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GAATGGGTTTGGGGATTHCATANAGAA

C A TGCCTAATGGGAGTCTTGATAAGGCAT TAT TTGAAT CAAGAAT GAT TCTACCTTG
———————————————————— SR~ THRGGCATTATT TGRATCAAGAATGATICTACCTTGG
gl B2 TGCORA A TGGRIAGTCTTGATAAGGCAT TATTTGA TR T8CCRTGd]

[€TACATAGGAGGAAAATTTTGCTAGGTGTTGCTTCAGCCTTGGCATATTTACATCAAGAA
CTACATAGGAGGAAAATTTTGCTAGGTGTTGCTTCAGCCTTGGCATATTTACATCAAGAA

CTACATAGGAGGAAAATTTTGCTAGGTGTTGCTTCAGCCTTGGCATATTTACATCAAGAA

CTACATAGGAGGAAAATTTTGITAGGTGTTGCTTCAGCCTTHGCATATTTACATCAAGAA

1GTGAAAARCAGGTGAT TCARAGGGATATAAAGAGTAGIAACAT TATGI ]
Gl TR GG GATA THAA GARITAGTAARAT TATGT ]

TTCAATGCAAGATTAGGTGATTTTGGATTAGCAAGACAAGTTGAACATGACAAGTCCCCC

TTCAATGCAAGATTAGGTGATTTTGGATTAGCAAGACAAGTTGAACATGACAAGTCCCCC

TTCAATGCAAGATTAGGTGATTTTGGATTAGCAAGACAAGTTGAACATGACAAGTCCCCC

T TiAATGCAAGATTAGGTGATT TTGGETTAGCAA) TTGRAACATGACARETCHCCHN

GATGINAACEHGTAGCAGCIGGGACAATGGGCTACTTGGCTCCTGAATACTTGTTAACCGGA|

GATGCAACBGTAGCAGCCGGGACAATGGGCTACTTGGCTCCTGAATACTTGTTAACCGGA|

GATGCAACEGTAGCAGCCGGGACAATGGGCTACTTGGCTCCTGAATACTTGTTAACCGGA|

carccliacllcraccaccgccllacantcoafracTTliccgiccTcanTAi TR TAACCCCH

AGAGCAACCGRARARACTGATGT TTTTAGCTATGGAGCHGTRGT TCTTGAAGTGGCAAGT]
AGAGCAACCGARARAACTGATGTTTTTAGC TATGGAGCAGIMGTTCTTGAAGIGGCAAGT
AGAGCAACCGRARARACTGATGT TTTTAGCTATGGAGCAGTHGT TCTTGAAGTGGCAAGT]
8G2GCAARNGAARARACTGATCRITTTTAGC TATGGRGCAGTGTTCTTGAAGTGGCAAGT

GGAAGGAGGCCAATTGAGAGGGAAACAACAAGAGTTGAGAAAGTTGGAGTGAAGAGTAAC

AGGCCAATTGAGA
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TGTTCACAACCTGACCCTATGGTTAGACCAACAATGAGAAGTGTGGTCCAAATGCTAGTA)
————————————
[1GTTCACARCCTGACCCTATGGRITAGACCAACAATGAGARGTGTGGTHCAAATGRTAGTH

(GGTGAAGCTGAAGTTCCTATTGTCCCAAGAACTAAGCCT TRITATGAGI TTCAGCACATCA
GCTGAAGTTCCRATTGTCCCHAGARCTAAGCCRICTATGAGTTTRAGCACATCH



NbS00026192g0010.1 1975
NbS00026087g0010.1 1975

NbVIII.2-2 109 CATCTTCTAATGACTTTGCAAGATAGTGTTTCTGATTTGAATGGTATGATCACACTTTCC

IS UCH V- VORI TG B - 1 C 1{€C 122 TGACT TTGCAAGATAGTGT T TCTGART TGARTGGTATGATCACACTTTCC

NbS00026192g0010.1 IR C TTCATCATCTGAAAACACHTTCART GGTGT TCRCAATGGGATGGACTTGGTCTA
NbS00026087g0010.1 PRSI CTCATCATCTGAAAACACRTTCARTRGTCRTCRCAATGGRATGGACTTGGTCTAN

NbVIII.2-2 (BN T TCATCATCTGARAACAGITTCASTGGTGTTGECATGGCATCEREETGCL.
NbS00016101g0013.1 PRI - CleTCRi TCATCTGAARRINAGTTCARTGGTCIET ClEUNEINeG YA TGGACET]

Supplementary Fig. S3. Sequence alignment of NbS00016101g0013.1, NbS00026192g0010.1,
NbS00026087g0010.1 and the fragments used for silencing. NbVIII.2 represents the fragment used in
this study, while NbVII1.2-2 represents the fragment used by Kanzaki et al. (2008).





