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o o o o % GI1 % G (3.7) % G (4.7) % GI1 (8.1)
Genotype: W.T. 'RNAI;PhG 'RZA(;’;;’G IRxA(;I',;;'G 'RZA(;:;’G versus P value versus P value versus P value versus P value
g . g W.T W.T. W.T W.T
P'a"(‘c:‘;'ght 409+08 44+35 50 46 43 176 289E-02  420.2 +12.5 +5.1
N° of leaves to
the 1° flower 37+14 365+1.2 30 32 32 1.4 7.62E-01 -18.9 135 135
Basa'(mf)r““e 126409 169+05 174405 167+12 169407 +34.4 246E-20  +381**  7.64E-05  4+405*  2.55E-02 4341 * 2.31E-03
Median ok } ) . : R - _
Internode (mm) | 16306 10204 96+05 99:02 9806 376 3.57E-30  -41.1 2020E-04  -393 4.94E-18  -39.9 7.31E-04
Ap"’a:':l“':‘e)m°de 205+11 136+03 138408 138+08 13409  -337  251E23  -327**  123E-03  -341** O79E05  -34.6* 1.96E-03
Ne° of axillary )
meriotens 125+13 27 +2.08 28 29 25 +116.0  4.08E-07 +124 +132 +100
N° of branches 2+0.0 2.4 +£0.57 2 3 2 +20 2,73E-01 +0 +50 +0
Basal Leaves 64.57 91.75 882+09 925+15 883+1.27  +42.1 4.42E-33 +36.6 1.02E-05 +43.3 2.17E-04 +36.8 1.17E-04
length (mm)
Basal leaves 40.93 50.96 50.1+0.7 53.8+1.3 446+05 +24.5 4.97E-30 +22.4 1.98E-05 +31.4 9.49E-04 +9.0 5.61E-07
width (mm)
Median Leaves
longth (mm) | 727%28 75616 70312 8216 734:18 +4 8.23E-02 33 5.71E-02 +12.8 2.95E-04 +0.9 6.55E-04
Median leaves | 435,17 481+14 454:01 507%17 494%07  +9.7 1.13E-08 +3.6 1.40E-01 +5.5 8.70E-03 +2.1 4.94E-05

width (mm)




Apical leaves : _ _ _
lenath (| S8B13 48201 449%13 49515 456118  +24 1.49E-22 +16 1.08E-02 +28 165E-03  +17.6 1.66E-02
Apicalleaves | o> 5,09 305+05 301408 286+16 31.1+1.03  +35 2.02E-23 +34 3.60E-04 +27 1.60E-02 +38 1.65E-03
width (mm)

Basal leaves | 554,11 149%11 1200%11 1397+16 1530+08  -335 1.05E-23  -46.38 7.96E-04  -37.58 1.31E-02  -31.64 1.79E-04
Chlorophyil

Mgﬁ:ﬂ:‘o':s;’ﬁs 31.04+23 3726+1.1 36.30%06 3597+13 3947%14 420 167E-25  +16.95  457E-04 41588  4.85E-03  +27.16 1.18E-02
ASATS:J,‘;K?.S 2127409 3819+17 3533+13 3617+15 3897+09  +795  276E-45 4661  126E-03 47005  129E-03  +83.22 1.58E-04

Table S1. Comparison of vegetative parameters between wild type and the silenced lines 3.7. 4.7 and 8.1 of PhGI1 in the T1 generation. Data
are given as averages. based on at least three biological replicates. The height was calculated from the base to the first flowering meristem. when the
first flowering event occurs. The number of total axillary meristems was calculated between the base and the first apical flowering meristem. P
values < 0.05 according to Students T-test were considered as significant.



% G (3.7)

Genotvoe: W iRNA::PhGI iRNA::PhGI iRNA::PhGI iRNA::PhGI % GI1 b value voreLe brae  GM@D L wEn@n
ype: o 1 1(3.7) 1(4.7) 1(8.1) versus W.T W.T versus W.T versus W.T
N@offlower |, g.108 113241 18 13 16 42 -59.4 -35 53
buds
N° of fully
developed 278+28  68+22 8 6 9 -68 -75.5 71 .78
flowers
% of fully
developed 100 60.2 44 46 56 -44 -39.8 -56 -54
flowers
c°’°"(‘:'n‘:1':’;meter 4622+34 3421+27 3418+27 3438423 3554+07 -23.1 4.27E-21 -26.0 1.14E-04 -26.0 2.24E-05 -25.6 2.36E-15
T“'fﬂ';’;gth 4006+21 3557+21 3538+24 3586+15 3570+1.9 -10.9 2 84E-15 1.2 1.59E-03 1.7 1.09E-03 105 3.53E-03
Pe“‘:ﬁ:)"gth 3596+27 3533432 3699+29 36.04+27 33.83+4.2 5.9 2.67E-01 1.8 6.67E-01 2.9 8.03E-01 -0.2 3.04E-01

Table S2. Comparison of floral parameters between wild type and silenced PhGI1 in T1 generation. Data are given as averages. based on at
least three biological replicates. P values < 0.05 according to Students T-test were considered as significant.



RT (min) Hit Name CAS Number

7.318 Methyl Benzoate 93-58-3

4.82 Benzaldhyde 100-52-7
13.311 Isoeugenol (isomers) 97-45-1; 5932-68-3
17.44 Benzyl Benzoate 120-51-4
6.711 Phenylacetaldehyde 122-78-1
6.511 Benzyl Alcohol 100-51-6
8.111 2.phenylethanol 60-12-8
9.615 Methyl Salicylate 119-36-8
12.211 Eugenol 97-53-0
9.077 Benzyl Acetate 140-11-4
7.063 Acetophenone 98-86-2
7.797 Nonanal 124-19-6
9.639 Decanal 112-31-2
9.063 Ethyl Benzoate 93-89-0

Table S3. Main Volatile Organic Compounds analyzed. Data are given as percentage based on
at least three biological replicates. (RT) Retention time.



ZT0 ZT 3 ZT 6 ZT9 ZT 12 ZT 15 ZT 18 ZT 21
VOCs: 1
W.T. G P value W.T. G Pvalue | W.T. G Pvalue | W.T. G Pvalue.| W.T. G P value W.T. G Pvalue | W.T. G P value W.T. G P value
T T T T 1
Mehyil Benzoate 79.9 343 1.65E-04| 85.8 66.3 3.02E-02| 91.3 75.5 1.50E-01| 857 75.2 1.82E-01] 76.8 81.2 2.26E-01 77 775 3.01E-01| 7541 74.4 2.64E-01] 76.4 67.0 4.13E-01
T T T T T 1
Benzaldehyde 2.6 0.00 1.18E-06 2.3 0.00 6.85E-04 0.3 0.8 8.77E-01 3.4 3.4 1.96E-01 6.5 8.5 2.66E-01 1.7 5.7 1.94E-01 11.3 4.9 1.97E-01 8.5 1.7 3.97E-02
T T T T T 1
Isoeugenol 5.0 54.3 7.03E-01 0.3 12.7 1.52E-03 1.7 15.7  1.35E-01 6.1 4.4 1.42E-01 8.7 9.4 2.29E-01 5.0 7.9 4.58E-01 5.7 8.3 3.69E-01 6.0 7.9 8.49E-01
T T T T T 1
Benzyl Benzoate 4.8 21 4T74E-02| 47 37  1.12E-01] 14 20 3.48E-02| 25 23 1.68E-01| 5.4 05 1.97E-01| 34 56 461E-01| 36 92 6.76E-01| 35 52  7.01E-01
1 1 1 1 1 1
Phenylacetaldehyde 0.4 0.00 2.13E-08 0.3 0.00 8.18E-02| 0.00 0.3 1.72E-02 0.3 0.3 2.22E-01 1.0 0.1 2.16E-01 1.6 0.9 2.10E-01 1.8 0.8 1.95E-01 1.3 0.4 4.15E-02
1 1 1 1 1 1
Benzyl Alcohol 27 0.6 1.41E-04| 26 36  1.46E-01] 0.9 0.3  8.95E-02| 0.00 0.2 1.74E-02| 0.1 0.01  2.29E-01| 0.2 0.3  4.56E-01| 1.1 1.0 247E-01| 24 1.6 2.87E-01
1 1 1 1 1 1
2.phenylethanol 2.2 6.1 3.43E-05 1.8 3.2 1.83E-02 0.5 0.00 9.08E-02 0.1 0.3 8.32E-01 0.3 0.04 2.59E-01 0.5 0.6 3.63E-01 0.9 1.00 2.59E-01 15 1.3 3.90E-01
1 1 1 1 1 1
Methyl Salicylate 0.6 0.2 1.41E-02 0.9 1.6 2.54E-02 1.6 0.9 1.21E-01 1.09 1.05 1.93E-01 0.5 0.06 2.37E-01 0.3 0.3 3.19E-01 0.2 0.4 4.18E-01 0.2 0.8 1.07E-03
T T T T T 1
Eugenol 25 0.07 3.47E-06] 0.6 1.3 1.05E-02| 0.06 0.00 8.07E-02| 0.05 0.12 6.10E-01| 0.06 0.00 1.15E-01| 0.04 0.1 9.81E-01 0.1 0.00 1.20E-01 0.1 0.4 1.55E-01
T T T T T 1
Benzyl Acetate 0.6 0.1 2.79E-04 0.6 0.5 9.94E-02 0.2 0.00 6.46E-02] 0.00 0.00 1.00E+00] 0.00 0.00 3.47E-01] 0.03 0.02 2.37E-01 0.1 0.02 2.46E-01] 0.00 0.3 9.52E-01
T T T T T 1
Acetophenone 0.03 0.4 5.00E-02| 0.06 0.3 8.13E-01| o041 0.00 1.39E-01| 0.00 0.3  4.69E-02| 0.1 0.01 1.85E-01| 0.2 0.07 2.14E-01| 0.06 0.00 1.39E-01| 0.00 0.8  9.23E-02
T T T T T 1
Nonanal 0.04 0.10  4.34E-01 0.2 0.00 5.36E-03 0.7 23 7.75E-02| 0.31 10.3 9.31E-01] 0.07 0.02 6.94E-01] 0.00 0.06 8.62E-02| 0.00 0.00 1.00E+00| 0.00 0.1 5.74E-02
1 1 1 1 1 1
Decanal 0.00 0.00 1.77E-01 0.08 0.00 8.47E-03 0.4 1.4 9.05E-02] 0.00 0.3 3.67E-02] 0.04 0.01 7.26E-01] 0.00 0.00 1.00E+00| 0.00 0.00 1.00E+00| 0.00 0.01  3.47E-01
1 1 1 1 1 1
Ethyl Benzoate 0.05 0.6 3.58E-01 0.00 5.3 3.30E-04]| 0.00 0.6 2.73E-01] 0.07 1.8 3.16E-02] 0.04 0.2  3.55E-01 0.02 0.9 3.37E-01] 0.00 0.00 1.00E+00| 0.00 12.6  3.14E-01

Table S4. Percentage of the main Volatile Organic Compounds analyzed during 24 hours between wild type and the silenced PhGI1 flowers
of T1 generation. P values < 0.05 according to Students T-test were considered as significant.



PhGil For TGGAGAAAGGGCAGAGACAT

PhGil Rev GTGGAGCCACCCTTACGTT

PhGilattb1l For GGGGACAAGTTTGTACAAAAAAGCAGGCTTGGAGAAAGGGCAGAGACAT

PhGilattb2 Rev GGGGACCACTTTGTACAAGAAAGCTGGGTAGTGGAGCCACCCTTACGTT

SecpDON201 For TCGCGTTAACGCTAGCATGGATCTC

SecpDON201 Rev GTAACATCAGAGATTTTGAGACAC

nptll For CCTGCTTGCCGAATATCATGGTGG
nptll Rev CGAAATCTCGTGATGGCAGGTTGG
Agri 51 CAACCACGTCTTCAAAGCAA
Agri 56 CTGGGGTACCGAATTCCTC
Agri 64 CTTGCGCTGCAGTTATCATC
Agri 69 AGGCGTCTCGCATATCTCAT
PhAct For TGCACTCCCACATGCTATCCT
PhAct Rev TCAGCCGAAGTGGTGAAAGAG
PaxilGI1 For TTGTACGTGCACTCAGCACA
PaxilGI1 Rev CCATTTTTGATTCGGCTGTT
PhGi2 For TTTAGAGTCCTTTCACTCATCCATC
PhGi2 Rev AATACAGCATTTGTTACATGGAGGT
PhZTL For TGCATCTGTTGGCTCTGTTT
PhZTL Rev CCCCAACCCAATCTCTTAGC
PhLHY For CGACGTGGTAGGAATTGCATC
PhLHY Rev GACCGAAATGGTCATCAAAGGAC
PhTOC1 For TGATGGTAAGGGGAGCAAAG
PhTOC1 Rev CTGAAGCAGGATGCCCATTA
PhELF4 For GCCACCACCAAACCCTAAC
PhELF4 Rev AGGCTTCAAAGGCAGTGCT

Table S5.

List of primers used.



PhGI1 GAAAGCAGAAAGGCAAAGGATCTAAGAAAGTGAAAAAACAAGGACCTGTTTCAGCGTTTG 60

PhGI2 AAAAACCGAAACAGCTGGGAAGTAAAAAGGTGAAGAAACAAGGGCCCGTTGCAGCATTTG 60
FN@36363 -----------mmmmmm oo (]
PhGI1 ATTCTTATGTTCTTGCTGCTGTCTGTGCTCTTTCATGTGAACTTCAACTCTTTCCTTTGA 120
PhGI2 ATTCTTACGTACTTGCTGCTGTGTGTGCTCTTTCTTGTGAACTTCAGCTCTTCACTTTAA 120
FN@36363 ------------ TTGCTGCTGTGTGTGCTCTTTCTTGTGAACTTCAGCTCTTCACTTTAA 48

Fokokkokokokkok ok kokokokokokokokkokok o kokokokokokskokokokok skokokokk skokokk sk

PhGI1 TTTCAAGAGGGACTAATTATTCAGATCCAAAAACCATCCCCGATGCTGCAAAGCATGCAA 180

PhGI2 TTTCAAGAGGGACTAATCATCCAGATCCAAAAATCATCATGGATGAAGCAAAGCCCGCAA 180

FN@36363 TTTCAAGAGGGACTAATCATTCAGATCCAAAAATCATCATGGATGAAGCAAAGCCCGCAA 108
sokokskokokokokokkokokkokkokok kb skokskokokskokkokokokok kokokok | skokskok | oskokokokokokk | kokokk

PhGI1 ATGATTCGTCTATTGAGTTAAAAAATGGGATGCATTCTGCTATCTATCATACTCGGAGGA 240

PhGI2 ATGATTCGTCGATTGAGTTACGAAACGGGATTCATTCTGCAGTCTGTCATACTCGGAGAA 240

FN@36363 ATGATTCGTCGATTGAGTTACGAAACGGGATTCATTCTGCCGTCCGTCATACTCGGAGAA 168

sokoksokokokokokok kokokkokokokokok | kokok dkokskokok koksloloRakokk ok kokokokokkokokokokkok |

PhGI1 TATTGGCAATTCTGGAGGCTCTTTTCTCTTTGAAACCATCATCTGTTGGAACTTCATGGA 300
PhGI2 TATTAGCAATTTTAGAGGCTCTTTTTTCTTTGAAACCATCATCTGTTGGAACCTCATGGA 300
FN@36363 TATTAGCAATTTTAGAGGCTCTTTTTTCTTTGAAACCATCATCTGTTGGAACCTCATGGA 228

Hokok kokokkokk ok kokokokkokokokokkok kokskokokokkokok ok ok okok kR okok kR kok Rk kR ok okok K

PhGI1 GCTACAGCTCAAATGAGATAGTTGCTGCAGCTATGGTAGCTGCTCATATATCTGATTTGT 360

PhGI2 GCTACAGCTCAAATGAGATAGTTGCTGCAGCTATGGTAGCTGCTCATATTTCTGATCTGT 360

FNO36363 GCTACAGCTCAAATGAGATAGTTGCTGCAGCTATGGTAGCTGCTCATATTTCTGATCTGT 288
ko ok skokok ok skokok ok okok ok ok okok sk ok stk sk ok skok sk sk kkok sk kokok sk skoksk ok okokok o kokokok ok ok dkok ok

PhGI1 TTAGATGCTCCAAGGCTTGCATGCATTCTCTTTCAATCTTAATAAGGTGTAAGTGGGATA 420

PhGI2 TTAGACGCTCCAAGGCTTGCATGCAGGGTCTTGCTATCTTGATACGGTGTAAGTGGGATA 420

FNO36363 TTAGACGCTCCAAGGCTTGCATGCAGGGTCTTGCTATCTTGATACGGTGTAAGTGGGATA 348
seokokokok skokskok ok okok ok ok sk sk sk ok kok ok ok Rokokok ok odkokokokok kokok | kokokokokok ok kokok ok ok ok

PhGI1 ATGAAATTCACTCCAGAGCATCTTCGCTGTATAACCTCATTGACATTCATAGCAAAGTTG 480

PhGI2 ATGAAATTCATTCAAGGGCATCTTCACTCTATAACCTAATTGATATTCATAGTAAGACTG 480

FNO36363 ATGAAATTCATTCAAGGGCATCTTCACTCTATAACCTAATTGATATTCATAGTAAGACTG 408
sokokskokokokokkok ok ok kokokkokokokok kb kokokokoksiolokkokokokok kokokokokokokk Kok Kok

PhGI1 TTGCATCAATTGTTGACAAGGCCGAACCATTGGAAGCACACCTAATACCTGCACCTGTTC 540

PhGI2 TTGCATCAATTGTCAACAAGGCTGAACCATTGGAAGCTTATTTAATACATGCACCAATTC 540

FN@36363 TTGCATCAATTGTCAACAAGGCTGAACCATTGGAAGCTTATTTAATACATGCACCAATTC 468

dokkckokokokkkokokkok  skokokkokokok kskokokokokkokokokokkkk . Xk Fokkokokok kskokokkok . kokok

PhGI1 TTAATAAAAGAAGCATGTGCGTGAATGGGAGAAAACGTAATAAATATAGCACTTGTAGCT 600

PhGI2 TGAAGGAGCGGCCCAGGTGCTTAAATGGGAAGAAACATTATAAATATACCAATCGTAACT 600

FN@36363 TGAAGGAGCGGCCCAGGTGCTTAAATGGGAAGAAACATTATAAATATACCAATCGTAACT 528
®ockk ok k| kR kol sk koloksoksok | dolsiok |k aosksololslolokokok kb sk ok ok

PhGI1 GCTTAACTGCAGAACAATCATCGTTGCTCGAGTGCAACTCAACTGATTGTAAAAGTTTAA 660

PhGI2 GCTTAACAGCAGAAGAGCCATCAGTGTCACAGTGTAAAGATTC-------~---~- CTCTA 648

FN@36363 GCTTAACAGCAGAAGAGCCATCAGTGTCTCAGTGTAAAGAT ------------------- 569
sokokdokokok s kokokokokok k| kokdkok | kK *okkk kk .

PhGI1 TTATGAGTGAGAAAGTTTTACACTCAAGTGAGGTTTCACAGTGCGCCACTGGTAAAGGGA 720

PhGI2 ATTGGTGCGACAAAGCTTCACACCCAAGTGAGGTTGCTGGAGGCACCATCAGCAAAGTGT 708

FN@36363 ----------mmmmmmm oo 569

Figure S1. DNA alignment of PhGII (Peaxil32Scf1428Ctg026), PhGI2 (Peaxil32Scf1428Ctg060)
from Petunia hybrida and the PhGI sequence FN03636 reported by Fenske et al. (2015) %, using
Clustal Omega (https://www.ebi.ac.uk/Tools/msa/clustalo/).



(a)

El2 Amplicon
PHGIL_3UTR
EIL_pmplicon
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GI1_fmplicon

12 _Amplicon
PhoLl 3UTR
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GI2_fmplican
PhGIL SUTR
11 Amplicon

12 Amplicon
PhGTL 3UTR
EI1_fmplicon

(b)

RIL Amplicen
612 amplicon

A ATRCAATTCAL AAGAT TAGRALGTHAC TATCTATTGEC TTGARGATEAGAGEGA
----------------------------------------------- TEEARAASGEGEA

g s e e S ARG T TEAL

GAGACATAGAATGAGC TTTAGT TACAGTCAAGAAATGAGATTAGTGRTCCTTTTTACACAT

GAGACATAGARTEAGC TTTAGT TACAGTCAAGAAATGAGATTAGTETCETTT TTACACAT
o

R W R

CCATCATTROTETACGAGEEAATET - AGATASTCASTCTCCTTIGET - - - - mm - e
CCATGATTRGTRTAL AN CAAAATATAGATRACCCTTC T TGGTTGTAT TGT TAT TTGET
AT GAT TR T A TAC AN GANSATAT AGATARCCCTTC TCTAGTTGTATTGT TAT TTEHGT

shEE GG EREE W R - . - LR Rl L 1

-=TTTATATGT CTOT TGTATATCCAMAT ACAAACATOATTOTOLAAMGAGT ACGATATAGT
TOARTTTATGT TTaATGTACATC TRAATACGAACATGATTRTGAAAL TARGA TG TTAA-
TCARTTTATGT TTGATGTACATCTQAATALGAACAT AT TR TRARAA TAGLATEL TTASL -

® AmgkEd £F xFEE EE S TEEFx FExFfEkifmiE xExk &£f &= L]

AGTTTAATATTCEAGTGALC TAL ARSALGL TERL T AATTTAGRATTTTTTTCTGAGTA
———— TATTCAGTGTOATCAACGTAAGOOTOOC TC CACT TTRG0ACE - - - - - AMAGTCA
------ TATTCABTATEATC AN GTARBEGTERCTCCAL — - < -~ —— == === =

¥ F KRy & oxE xmak FERETF 9

- T AR AR A LA A A TARAA TG TTTAL T TAC AR TLAMDAAATHAEATTE

Lelfpearina ISCTHAICTEA0 HEBAT AR AN AET AATATARA TR ATATGAT T TRAET TARAARATARTATTTT

GI1_fmgrl 1o
12 amplicen

T

GTETCCTTTTTACAC A TCC AT GO TTRATAT AL AALGALARTATRGATAAC COTTETC TS
R CUTTTCALTLAT (LR L TIG0TGT AL A DG0ATET -Aal 1A LA FETCLTT

Lel FEalelS':‘fW:u{thEﬂ AT T T T AL T ATO AT AT TR TRT ACEARLRAAT BT - AaATARTCAGTCTCCTT

= EEE BE EEERERY BERdEEEES m B AW mEmaE @ EdkE

GIL fmplicen TTETATTRTTATTTaGTTCAGT TTATATTTRATATACATE TRAATAC SAME ATGATTET
G612 tmplicon TGET = mmmmmsmmme s TTTATATGTCTOTTGTATETCCARATAC AMCATRATTETS
Lel| Peanil325e foad2ctgand TET---=rmrmemmene TTTATATGTCTaT TRl ATa T CARA TR AAACATGAT TE TG

a“« kW @ alEaE @ BEdw il WEAEE mAREd AR
GIL_fmplicen AAAATAGGAT G TTART - == - ATTCAETATRATC AR BTASGEATHACTOCAL - - - -

G612 _faplicon

T AT TG TG T TTAATAT TOaNATRAL T A AAMAGEC TRACTCAMTT TG

Lol | Peanild s foaaidtaied COASGAGT A ATATANTAGT T TAATATTCOAL TRACTT AT ARAALEE THGL TLALTTTAG

GIL amplien
612 fmplicon

iFE mE A k& Ll ® kfwx & mF  kEfE Fesiwid &

Tel| Peani 1328 FOR420 15060 GETTTTTTTCTaAaTCACC O A TaTAMC AR TG TAT ATTATTTTGTTATAL ATTCAGT

Figure S2. Figure S2. Alignment between (a) amplified regions of PhGII and PhGI2
(Gl1_Amplicon and GI2_Amplicon) and the 3’UTR region of PhGII sequence from Petunia
hybrida (PhGII_3’UTR) and (b) amplified regions of PhGII and PhGI2 (GIlI_Amplicon and
GI2_Amplicon) and PhGi2 sequence from Petunia axillaris (Peaxil32Scf1428Ctg060) using

Clustal Omega (https://www.ebi.ac.uk/Tools/msa/clustalo/). Regions marked in color emphasize on

sequence similarity between amplicons and genomic clones.
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Figure S3. Fully developed flower bud (left) of a wildtype line compared to aborted flower bud
(right) of iRNA::PhGII T1 line 3.7 as observed in all iRNA::PhGI lines.

(a)

(b)
catlintron NOS promoter
ﬂ CamV 355 promoter >|_># PDKintron #H<_I| 0OCS ter = >| KanR %
Gl fragment Gl fragment [ ]
: Marked digoxigenin probe

Figure S4. Southern Blot analysis of the TO generation. (a) Result of TO lines of iRNA::PhGII on
the left and iRNA::PhGI2 on the right. (b) Schematic representation of the localization of the
marked digoxigenin probe used.



