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Figure S1. Within plant correlation of CGT
counts from 30 plants in the F4 mapping
population. The CGT numbers from first

floret and second floret were highly
correlated (r =0.98, p < 2.2 « 10°16),
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Figure S2. Plot of CGT number against
marker genotypes at SNP markers

Ha5 11356218 and Ha6 8364901 in the
F4 mapping population. Error bars are - 1

SE.
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Figure S3. Map positions of two significant QTL intervals identified in the F4 mapping
population derived from HA300 x RHA464.
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Figure S4. Phylogenetic tree of the validation population generated from SNP marker data. Nodes
are labeled with their bootstrap support values. The two parental lines are indicated in colors.




HSF2A_HA300 (Helianthus annuus)
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XP_017219092 1 PREDICTED: heat stress transcription factor A-2e-like [Daucus carota subsp. sativus)

XP_009594956.1 PREDICTED: heat stress transcription factor A-G-lke [Nicotiana tomentosiformis]

XP_019162122.1 PREDICTED: heat stress transcription factor A-7a-like [ipomoea ni]

XP_011101443.1 heat stress transoription factor A-7a-ike isoform X2 [Sesamum indicum)
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NP_001312795.1 heat shock factor protein HSF24-ike (Nicotiana tabacum]
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= CAAB7077.1 heat shock transcription factor 34 (Glycine max)

XP_017647437.1 PREDICTED: heat shock factor protein HSF24-ike [Gossypium arboreum)
XP_016673408.1 PREDICTED: heat stress transcription factor B-4d-ike [Gossypium hirsutum]
4{&
XP_012485326.1 PREDICTED: heat stress transcription factor B-4b-like [Gossypium raimondil]

————————+ AAS15800.1 heat shock factor protein hsf8-related [Glycine max]

XP_019240189.1 PREDICTED: heat stress transcription factor A-1-lke [Nicotiana attenuata)
T{—-xp_m 7616537.1 PREDICTED: heat shock factor protein HSF8-ike [Gossypium arboreum)

AAMA3804.1 heat stress

ption factor HSFAS [ 35 annuus)
XP_016580278.1 PREDICTED: heat stress transcription factor A-2-ke [Capsicum annuum)

XP_015080977.1 PREDICTED: heat stress transcription factor A-2-like [Solanum pennelli]
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XP_016515035.1 PREDICTED: heat stress transcription factor A-2-lie (Nicotana tabacum)
XP_009802448.1 PREDICTED: heat stress transcription factor A-2-lke [Nicotiana sylvestris)

XP_009606363.1 PREDICTED: heat stress transcription factor A-7a-ike [Nicotiana tomentosiformis)

XP_012848013.1 PREDICTED: heat stress transcription factor A-7t-like [Erythvanthe guttata)

XP_021276575.1 heat stress transcription factor A-2-ike [Herrania umbratica)

J—-OAPMTGJ HSFA2 [Arabidopsis thaliana)

I—0)(P_02(1649ﬁ75‘1 heat shock factor protein HSF30 [Sesamum indicum)

NP_188922 1 heat shock transcription factor AGB (A thatiana)
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I—OOAPMTGBJ HSFATB [Arabidopsss thaliana)

Figure S5. Phylogenetic tree of the HSF gene in plants. Nodes are labeled with their bootstrap

support values.



————= KVH92198.1 DNA-binding WRKY [Cynara cardunculus var. scolymus)

2

e 0AP07211,1 WRKY12 [Arabidopsis thaliana)

= putative_WRKY_HA300{Ha6:7634391..7636099) [Helianthus annuus)

————=QSZUU0.2 WRKY transcription factor 44 TRANSPARENT TESTA GLABRA 2 [Arabidopsis thaliana]

e

putative_WRKY_HA300(Ha6:7535068..7535610) [Helianthus annuus)

————<APR73462 1 glandular specfic WRKY 1 [A annua)

55
tMW1 glandular specific WRKY 2 [A annua)
KVH35707.1 DNA-binding WRKY [Cynara cardunculus var. scolymus)

< EFH49856.1 WRKY DNA-binding protein 75 [Arabidopsis lyrata subsp. lyrata]

——=NP_198972 1 WRKY DNA-bnding protein 24 [Arabidopss thaliana]

L +0AP19056 1 WRKYS6 [Arabidopsis thaliana)

XP_003548440.1 PREDICTED: probable WRKY transcription factor 43 [Glycine max]

NP_182136.2 WRKY DNA-binding protein 43 [Arabidopsis thaliana)

XP_022042463.1 probable WRKY transcription factor 24 [Helianthus annuus)

XP_019160501.1 PREDICTED: probable WRKY transcrption factor 43 [ipomoea nil)

———= XP_004245563.1 PREDICTED: probable WRKY transcription factor 56 [Solanum lycopersicum]

———+XP_015085317.1 PREDICTED: probable WRKY transcription factor 45 [Solanum pennelii]

XP_019224639.1 PREDICTED: probable WRKY transcription factor 56 [Nicotiana attenuata)

XP_009764262.1 PREDICTED: probable WRKY transcription factor 24 [Nicotiana sylvestris)

XP_016483103.1 PREDICTED: probable WRKY iption factor 75 [N tabacum)

XP_016496500.1 PREDICTED: p WRKY transcription factor 45 tabacum)

XP_008598201.1 PREDICTED: probable WRKY transcription factor 56 [Nicotiana tomentosiformis)

Figure S6. Phylogenetic tree of the WRKY gene in plants. Nodes are labeled with their bootstrap support

values.



