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Supplementary Table S1. Characteristics of tandem repeats in 76 Rlecs.
	Name
	The number of tandem repeats
	Tandem repeat patterns
	Types of Rlecs
	GenBank accession numbers

	1-1
	1
	33
	YVVSDD
	MN867280

	1-2
	1
	33
	YYYKED
	MN867281

	1-3
	1
	33
	YRSKDD
	MN867282

	1-4
	1
	33
	FHYKGD
	MN867283

	1-5
	1
	33
	FHFKGD
	MN867284

	2-1
	2
	33-30
	FQSKDG
	MN867285

	2-2
	2
	33-30
	YNYFDD
	MN867286

	2-3
	2
	33-30
	YKKKED
	MN867287

	2-4
	2
	33-33
	YRSKDD
	MN867288

	2-5
	2
	33-33
	YTYKKD
	MN867289

	2-6
	2
	33-33
	YTYKED
	MN867290

	2-7
	2
	33-30
	FHYKGD
	MN867291

	2-8
	2
	33-33
	YRSKDD
	MN867292

	2-9
	2
	33-33
	YTYKED
	MN867293

	2-10
	2
	33-30
	YRSKDD
	MN867294

	2-11
	2
	33-33
	FQSKDG
	MN867295

	2-12
	2
	33-30
	YNYFDD
	MN867296

	2-13
	2
	33-33
	YRSKDD
	MN867297

	2-14
	2
	33-30
	YKKKED
	MN867298

	2-15
	2
	33-30
	YNYFDD
	MN867299

	2-16
	2
	33-30
	YNYFDD
	MN867300

	2-17
	2
	33-30
	YVVSDD
	MN867301

	2-18
	2
	33-30
	FQSKDG
	MN867302

	2-19
	2
	33-30
	YTYKED
	MN867303

	3-1
	3
	33-30-30
	YNYFDD
	MN867304

	3-2
	3
	33-30-30
	YHSKDD
	MN867305

	3-3
	3
	33-30-30
	CNDSGD
	MN867306

	3-4
	3
	33-30-33
	FHYKGD
	MN867307

	3-5
	3
	33-33-33
	FHYKGD
	MN867308

	3-6
	3
	33-30-30
	YRSKDD
	MN867309

	3-7
	3
	33-30-30
	YVVSDD
	MN867310

	3-8
	3
	33-30-33
	YVVSDD
	MN867311

	3-9
	3
	33-30-33
	FHFKGD
	MN867312

	3-10
	3
	33-33-33
	FHFKGD
	MN867313

	4-1
	4
	33-30-30-33
	FHYKGD
	MN867314

	4-2
	4
	33-30-30-33
	YYYKED
	MN867315

	4-3
	4
	33-30-33-33
	YKKRED
	MN867316

	4-4
	4
	33-30-30-33
	FHYKGD
	MN867317

	4-5
	4
	33-33-30-33
	FQSKDG
	MN867318

	4-6
	4
	33-30-33-33
	FQSKDG
	MN867319

	4-7
	4
	33-30-33-33
	FHYKGD
	MN867320

	4-8
	4
	33-30-33-33
	YRSKDD
	MN867321

	4-9
	4
	33-30-30-33
	YNYFDD
	MN867322

	4-10
	4
	33-30-30-33
	YRSKDD
	MN867323

	4-11
	4
	33-30-30-33
	FHFKGD
	MN867324

	5-1
	5
	33-30-33-30-33
	YYYKED
	MN867325

	5-2
	5
	33-30-33-30-33
	YNYFDD
	MN867326

	5-3
	5
	33-30-33-30-33
	YRSKDD
	MN867327

	5-4
	5
	33-30-33-30-33
	YTYKED
	MN867328

	5-5
	5
	33-33-30-30-33
	YYYKED
	MN867329

	5-6
	5
	33-33-33-30-33
	FHYKGD
	MN867330

	6-1
	6
	33-30-33-30-30-33
	FHYKGD
	MN867331

	6-2
	6
	33-30-30-33-30-33
	FHFKGD
	MN867332

	6-3
	6
	33-30-30-33-30-33
	YRSKDD
	MN867333

	6-4
	6
	33-30-30-30-33-33
	YTYKED
	MN867334

	6-5
	6
	33-33-30-30-33-33
	YRSKDD
	MN867335

	6-6
	6
	33-33-30-30-33-33
	YTYKED
	MN867336

	6-7
	6
	33-30-30-33-30-33
	YYYKED
	MN867337

	6-8
	6
	33-30-33-33-33-33
	FHFKGD
	MN867338

	6-9
	6
	33-30-30-33-30-33
	FHFKGG
	MN867339

	6-10
	6
	33-30-30-33-30-33
	FQSKDG
	MN867340

	7-1
	7
	33-33-33-33-33-33-33
	FHYKGD
	MN867341

	7-2
	7
	33-33-33-33-33-33-33
	YHYQEH
	MN867342

	7-3
	7
	33-30-33-33-33-33-33
	FHFKGD
	MN867343

	7-4
	7
	33-30-30-30-33-30-33
	YRSKDD
	MN867344

	7-5
	7
	33-30-30-30-30-30-33
	FQSKDG
	MN867345

	7-6
	7
	33-33-33-33-33-33-33
	FQSKDG
	MN867346

	8-1
	8
	33-30-30-30-30-30-30-30
	CNDSGD
	MN867347

	8-2
	8
	33-30-30-30-30-33-30-33
	YRSKDD
	MN867348

	8-3
	8
	33-30-33-33-33-33-33-33
	FHFKGD
	MN867349

	8-4
	8
	33-30-33-33-33-33-33-33
	FHYKGD
	MN867350

	8-5
	8
	33-30-33-33-33-33-33-33
	FHFKGD
	MN867351

	8-6
	8
	33-30-33-33-33-33-33-33
	FHFKGD
	MN867352

	8-7
	8
	33-33-33-33-33-33-33-33
	FQSKDG
	MN867353

	9-1
	9
	33-30-30-30-30-30-33-30-33
	YRSKDD
	MN867354

	9-2
	9
	33-30-30-30-30-30-30-33-33
	FHYKGD
	MN867355
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Supplementary Figure S1. Sequence analysis of Rlec–YRSKDD containing nine tandem repeats. (a) Nucleotides and deduced amino acid sequences of Rlec–YRSKDD-9 from M. nipponense. Nine tandem repeats in the nucleotide sequences of Rlec are indicated by light and dark gray shading. Start (ATG) and stop codons (TAA) are shown in red. The 3ʹ UTR containing the polyadenylation signal (AATAAA) is shown in bold. The signal peptide is shown in italics, and the conserved CRD is marked by a single underline. EPN is represented by a box. The primers of RNAi (Rlecs–YRSKDD-dsRNA-F and Rlecs–YRSKDD-dsRNA-R) are indicated by red arrows. (b) Multiple alignments of the nine tandem repeat units of Rlec–YRSKDD by using the ClustalW. Absolutely consistent sites and highly consistent sites are colored in dark and gray backgrounds, respectively.
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LSDVTAGTIGEKTLSDVTAGTIG®GK 85
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L SDVAAGIGEKTLSDVAAGTIGK 105
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L TDVAAGIGEKTLSEDVAAGTIG 125
aagctttcggacgtcgeageaggaategggaagettteggagaacgtcacctcaggaate
KLSDVAAGIGKTLSENVTSGI 145
gggaaaatgttcaacttattggecatagatcatetttactgtgaaaacggttgggtgaag
dsRNA-FG K M F N L L A I'D HL Y CENGWUVEK 165
ctgagatcctectgttacttecttggeaaagacaccageacctgggaacagageegteag
LRSSCYFLGEKDT STWET QSR RAQ 185
aaatgcttagecttggattecgacttggtcacaatcactegtgatgaggagtacaactte
K CLALDSDLVTTITRDETETYNETE 205
cteegtgatettgeaaaaggteacageacctatgtaggactgaatgacetgeaggaagaa
LRDULAKGHSTYVGLNDTLTQ QEE 225
gggacctacagatgggttgeagatggeaccatccaccaaatcgttgaatcatggtggget
G TYRWV ADGTTIHA QTIVESVWWA 245
gaaggcgageccaacaaccacggttcacgagaacactgtgtecatttetategatccaaa
E GJE P NN H G S REHCVHFYRSK 265
gacgatcgectcaatgatcacatttgtgecaatgagttecagatatatetgegage dsRNA-R
DDRLNDHICANEFRYICETT 25
geccaactggattggaactetgattcagtgtcagaataagaaatgeccacagacattgaa
T QLDWNSDSVSE- 297
atggaagatgcacttggactaagaattcctttcaagtgtctacatcaagtgaaattgeet
getttttatgtgettgtatttecttaagetgtatectgttggacaactecatagttcatgt
taacatttcttcaattaacagtaatataagagcaatatttaggttttactactgtatget
acctgtttaacaattggttaaccttttgactactagttataccctccacatatatgtttt
atgtgtttcgtatgtataaaggtatctatttgttaatagaactgaagtgctatgtgaact
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