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Spp=ALSMIL 0 ———— e 0
class IV S39=ALSMIL 0 —m e 0
S5p=ALSMIL 0 ———m e 0
S13-A1SMI1 0 ACTAGTAGCAATTGATGTTTTATCCTTCTACGAGTA---ACCAATCAAAA
class I | °=
S16—ALSMI1 0 ATTAGTAACAATTGATGTTTTATACTGTTACGAGTAGTAACCAATCAAAA
814=ALSMIL 0 — e 0
class 1
S1g=ALSMIL 0 ———m e 0
Sy0-ALSMI1 1 —————————— TTTCAGATTTTGACAGTAACJAATCARAACTTAAAGGAGGTTGATRTTTTAC 52
S39-AlSMI1 1 —————————————————— TTTCAGATTTTGCAAGTAACCJAATCAAAACCAAAAGGAAGTTGATRTATCAC 52
class IV
S50-ALSMI1 § s simand TTTCAGTTTTTGCGAGTAACCRATCAAAACCTAAAGGAGGTTGATATATTAC 52
S13-A1SMI1 63 GATATTCACA-TTTTATTTTTC-GTGTTGATTAGTT---CGCAARATTTGAAAACACCGGTTGTTACTAG 127
class 1l

S16-AlSMI1 71 GATATTCATAATTTTTTTTTTCAGTTTTGATTGGTTATTCGCA GGTTGGTTCTAA 140

\ATTTGAAA

S1,-AISMI1 1 ——————————— AATGGTTT

class Il Sig-AlSMI1 1

AGATTTTGCGAGTAATCAATA

S,-AlSMI1 53 CATTTA-AACCATGTTCAAGGTAAAATGTATCTGCTTTCTTTTAGCTTTGATTCGTTACT-GAAAACACT 120
CIass IV S39-AlSMI1 53 TTTTCA-AACCATGTTCAAGCTAA--AGTATCAACTTTCTTTTAGATTTGAATGGTTACTCGTAAAATTT 119

Ss50-ALSMI1 53 CTCTTT-GACCATGATTAAGGTAACATGTATCAGCTTTCTTTTAGCTTTGATTGGTTATT-GAATACACT 120

class Il | sis-azsmrz 128
S16-ALSMI1 141

128

141

S;4-AlSMT1 TTTTTATTTTCATTGGTTACTCATAAATTGT 125
class Il “

S19-AlSMI1 TTTCAATTTTGATTGGTTACTCATAAATTCT 119

S,0-ALSMI1 121 GATT———————— 124
class IV | ss-alsmri 120 GrrA-—————— 123

S5p-ALSMI1 121 GAAT———————— 124

S13-ALSMI1 128 ———————————— 128
class Ill | °=

S16-ALSMI1 141 ———————————— 141

S;4-A1SMI1 126 GAGAATACTGAT 137
class Il

S15-ALSMI1 120 GA-———————— 121

Supplementary Figure S1. Sequence alignment of the inverted repeat sequences of AlSmil. Alignment of Sz, Sso, S39, S13,
Si6, S14, and Sis haplotypes of AISmil. Class-IV AlSmil-a sequences and predicted AlSmil-b sequences are highlighted by
solid and dashed red boxes, respectively.



class IV

AISmi1-b 37 -CAAGUUCCAUUAUAUAAUCGAAGA-5’  (9.0)

5’ -GTTCAAGGTAATATATCAACAACC—3’

Sy0-SP11 Ss-SP11 -

5/ —ATCAACAACCTCTAAATTT-GATT-3" 5’ ~ATATTCCTCGTTTTGTGTCAGGCT-3"

Sy0-AlSmit-a 3/ -UAGUUGGAGGAAAUUCARAACUAA-5’  (7.0) S,0-AlSmit-a 3’ “UAGUUGGAGGAAAUUCAAAACUAA-5’  (18.0)
S35-AlSmit-a 3’ “UAGUUGAAGGAAAACCARAACUAA-5’  (11.0) Sa-AlSmit-a 3’ “UAGUUGARGGAARACCARAACUAA-5’  (16.0)
i ; ’ ~UAGUUGGAGGAARUCC. -57 .
Ssp-AlSmit-a 3’ “UAGUUGGAGGAAAUCCARAACUBA-5’  (9.0) Ssp-AlSmit-a 3 ~VAG UCCARAACUAA-S’  (17.0)
class il AISmi1-b 3’ -CAAGUUCCAUUAUAUAAUCGAAGA-5’  (7.0) AISmit1-b 3’ ~CAAGUCCAUUAUAUAAUCGAAGA-5’  (9.0)
5’ ~GTTCAAGGTAATTTACTAGTTTTG—3 5’ ~ATTAAAGGTAATTTACTATTTTCT-3"

S.+SP11 ~ S-SP11 ———HIl—

|
|
5’ ~ATTACACTAAGAACTATCTAAGCG-3" / \
AISmi2 3’ -GAGUAUGAUUCUUGUUAGAUUCAC-5’ (6.5) St ATCARCOTCCTITTACTTTECATT =3
Sz-AISMIT-8 3/ _yAGUUGGAGGAAAUUCARAACUAA-5’  (3.0)
S;5-AlSmi1-a 3’ “UAGUUGAAGGAAAACCARAACUAA-5’  (3.0)

5’ ~ATCAACGTCCTTTCAGTTTTGATT-3"

X S-,-AlSmi1-a 3’ ~“UAGUUGGAGGAAAUCCAAAACUAA-5" (5.0)
S;0-AlSmi1-a 3’ ~UAGUUGGAGGAAAUUCABRAACUAA-5’  (3.0) L
Sz5-AlSmif-a 3’ “UAGUUGAAGGAAAACCARAACUAA-5’  (5.0)

Ssp-AlSmi1-a 3’ “UAGUUGGAGGAAAUCCABRAACUAA-5’  (5.0)

class Il A .
miz: 3¢ ~GAGURYGAULICUUGUURGRULCAC 5! (4:29) AISmi2 3’ -GAGUAUGAUUCUUGUUAGAUUCAC-5’  (4.5)

5’ —CTTATACTAAGAATAATCTAAGAT-3" 5’ —CTTACACTAAGAATAATCTAAGAG-3”

Su-sP11 +— : B swsp11 —}
57 —ATCAACATCCTTTAAGTTTTGATT-3” 5’ —~ATCAACATCCTTTGAGTTTTGATT-3’
S20-AlISmit1-a 3/ —yAGUUGGAGGAAAUUCARAACUAA-5’  (1.0) S;0-AISmi1-a 3’ “UAGUUGGAGGAAAUUCAAARACUBRA-5’  (2.0)
S25-AlSmil-a 3/ ~UAGUUGAAGGAAAACCARAACUAA-5’  (5.0) Sz5-AlSmif-a 3’ “UAGUUGAAGGAAAACCAAAACUAA-5’  (5.0)
S50-AlSmit-a 3’ “UAGUUGGAGGAAAUCCARAACUAA-5’  (3.0) Sso-AlSmif-a 3’ “UAGUUGGAGGAAAUCCAAAACUAA-5’  (4.0)
class | AISmi1-b 3’ -CAAGUUCCAUUAUAUAAUCGAAGA-5’  (4.0)

5’ ~CTTCAAGGTAATATATGAGCTTTT-3"

\
S4-SP11 .|.I { ._

5’ “TTCATAGTAAGAACAATCTAAGAG-3”

AISmi2 3’ -GAGUAUGAUUCUUGUUAGAUUCAC-5’  (3.5) 5/ —ATCAACATCCTTTTGGTTTTGATT-3"
Sz0-AlSmit-a 3’ ~UAGUUGGAGGAAAUUCAAAACUAA-5’  (4.0)

S25-AlSmit-a 3’ “UAGUUGAAGGAAAACCAAAACUAA-5’  (1.0)
Ss-AlSmit-a 3’ “UAGUUGGAGGAAAUCCARAACUAA-5’  (3.0)

Supplementary Figure S2. Genomic regions of the class-IV, class-III, class-II, and class-I S haplotypes of SP11, and se-
quence similarity between sRNAs and their SP11 target sites. Schematic diagram of haplotypes S0, Sso, S13, S16, S14, S13, and
Si1. Sequences of Su-AlSmil-a, Sso-AlSmil-a, Sso-AlSmil-a, AlSmia-b, and AlSmi2 and their sSRNA target sites in SP11 are
shown. Black boxes indicate SP11 exon regions. Red, magenta, and blue boxes indicate target sites of AlSmil-a, AISmi-b,
and AlSmi2, respectively. Bases in red indicate mismatches with each SP11 target site. Numbers in parentheses indicate
the mispair scores between each sSRNA and the SP11 target site. Mispair scores <5.5 are shown in red.



Supplementary Table S1. Number of sequence reads obtained.

sRNA Obtained Reads Number
S20-AlSmil-a 100
S13-AlSmi2 2889

Results of massively parallel sequencing of 52513 heterozygotes. A total of 44,553,252 bp sequence reads were obtained.



