LOC101515142
Mediator of RNA polymerase II transcription subunit 16-like
(Cal: 2,285,592 —-2,298,911, complement)
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protein EARLY FLOWERING 3a
(Ca5: 36,011,384 - 36,016,600, complement)
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LOC101499101
B-box zinc finger protein 24
(Cab: 57,549,424 — 57,552,323, complement)
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LOC101507442
B3 domain-containing transcription factor VRN1-like
(Ca6: 57,717,926 - 57,721,229)
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Additional file 7. Fig. S1 Diagrams of the location of HHQ-I-C/E variations on (a) LOC101515142, (b)
LOC101489432 (CaELF3a), (c) LOC101499101 and (d) LOC101507442



