYEHVPD 420

arabiensis LADESYQTAVTGLRPNQTEHEFYMAIEPSTGIPLDVRAQLQINEHLQPIKGFSFYEHVPD 420
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coluzzii LADESYQTAVTGLRPNQTEHEFYMATEPSTGIPLDVRAQLQINEHLQPIKGFSFYEHVPD 420

sk >k 3k sk sk ok sk sk sk ok ok ok sk sk sk sk ok sk sk sk sk sk sk sk sk sk sk sk sk sk ok sk sk sk sk sk sk ok sk ok ok sk sk sk ok sk sk ok sk sk sk sk ok sk ok ok ok sk ok

BQ2-GH VMVPMIWFRQRATLTQELAEQAKLALALPSLGIYVAVFFGSIGIIMTSVFLFCSIKKWSQ 480
gambiae VMVPMIWFRQRATLTQELAEQAKLALALPSLGIYVAVFFGSIGIIMTSVFLFCSIKKWSQ 480
arabiensis VMVPMIWFRQRATLTQELAEQAKLALALPSLGIYVAVFFGSIGIIMTSVFLFCSIKKWSQ 480
coluzzii VMVPMIWFRQRATLTQELAEQAKLALALPSLGIYVAVFFGSIGIIMTSVFLFCSIKKWSQ 480

3k 3k 3k 3k sk 3k %k 3k >k >k >k ok sk 3k 5k %k ok ok 5k 3k %k 5k %k >k >k sk 3k 3k 5k >k >k >k 5k 3k 3k 5k %k >k ok 5k 5k %k 5k %k >k >k 5k >k %k %k %k %k >k >k k k %k %k k ok

BQ2-GH SAEVVPYEELQN 492
gambiae SAEVVPYEELQN 492
arabiensis SAEVVPYEELQN 492
coluzzii SAEVVPYEELQN 492

sk ok >k ok sk ok ok ok ok ok ok ok
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Figure S5. CLUSTAL 2.1 multiple sequence alignment of Ag55 SCRC1 (GH) with Aedes aegypti homologues. A BLAST search with
Agb5 SCRC1 protein identified XP_021710624. A second scavenger receptor called AeSC-C (AAEL006361) in A. aegypti is reported
by Xiao et al. (2014. Plos Pathogens, 10: €1004027) in their in their study of flavivirus and the role of inducing antimicrobial peptides

and control of flavivirus infections.
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