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Figure S1. Generation and confirmation of FfATPh, FfATP5, and FfATPb deletion mutants. (a)
Confirmation of FfATPh, FfATP5, and FfFATPb deletion mutants by PCR strategy. Primer pairs
FfATPh-inF/FfATPh-inR, FfATP5-inF/FfATP5-inR, and FfATPb-inF/FfATPb-inR were used to
verify the target fragment. The PCR amplification cannot validate the DNA bands of the
deletion mutants. Primer pairs FfATPh-UF/FfATPh-DR, FfATP5-UF/FfATP5-DR, and
FfATPb-UF/FfATPb-DR were used to verify the full-length fragment. Due to the insertion of

the HPH-HSV-tk fragment, the AFfATPh DNA fragment is 2761 bp longer than the wild-type
DNA fragment, the AFfATP5 DNA fragment is 2245 bp longer than the wild-type DNA

fragment, the AFfATPb DNA fragment is 2256 bp longer than the wild-type DNA fragment.

(b) Southern blot analysis of WT, FfATPh, FfATP5, and FfATPb deletion mutants. Total DNA
of WT, AFfATPh was digested by HindlIIl, Probe about 616 bp was located in upstream of
FfATPh; Total DNA of WT, AFfATP5 was digested by Clal, Probe about 593 bp was located in
downstream of FfATP5; Total DNA of WT, AFfATPb was digested by Pmll, Probe about 546



bp was located in downstream of FFATPb;
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Figure S2. Interaction verification between FfATPb, FfIATP5, FIATPh by Yeast two-hybrid.



