Table S1 The DNA sequences of chr6a-307802221 and chr6a-309885836 used for designing SSR markers.
	Position
	DNA sequence

	chr6a-307802221
	ATGGCCGTCGCCTCCGCCTGGGCCAAGCCCGGCTCATGGGCCCTCGCCGCCGAGGAGCAGGACGACCTCCCCCCGCCGCCGCCCCCCGTCCCAGCCTCCGACTTCCCCGACCTCGCCACCGCCGCCACCACCAAGGTCCCCAAGAAGAAGAAGGTCCAGCCAGTCTCCCTCGCCTCGTTCAACAGCGCCAAGTTCGTCCCCTCCTCCTCCCGTGGGCCCACCCCGGACATGCTGCTAAGCCTCCCCACCGGCCCCCGCGAGCGCACTGAGGAGGAGCTCGGCGGGGCACGCTGGGGCAACGTGTCTCGCGGCTCTGACGAGCCGCGACGTGGCGGATCTGGCACGGAGGACTACGGCCCGTCCCGCGCCGACGAAGCGGATGATTGGGGTGTGAAGAAGCCGATGGAGAGGAGGGAGCGGATGGGAGGGTTTGGTGGTGATTCGATTTCGTCGCGTGCTGATGACGTGAACGACTGGGTGTCCACCAAGAAGACGGCGCCCTCTCTGCCCATGGAGCGGAGGGAGCGTAGCAGCGCGTTTGGTAGCGAGTCGCAGGGACGCGCTGACGATTCCACGAGCTGGGTCTCCAACAAGAGCTACTCTGCTCCCCCGCTCGCACCTTCGGATGGCCGAAGGGGTGGGTCAGTTTGGGGTTTCAATAGGGATGGTTGTCCAGATGCTGATTCTTGGGCAAGGAAGAGAGAGGAGGTAAGCAGTGGTGGTGGTAGTAGCAGTGCCCGTCCGCGTCTTGTTTTGCAGAAGCGAACTTTACCGGTTGCCGTTGTAACTGACGGGGAGAAGGATGAGGGTGTAGAGGAAGATAAAGGAGAGTTTCAGCCCAAAAGCTGGTCTTGCAACCCATTTGGGGCTGCACGCCCACGTGAGGAAGTGCTTGCTGCAAAGGTGGAGAACTTGACGAAGGAGGTGTATGAACGGGAGGAGAAGCTAGTGATTCAACCAAAAGTCAGATCTTGGAATCCGTTTGGGGCAGCCCGCCCACGGGAGGAAGTGCTTGCTGGGAAGGGGGAAGATTGGAGGAAGATTGATGAGAAGCTTGAGGCCCTGAAGGTGCGTGAAGCACCACCTGAGGTTAGGTCCTCTGGGAGGAGGGTTTCCCCAGTCCAAGGCGAGGAGAACGAGAACGGCGAAGTGCTGGAGAGGAGTACTGACAGAGTGTGGAAGAAACCTACTGCAGTTGAGGCTGAAGTACTATCTGAACAAGGGTCTGATAACTGATTTCATCCCTCTAAACATTGATTAAATTGCCTTTCCATGGTTGATCATGTCATGTTCTAGTGTTTAGTTTTTTGTTATGGGAATTTTATGTTCTATTCCTGAATTGATTGGTCCTGTTATTGCACTTTATTTTCTAGAGGTGTACGCTAAAAAAACAAATGCTGCTATTTGCTGCCTATTCATCAGCTTGTAAGGTGCCCATGATAGCAACATGATGTGCGTGGTTCATTTGAACATCATGATAGGTTGATTTTTTTTCCTTAAAATGAGAAATGTTTAGAGTAATGCTGTGGTACAGAGTATCAGTACCTTCCTATATCCCTGCCCAGAAATAGTTCCTTGGCCTAAATCACAAAATTGCAGATGTTTTTTCTTCCCTTGGCCTAAATCACAAAATTGCAGATGTTTTTTCTTCTGCATGTCTTTAGCTTGACACATGTTGTGACACAATTGTGTATAATCAGTCTGAAATCTATGTTGTGATCATGTGATGCAAATTTATTTTGTAGTTAAAATATGCTTCTATGGTAGCATTGGTTGAACTAGAAGTGTCCCTGTTTTCATTTGCTTTTGCTGCACTAACATACACACCTTTTGTCATTGATTGATCCCTCCATATATAAACTACTGAAAAAAAATAATGTTCAGGAAATCATTAACTGGTAACTTCTTGGTAAGCTGGAGAGTAGGGGATTAGTAGGCGAATCGGCCAATTCTTCGGCTGATAAATCTGTTAATCTTGGTGACCAACCGAGCAGGGATTAATTGGCAGATATTTTTAACAGTAAGTCCAAATCATTGAATCATGATTAACGCATGGGCCTTTGAAATTCAGCCTCTTGCCAAAGACAAATAAGTATCATTTGGCATCGCCAATTTGATAACAAGACAGAAGGCTATCTAATAATATTTAGCATTCTATTTTTTAGCAACCCTGTGTTGTTTGAGCTTAAGAGTTGTAGGTGTTGGCATCTGCCAATTCAGTTATAGTATCATGGAACCAAACCAACTGTGAAAAGCTGTGGAAATTCTTCAATTATATACTGGCCCTTCAGTATAAATATGCCATAATAAAGTTACCCATTTTCAACTAAACTTCATATCTCAAGGAAATGTCTAGGTAGTATCATTAAAGGTGCCATATACGACCATTCCAATTCCCGGACAGCATGCATGGCACGAATAGTGGGTCAGAATAATGCTTGTGGTTTTTGTTGCTAAGACAATCTTGCTGATGAAACTTTTTCAAGATAATTGTCTACAGTTATTTCTCCAACATGTACTCTTCTCCTGGAGTACAGTGCACTGGCATGGTTCTTGCAACTAGCTGTCACTACAGGGCATATACCCTCTATAGTTAAAACGGAATAATGATTGGTATCCTTAATTCTAGCAGCATATGCTGGCTGTGTTTTGTTAGAACAAATACACCCAATCTGCAAAAAAGAGGGAAAACAAATGTACCCAATTTAGGCCAAACTTGCATTTCTCAGGACTTGGAAGTGTCTAGATAGTACTACCTCTGTCCCAATATATAAGACGTTTTTGCAGTTCAAAATATACTAGCACTCCAATGCTCGGGCGGCATGCATGGCATCATTGTGGACCAGAATAACACTTTTGAGTTCTGTTGCTAAGAAAATCATGGTTACGAAACTGTACAAAATCAATGTGTACAGTTATTTTCTCCAACATGTTCTTGCAGTGCACTGACACAGTTCTCGCAACTAGCTGTCACTACTGGGCATGTATCCTGTATCCTTGTTCTAAACGGATTTATGCTAGCTATGTCATTGTCTGGCTTGGTATCTTCAGAATTATTCGAGCGATGTGTTTGTTTGCCTCTCCAGGAGACTTCCTTGCTGTTCCAGTCAACCAATTACACAATCCACCTAACCCTCCTTTGGTCGCTTGTTGGAGATGACTGCTATTTCGTGTGCTTTTATTTAGTACGTATAAATAGAGATGACATGGTCAATTTGAACACCTGTCAATGCAGTGGTCATTGGTTAAATGATCGCATCCACTGTTTTGATCATTGTAGTTAACATTTATGACAACTGTGTATATTAGGGGATGTGATGGTGAAGATAACTTATGACAAGATCTGGCCAGTTCAGCATGCTTGGCTTATGGCTATACTATGATAACTCACTAGAAAGAATTTTCAAGCGATGTTAAGCTTGTCACCTCAGATATAGTATATACCAATCTTGTCTGAACTATAATTCAACAACAGTCCTGTTGGCATGGGTTATGATTATTTATTTATTTTTTTGAGAAAAAAGAGAAGATTAATCTTTGATATGCTATTGTATAGTGTAAAGTTGTTTACATTGCAATACCTTGTTAGTTTGTTGGTTATGTTGAGCCTGGTTTCTTGGTTATGTTAAGCTTTATCAGAATAATTTTCTTGTTTTGTGGGATTGGGATGTATGAACGCATAGATTAAAATCGCGGGCGAAGGTGAATCGCAGCTGAGATTTTTGCTGCGACGGTTAACGAAGGAATGGCACAATCGCCCGCGATAGCGCCGCGATCTCCGGCGATTTACCGAGCCATGCAAATCGCGGGCAGATTTCGCCGGCGATTTAAATCTTTGTATGAACGTCCTAGGCTGTGAATGGACAAATGTGCTCACGTCTCTTCTGATCACTTCGGCCATCTCCAATGGGATGCTTAAGGTTGTTGCTAGGGGAAATAATCCCGGTAGTTTTGCTAGTGTAGAATTTATTTCCACCCTAAACCTGGCGTTCAATTTTGTGCCTGGCGCCTGTCTGTTTCTTGTGTATTTTATGCATTGGGTTCTATATAAGTAATGTATTTAATTAGTTATTATAAGTAATGTATTTAATTAGTTATAAGGATTTTTTTTCATCCCAACGTTGTGGCTGCCACACCAGCAGTTTGCCTATGCTAACGTGCTTAGCATTGTAAATGCGAGTGCATCTAAATTAGCGTACGTCCATTGGAGATGGCCTTCATAGCTTACTAATCTCCTGTAATATGTTATTTCTGAACGGAGGGAGTATGTTATAAGGTGACGGTGATGTTATTTTCTTCCGTTTGAGATCTTGTTACAGCTTCATTCGAATAGCAAGCATCGTTAGCATCTTATGACGGTCTTCTATTTTTGTGCCAGTATTTTGTCTCTAATGGATGAAAGATTGGTTTTGCAAATGCAGATCAGAGGTTACAGGAGCTGCACCTGCAAATTAATGTATGGCCTCACATGTTATGAAGACGCTTCACAATTCGAGTCTACTTAATATATTCACTAGCCTTATTATTTTACACGCAAAAAAAAACTAGCCTTATTATTTTTGTTAGTCATGTGCGGCAAGAGTTGTAACAAGAGTTATCTGTTTATTTTCTCATCACTGTTTGGGCACATGATAATCGTCACATGGTGTAGATTTTTGGTATGGACATTGTGTTTGTgNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNtGTTCATGACAGCGCTTGAGGGGCCTCACAATTTTGTTACTGTGCATTTTGGGTGGTAGCATATTTGAGAGAGAATTCTTTATTTGGCCTTTCTTAAAATCCCCTTCCCTTTTTGTCCCATTCTTAAAATCCCCTTCCCTTTTTGGCCCAAAACAATTTGTTCTTCCCATTTTGACACTCAAAACTTTATTTTGTTCCCTCGGTGACATTTCAGTCTATTTTTGTCACTTACGGTGTTCAGTGTGAGGTAAATAGACCATTTTGCCTCTAGTACACTATGTGACTGTCCTGAACTTCAATTTTTTGGCGGGCCCTTTTTTTTCTTAGCTAAATAGATCTGTGCGTACAAAAGCAGTAGAAACATGTGCAGTACTTGTATGATGGGTGTCGGTCCAAATGTTTTGAAGCATCGATAGTAATCCAGGTTTATCATGCGTATTCATATACGATAACAATACAATGGAGAAATATTCAATTGTGATGGGAGCGAGACACAATGGTGCTCAATATAGGCATGAAACTGCTCCCACCGTTTTGAAATATATGGCGTTGAAGAGAACATTTCGAGGCCCTGTTTTGAAATGAAGGAATTTACAACGCTACCCCTGTTTTGAATCGCTATCCCCATCGTCGTCTTCCCCCTTTGCTCCTAGGATTTCAAATCGCTTCTCCTCGGCACTCCCAGGCGTCCATCCTCCGTCGCTCCCAGGCCCCAGGCGAATCCATCATCTAGGTCCAAGGCGCTCATCCTTCGCGCATCCATCATCCATGCGCTCCCAGGTCCCTGCTTCTCCTCGTCGCTCATCACAAGCACCAGCCCCGGGGCGCAGCAGTTTGATCCACGACCATCTCCTGGGTGTGGTCCCTTTGGGCATGATCTGCTCCTGGAGTACTCCATGGCTGTTGCTCCTTCTCCTGCAAATCAATTGATCACTTGAGTAATTGAGAAGACCAGAAGCAGTAATCGAGTAGCAGCAGCAGTAGCATCAATTTGACTCAAACTGTTTCATAGCAGCAGCAATTTGACATACTCCATCAGCAGTAATTGAGTACATTAGTAGAAACAATAATTGAGTACATCAGCAGAAACAGTAATGCAGTAGTAGCAGCATACAACAACAACAGTTTGACATAGCAGCAACAGTTCATCAACGACAGTTTTACATAACAAACAGTTCAGAGAAGAGAATGAATGTTTGAGTTAACTGAAAAGGTTGCAGTTAATTTTAGTTAAAGGAAAATGTGTATGGAAGAGGGTGTGTACTAAAGACAGCACACACACACACACACACACACACACACACACAGAGAGAGAGAGAGAGAGAGAGTTTAAATGAAGCAGGATGAGAAGAGAAGAGAAATTTTAATTATTGCTAGTGCTCAACAGCTACTCCAACAAAGAAATGAAGATAAGAGAAGCTCTAGAGGAGAAGAGAAGAGAAACTTTACTGAAATTCTTTGTACTCCTCAACAACTACTGCTAGAGTACTCCATAGCTCCAGGAAAGAGAGTACTCCATATATTAGGCCAAAATTCTTTGTACTCCCAACATATTACTCCAGCATACTGTACTCCCAAAATTTTTGTACCTCGACTACTGTATTCAGAGAAGAGAAGAGCTAGCTCAACTACATAAATTACTGGAATACTCCCCTTGTAAGCAGAGAAAAGAAGAGAAGATATACTGCTACTGTTAATGGAGTACTCCTCTAGAGCTGCACTGCTACTGTTAAGAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAAAGAGAAGAGAAGCTGCACTACATCAATTTTTGAATAACTACTACACAAGATCAGCTACTGCTCTGAAAAATCACTACATCAGATCAAACTTCTGCACCAAATCAAGCTACTGCACCAGATCACCTTTTCTGAATAACTACTCCATTAGCAGAAACAAGATAGTCCAAAATTAACAGTGCTCTGAATACTGTAATTAACCGTACACCTTCTCTGTTAGTACACCAGATCAGCTAATCCATTAACAGTAGCTTCATGTGCAAAATTAACACCTTCTCTGAATATTTATTGCAAGGAGTACTATACTTAACAAAACTATAGCAACGCTGTAATAATTACTGCAAGGAATACTGCACTTAAATCTTCAGATGGAGTATGTTGAAGAAACTCTCTTCCTCCACTAACCACTGTCTTTTTGGAGTACTCTAACTACTCCAAGATGATACCGTAAGTCTCCAAGAAGCTACTCCAAGATGCTCCGAGATACTGCAAGTACTGAGTCTATAGAAGAGAGGCCCTACCATGCGTGGAGTCTACAAAATAGTCATATTACTTTCTCTAATTCACTACGGTTTAGGAGCACTTTCAAATTTATCTCGACCACATGATCAATGTTAGCGAGTTGCATGAATGAGGCGAGTGGACTGCATTTAAAATTACATTTCTTTGCATCAACTTTTTTTTACCTTGCACCAACATTCTTTGAGTAATTTAAAGAACAAATGAACCTCACAAAACATAAAACAAAGTACGATGATGCTCATGGACACAATACATCCATCTTTTCTTTTGCACAGCCACACACACATACATACACACAAAATCAGCAGTAGCCAGTTCAAGAAAAAATAGTAGAACAGGAGCGTTGCATACTGCATGCACCCACACGCCGCACTTCCCATGCCCGTGGACCATGGTGCACTGCTTGACCATCTGCCGAACTGCATATGCCCATTCCAAATCAGCAACAATTTAGAACTTCTCGGAAACTGAACATGGGAAGTGCAAAACTTTTAAAACATGAAAATCAACCAACGCATAGTACAAGTGAACCACATCCAAAAAGAAAGTATACTCCTCGTGTTTTCCATAAACAGAAGTGAACCACCAAATTTTTGTAACAAACGAGAGCTAACAGTGGACTTCATGGTACACGCAAACTACATGAATGCAGTGCGGCTCGCTGTGGACTGCAAGGTTGCGACGTCGACTCCCCCTGATGAGAGAACCTTCTCTGTCCCTCCAGCAAACTGCATATGGCAGCATGGCCAACTATAGTGGGGGGCTACTTAACTACACGGGTGGTGCTGCCGCACTTCCTGCCGGAGAACTACATGCGGGGGCCTCTGCCCCTCAGCGAAATGAACGCGGGTGCTGCTGCGCGCCGGCAAACTGCACGTGAGGACCCATGTAGGTAGCCGTGGGAGCCCATCACAGGTCGCCGTCATGGCCAAAGAGGAGGGAGGGATGTGGATGCAACAGCTTGGTGACGATGGAGAAACACTGAGGGGAGCAGGTGAGATCGAGGGCAGAAAGGTCCAGGGAGTCACCGGGACTGTGCTGTGGGCCTACGGCGGCCGGATCCGTCACGTGGGCTGCACGGTGGGGCTGGATCCATTGCCTGGGTGGCGCGGGAGGCGCGCGGTGGGTGGgNNNNNNNNNNgTGAAGCACCACCTGAGGTTAGGTCCTCTGGGAGGAGGGTTTCCCCAGTCCAAGGCGAGGAGAACGAGAACGGCGAAGTGCTGGAGAGGAGTACTGACAGAGTGTGGAAGAAACCTACTGCAGTTGAGGCTGAAGTACTATCTGAACAAGGGTCTGATAACTGATTTCATCCCTCTAAACATTGATTAAATTGCCTTTCCATGGTTGATCATGTCATGTTCTAGTGTTTAGTTTTTTGTTATGGGAATTTTATGTTCTATTCCTGAATTGATTGGTCCTGTTATTGCACTTTATTTTCTAGAGGTGTACGCTAAAAAAACAAATGCTGCTATTTGCTGCCTATTCATCAGCTTGTAAGGTGCCCATGATAGCAACATGATGTGCGTGGTTCATTTGAACATCATGATAGGTTGATTTTTTTTCCTTAAAATGAGAAATGTTTAGAGTAATGCTGTGGTACAGAGTATCAGTACCTTCCTATATCCCTGCCCAGAAATAGTTCCTTGGCCTAAATCACAAAATTGCAGATGTTTTTTCTTCCCTTGGCCTAAATCACAAAATTGCAGATGTTTTTTCTTCTGCATGTCTTTAGCTTGACACATGTTGTGACACAATTGTGTATAATCAGTCTGAAATCTATGTTGTGATCATGTGATGCAAATTTATTTTGTAGTTAAAATATGCTTCTATGGTAGCATTGGTTGAACTAGAAGTGTCCCTGTTTTCATTTGCTTTTGCTGCACTAACATACACACCTTTTGTCATTGATTGATCCCTCCATATATAAACTACTGAAAAAAAATAATGTTCAGGAAATCATTAACTGGTAACTTCTTGGTAAGCTGGAGAGTAGGGGATTAGTAGGCGAATCGGCCAATTCTTCGGCTGATAAATCTGTTAATCTTGGTGACCAACCGAGCAGGGATTAATTGGCAGATATTTTTAACAGTAAGTCCAAATCATTGAATCATGATTAACGCATGGGCCTTTGAAATTCAGCCTCTTGCCAAAGACAAATAAGTATCATTTGGCATCGCCAATTTGATAACAAGACAGAAGGCTATCTAATAATATTTAGCATTCTATTTTTTAGCAACCCTGTGTTGTTTGAGCTTAAGAGTTGTAGGTGTTGGCATCTGCCAATTCAGTTATAGTATCATGGAACCAAACCAACTGTGAAAAGCTGTGGAAATTCTTCAATTATATACTGGCCCTTCAGTATAAATATGCCATAATAAAGTTACCCATTTTCAACTAAACTTCATATCTCAAGGAAATGTCTAGGTAGTATCATTAAAGGTGCCATATACGACCATTCCAATTCCCGGACAGCATGCATGGCACGAATAGTGGGTCAGAATAATGCTTGTGGTTTTTGTTGCTAAGACAATCTTGCTGATGAAACTTTTTCAAGATAATTGTCTACAGTTATTTCTCCAACATGTACTCTTCTCCTGGAGTACAGTGCACTGGCATGGTTCTTGCAACTAGCTGTCACTACAGGGCATATACCCTCTATAGTTAAAACGGAATAATGATTGGTATCCTTAATTCTAGCAGCATATGCTGGCTGTGTTTTGTTAGAACAAATACACCCAATCTGCAAAAAAGAGGGAAAACAAATGTACCCAATTTAGGCCAAACTTGCATTTCTCAGGACTTGGAAGTGTCTAGATAGTACTACCTCTGTCCCAATATATAAGACGTTTTTGCAGTTCAAAATATACTAGCACTCCAATGCTCGGGCGGCATGCATGGCATCATTGTGGACCAGAATAACACTTTTGAGTTCTGTTGCTAAGAAAATCATGGTTACGAAACTGTACAAAATCAATGTGTACAGTTATTTTCTCCAACATGTTCTTGCAGTGCACTGACACAGTTCTCGCAACTAGCTGTCACTACTGGGCATGTATCCTGTATCCTTGTTCTAAACGGATTTATGCTAGCTATGTCATTGTCTGGCTTGGTATCTTCAGAATTATTCGAGCGATGTGTTTGTTTGCCTCTCCAGGAGACTTCCTTGCTGTTCCAGTCAACCAATTACACAATCCACCTAACCCTCCTTTGGTCGCTTGTTGGAGATGACTGCTATTTCGTGTGCTTTTATTTAGTACGTATAAATAGAGATGACATGGTCAATTTGAACACCTGTCAATGCAGTGGTCATTGGTTAAATGATCGCATCCACTGTTTTGATCATTGTAGTTAACATTTATGACAACTGTGTATATTAGGGGATGTGATGGTGAAGATAACTTATGACAAGATCTGGCCAGTTCAGCATGCTTGGCTTATGGCTATACTATGATAACTCACTAGAAAGAATTTTCAAGCGATGTTAAGCTTGTCACCTCAGATATAGTATATACCAATCTTGTCTGAACTATAATTCAACAACAGTCCTGTTGGCATGGGTTATGATTATTTATTTATTTTTTTGAGAAAAAAGAGAAGATTAATCTTTGATATGCTATTGTATAGTGTAAAGTTGTTTACATTGCAATACCTTGTTAGTTTGTTGGTTATGTTGAGCCTGGTTTCTTGGTTATGTTAAGCTTTATCAGAATAATTTTCTTGTTTTGTGGGATTGGGATGTATGAACGCATAGATTAAAATCGCGGGCGAAGGTGAATCGCAGCTGAGATTTTTGCTGCGACGGTTAACGAAGGAATGGCACAATCGCCCGCGATAGCGCCGCGATCTCCGGCGATTTACCGAGCCATGCAAATCGCGGGCAGATTTCGCCGGCGATTTAAATCTTTGTATGAACGTCCTAGGCTGTGAATGGACAAATGTGCTCACGTCTCTTCTGATCACTTCGGCCATCTCCAATGGGATGCTTAAGGTTGTTGCTAGGGGAAATAATCCCGGTAGTTTTGCTAGTGTAGAATTTATTTCCACCCTAAACCTGGCGTTCAATTTTGTGCCTGGCGCCTGTCTGTTTCTTGTGTATTTTATGCATTGGGTTCTATATAAGTAATGTATTTAATTAGTTATTATAAGTAATGTATTTAATTAGTTATAAGGATTTTTTTTCATCCCAACGTTGTGGCTGCCACACCAGCAGTTTGCCTATGCTAACGTGCTTAGCATTGTAAATGCGAGTGCATCTAAATTAGCGTACGTCCATTGGAGATGGCCTTCATAGCTTACTAATCTCCTGTAATATGTTATTTCTGAACGGAGGGAGTATGTTATAAGGTGACGGTGATGTTATTTTCTTCCGTTTGAGATCTTGTTACAGCTTCATTCGAATAGCAAGCATCGTTAGCATCTTATGACGGTCTTCTATTTTTGTGCCAGTATTTTGTCTCTAATGGATGAAAGATTGGTTTTGCAAATGCAGATCAGAGGTTACAGGAGCTGCACCTGCAAATTAA

	chr6a-309885836
	ATGGCGAAGGGCGGGAAGGGGTTGAACGCGACGGGCGAGTTTTTCCGGCGCCGTGACGAGTGGAGGAGGCACCCTATGGTGGGGAACCAGCTGCGCCACGCCACTCCGGGGCTAGGCATCGCCATCGTCGCCTTTGGGATCTACCTTGTCGGCGAGGCCGCCTACAACCGCCTCTACCGCCCCGCCGGAGACAACCACCACTAG



Table S2 Putative annotated genes identified within the 2.3-cM candidate interval (chr6a-307802221 to chr6a-309885836) of GzPm1 based on the IWGSC RefSeq v1.0 (IWGSC et al. 2018).
	Gene ID
	Start position (bp)
	Stop position (bp)
	Length (bp)
	Gene description/Predicted function

	TraesCS6A02G325400LC
	307872108
	307872602
	495
	Unknown

	TraesCS6A02G325500LC
	307,899,091
	307,899,546
	456
	PREDICTED: Triticum dicoccoides MADS-box transcription factor 29-like protein

	TraesCS6A02G325600LC
	307,918,918
	307,920,734
	261
	Unknown

	TraesCS6A02G325700LC
	307,955,851
	307,956,144
	294
	Reverse transcriptase

	TraesCS6A02G325800LC
	307,956,195
	307,956,581
	387
	Reverse transcriptase

	TraesCS6A02G325900LC
	307,957,238 
	307,958,101
	864
	Reverse transcriptase

	TraesCS6A02G326000LC
	307,959,196
	307,963,373
	1031
	Unknown

	TraesCS6A02G326100LC
	307,980,943
	307,986,449
	1095
	Eukaryotic translation initiation factor

	TraesCS6A02G326200LC
	307,982,064
	307,982,352
	201
	PREDICTED: Triticum dicoccoides cyclin-B1-2-like protein

	TraesCS6A02G326300LC
	307,984,302-
	307,984,919
	618
	Unknown

	TraesCS6A02G326400LC
	307,986,468
	307,990,531
	4064
	Reverse transcriptase

	[bookmark: _Hlk84924582]TraesCS6A02G326500LC
	307,995,067
	307,996,072
	504
	TaAP2-A protein

	[bookmark: _Hlk84925859]TraesCS6A02G326600LC
	308,008,134
	308,009,480
	1347
	PREDICTED: TaAP2-A protein

	[bookmark: _Hlk84929591]TraesCS6A02G326700LC
	308,025,336-
	308,025,800
	465
	[bookmark: _Hlk84929563]Actin (ACT-1) protein

	TraesCS6A02G326800LC
	308,031,185
	308,031,505
	321
	Gamma gliadin protein

	TraesCS6A02G326900LC
	308,031,822-
	308,032,232
	411
	Gamma gliadin protein

	TraesCS6A02G327000LC
	308,044,119
	308,044,994
	876
	Actin (ACT-1) protein

	TraesCS6A02G327100LC
	308,049,855
	308,050,154
	300
	Gamma gliadin protein

	TraesCS6A02G327200LC
	308,139,992
	308,140,384
	393
	RNA polymerase beta subunit

	TraesCS6A02G327400LC
	308,986,460
	308,986,834
	375
	Unknown

	TraesCS6A02G327500LC
	309,568,572
	309,569,201
	630
	Prolamin protein

	TraesCS6A02G327600LC
	309,569,385
	309,571,868
	2484
	Prolamin protein

	[bookmark: _Hlk84926282]TraesCS6A02G327700LC
	309,571,886
	309,572,479
	594
	Gliadin protein

	TraesCS6A02G327800LC
	309,810,770
	309,813,087
	408
	Unknown

	TraesCS6A02G327900LC
	309,813,408
	309,815,648
	1248
	Reverse transcriptase

	TraesCS6A02G198800
	307,968,733
	307,981,054
	1598
	PREDICTED: Triticum dicoccoides eukaryotic translation initiation factor 4B3-like protein

	TraesCS6A02G198900
	309,863,498
	309,876,010
	663
	PREDICTED: Aegilops tauschii subsp. strangulata NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 3-B protein






Fig. S1 Linkage map of the 21 wheat chromosomes.
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