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Fig. S1. Coding sequence and predicted amino sequence of NlK-serpin (A) and NlVenomase (B) of BPHs. Underline means Kunitz-type domain (A) and Clip domain (B), respectively. Wave line means Tryp_SPc domain (B). Red, yellow, and grey box means the cleavage site, active site, and substrate binding site, respectively and the conserved Cys residues are shown in bold (B). Asterisk indicates termination codon.
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Fig. S2 Survival curves of BPH showing lethal effects of Metarhizium anisopliae YTTR against BPH. Data are mean ± SD (n = 30), and pound means the significant differences at P<0.0001 (Logrank test). 0, 106, 107, and 108 respectively means the concentration of M. anisopliae YTTR at 0, 1 × 106, 1 × 107, and 1 × 108 spores/mL.
Table S1.
Table S1. The table of Primer used in this study.
	Primer name
	Sequence (5’-3’)
	Purpose

	Nlk-serpin-F
	ATGGCCAGTTTCAAGATG
	CDS amplification

	Nlk-serpin-R
	TCAATGCTTATGAGGGGAG
	

	NlVenomase-F
	ATGGCTACAAAAACGTCG
	

	NlVenomase-R
	TCAACTTGAAACATTGGATTC
	

	dsNlk-serpin-F
	TAATACGACTCACTATAGGGCGTATCCGCTCTGATCAT
	dsRNA synthesis

	dsNlk-serpin-R
	TAATACGACTCACTATAGGGTCAATGCTTATGAGGGGAG
	

	dsNlVenomase-F
	TAATACGACTCACTATAGGGATGGCTACAAAAACGTCG
	

	dsNlVenomase-R
	TAATACGACTCACTATAGGGGACCTCCTACGATCCTATTG
	

	dsEGFP-F
	TAATACGACTCACTATAGGGGCTTCTCGTTGGGGTCTTTG
	

	dsEGFP-R
	TAATACGACTCACTATAGGGACCACATGAAGCAGCACGAC
	

	q-Nlk-serpin-F
	ATGGCCAGTTTCAAGATG
	RT-qPCR

	q-Nlk-serpin-R
	GGGTTGACCTTGGCTACC
	

	q-NlVenomase-F
	TGGTCACCGCTGCTCATT
	

	q-NlVenomase-R
	AACAGGGATGTCTACGTG
	

	q-actin-F
	TGGACTTCGAGCAGGAAATGG
	

	q-actin-R
	ACGTCGCACTTCATGATC
	

	q-defensina-F
	GTGTGCACGAGACCTTTC
	

	q-defensina-R
	CTCTGTACCGTAATTCCC
	

	q-defensinb-F
	GCAAGGGAATCACAGACAT
	

	q- defensinb-R
	GGAGGATCTATTTATCTGGGAT
	

	q-lugensina-F
	TCTTGTGATTGTGGTGGTT
	

	q-lugensina-R
	AGGAGGTCGGTTGATGAG
	

	q-lugensinb-F
	GACGCCTCCTCCAGAATT
	

	q-lugensinb-R
	TCCTGACAACTCTTCCTCTT
	

	RRSV-F
	TCGTCACCAGATACAACAC
	RRSV verification

	RRSV-R
	CTAAGCCACCATAGCATATTC
	


Underline means the sequence of T7 promoter.
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ATCECCAGTTTCAMCATGACTTOC TTAGC TETOC I TATEGTATCOCCTCTGATCATS AG DG TT I T OGCATCAS
MOA S F E MT O L ALLILIY S ALLMS VS AHH
COACCOGCATCO0E TOC IO GAC AR GO TEEATE TG UG TCACOTOTOLOTOR MG TAGCCAACE TCARDCDRES
PP GSPCHDNYDYGYTCPSES5@G6a0FPE
ACOUGCTACTICCACAACCATGACEADGACAAA TOCAAGOCATTOCOCTACAAGEA TG OGO CECAACARGAAT
TR Y FHHEHDDDECLPFAYKGSGCGECHNEN
ARCTTCARCACCCACGACGACTCCCACAAGCAATCCTOSCATCAGCACTOLCUTOAT ARG ATTCA
HFNTEDECHKSL QCSHEHSPHEZEH®

ATCOCTACAARAACG TORAT TATAAT T TATCAACTOATOROGAT TTOCAGTCTAGCTTCARTATCC TACTRTCAT
MW AT EKTS L L LY@V IALGCSLASILSYCH
GAACAGAGTCTTTTAGATCGTATTAGCAGTAACACACAAATTCATT ACT TOGACACTCATGCCAACGTTAATTGCT
E € 8L LD K L RSERSGILHYLDTDANYNGCS
AGAACACCOOACAACGAAGAAGCARAG TOOAT T TCRATATTGCATTCORAATCOC TR TATTCTATLC TRCAGGAS
B TP D NELSGEGCILS [ LDEGESLYSLILEDR
ACCACAACGACACOAGARGAATATATE TTTCTCACGCAS TORCATTCORGETTTRAAGE TRATCTOCCARAGETC
R RETPELEYHMNEFLT®SHEGERLGDLEPEEY
TETTETCCTC IO AAAGCAGTCAGCCACCATTC TTACT TORAC TACTGCARAAL CCARCCARTAG TCRAGTTS
€ CPLESSLEPTILILTSTTARKEPE® GPVYVYEL
ACCACTEABTTCAGACCTECATC IO TE OO AG TG ACTRATAACCOOGGCATECORCARGATTETOOCABAGET
T TEFRPPSLPSETDHHNRGEGMEPGSGDGCGERA
GGCAGAATCATCAAT AGEATORTARGACG TCOACCAGCTCTAC T TCGAGACTEACORTORATOLCTOTGATTERS
&R I IRKRQBY S&ERPALLRDWP Y HALILG
TACAACTCARTCACCAGACOLGS T TERAACTETEOOSGTRCTCTSE TCTOTTCCAGATATG TGETCACOROTRLT
YN S ETRPAWNCAGALYGSSEY VY VTAA
CATTCCATTATACATAAGAGATTRACAAT TG TCAGAT THOGTCATT TECACTCCAACACCACTEC TEACARTEES
Dci1p &g LT 1 ¥ RLGDLDW®NTTADENGE
AACCACGTAGACATCOCTGT TGACAGAGCCATCATCOATOUGCAGT ACAATCRAGOCAGTAGGACATCTGACATT
GO T T TOOGCCTCAGRCACRAAG TCACTT TTAA TG ATGACAT TAGGCCGAT TG TTTACCCTCTTORGATCTA
CTCACACCOAGAAACTTGRACACACTETCCOCAT IO TTOC GG TTCEGETTCATTCOAAT TCAACARGTCTCAS

CA
@5 QL YEARYDYVESHNLEG CAEKDIEFALZELT

COAGTCACCATCGACCACTCAATCO TCTGTGCOCCHAGTCOAGGAC TRGATGCCTRCTTORGTEATTCTGRTCGT
vy rioustveasseevfarecrenfoeoe

COTCTGATGTTACCTCATGACAATCOCTATCATCTE TATGGAGTCO TATCTTATGGCATOGCATCCGCGAACTTC
ATATATCCAGGOCTCTACGCAACAG TCACTGACTTCO TAGACTCGAT TGAATCCAA TG T TTCAACTTGA
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