Table S1S2. Repeated sequences found in the Fokienia F. hodginsii chloroplast cp genome.
Type: tandem repeats
	[bookmark: _Hlk491622972]No.
	Size (bp)
	Copy number
	Start Site
	Location
	Repeat sequence

	1
	31
	6
	69210
	rrn16 / trnV-GAC 
(IGS)
	ACGAATTATCTATCATCTGTATTACGAACGA

	2
	17
	2
	69424
	rrn16 / trnV-GAC 
(IGS)
	ATATCTTCTTGTTAAAA

	3
	51
	2
	75254
	trnI-CAU / ycf2 
(IGS)
	TAAAAATCCTATTTTTGGTATATTTGGCTTCGTATTCGTATAATATATTTG

	4
	72
	2
	77353
	ycf2 (CDS)

	ATACTATTTGGAATTACAGAAAGTATTGAATAAGAATAAATACTATTTGGAATTACAGAAAGTAT

	5
	76
	4
	107371
	[bookmark: _GoBack]rps12 / clpP (IGS)
	AGAAAAAGATTATTAGTATAAGAGTGATAAGATCCCGATCTATACTATCAATTATAACCATATATACTATTGAAAA

	6
	24
	2
	109018
	ClpPclpP (CDS)
	GACGACCATGAAATGGGCAATCAT

	7
	18
	3
	120041
	AccDaccD (CDS)
	AAGAAGAAGAAGAACAAG

	8
	41
	2
	121307
	accD / ycf1 (IGS)

	TAGTATTATGTAATGGCATATAACAGAAAAATTATTGTTAT

	9
	57
	4
	122321
	accD / ycf1 (IGS)
	ATAACTAAAAACTGTAAAAGGAATAAAAATAAAATGACTTTATTAAATAAAAATAAA

	10
	30
	2
	126228
	ycf1 (CDS)

	TATTATCGAACCTATCCGCCAATTGATAAA

	11
	78
	3
	129385
	cYcf1 (CDS)

	CTTTTCTCTAAACTGAGAGATTTTCTTATCAAACGAATGAGTTCGTTGAGAGATTTTCTTATCAAATCGATGAGAGAA


IGS: intergenic spacer
CDS: coding sequence





Type: forward repeats
	[bookmark: _Hlk491630961]No.
	Size (bp)
	Start Site
	Location
	Repeat sequence

	1
	71
	79457
	ycf2 (CDS)
	AATCAAATTCTCACAATATTGAATGATCAAATTCTCCCGATATTGAATGATCAAATTCTCCCGATATTGAA

	2
	72
	104901
	rps18 (CDS)
	TTTTAAAAATAGATCTAAGTTTAGAAATAGATCTAAGTTTAGAAATAGATTTAAGTTTAGAAATAGATCTAA

	3
	5253
	107198
	rps12 / clpP (IGS)rps12/clpP(IGS)
	GTAAGATCCCGATCTATACTATCAATTATAACCATATATACTATCGAAAAAGTGAAAAAGATTATTAGTATAAGAGGGATAAGATCCCGATCTATACCATCAATT

	43
	5352
	107248
	rps12 / clpP (IGS)rps12/clpP(IGS)
	TGAAAAAGATTATTAGTATAAGAGGGATAAGATCCCGATCTATACCATCAATTGTAAGATCCCGATCTATACTATCAATTATAACCATATATACTATCGAAAAAG

	45
	59
	108312
	rps12 / clpP (IGS)
	AAACCCAGAAGAAGAAAACCCGAACCCAGAAGAAGAAAACCCAAAACCAGAAGAAGAAA

	5
	63
	rps12/clpP(IGS), ycf1(CDS)
	AAGAACAAGAACAAGAAGAACAAGAAGAAGAACAAGAAGAAGAACAAGAAGAACAAGAAGAAGA

	66
	6971
	118500
	accD (CDS)ycf2(CDS)
	AAAATGTGTGAAGAAGACAAAGATTCTGAAAAAATGTGTGAAGAAGACAAAGGTTCTGAAAAAATGTGAATCAAATTCTCACAATATTGAATGATCAAATTCTCCCGATATTGAATGATCAAATTCTCCCGATATTGAA

	7
	46
	120040
	accD (CDS)
	AAGAAGAAGAAGAACAAGAAGAAGAAGAAGAACAAGAAGAAGAAGA

	88
	6069
	121630
	accD / ycf1 (IGS)accD(CDS)
	AATAAGGCACCTAGTGCAATATTGAGCATATTCCATAGAGTCAAAATAGACTAGTTAATAAAAATGTGTGAAGAAGACAAAGATTCTGAAAAAATGTGTGAAGAAGACAAAGGTTCTGAAAAAATGTG

	9
	70
	121707
	accD / ycf1 (IGS)
	ATTGCACATACTCCTATATTGCCTATATACTAATGAATACTATATAATAATGAATGAATAAGGCACCTTT

	1010
	6360
	122696
	rps12 / clpP (IGS), ycf1 (CDS)accD/ycf1(IGS)
	AAGAACAAGAACAAGAAGAACAAGAAGAAGAACAAGAAGAAGAACAAGAAGAACAAGAAGAAGAAATAAGGCACCTAGTGCAATATTGAGCATATTCCATAGAGTCAAAATAGACTAGTTAATA

	11
	62
	122708
	accD / ycf1 (IGS)
	AACAAAAAGAAAAACAAAAAGAACAACAAAAAGAACAACAAAAAGAAAAACAAAAAGAACA


IGS: intergenic spacer
CDS: coding sequence




Type: palindromic repeats
	No.
	Size (bp)
	Start Site
	Location
	Repeat sequence

	1
	86
	4107
	trnI-CAU,
trnI-CAU / psbA (IGS);
ndhB / trnI-CAU- (IGS), trnI-CAU-
	ATCCATGGCTGAATGGTAAAAGCACCCAACTCATAATTGGGAAGTCGCGGGTTCAATTCCTGCTGGATGCACAGTAAACAGTTATT

	12
	233
	11096
	chlB / trnQ-UUG- (IGS),
trnQ-UUG-,
trnQ-UUG- / psbK (IGS);
trnT-UGU / trnQ-UUG (IGS), trnQ-UUG,
trnQ-UGG / trnL-UAA (IGS)
	ATCTGTATTTCCATCCTACACCGCAAAAATATCCCTTTCTTTATTTAGAAATCATATTTCCGTTCTATAAGTATAGTCTTCTTTTTTTTCAATAATACTGTTCCAGCTGGGACGGAAGGATTCGAACCTTCGAAATAACAGGACCAAAACCTGCTGCCTTACCGCTTGGCCACGCCCCATTATTGTTTTATTTTAATCAATTCATATAATTTGATGCAATGTTTCATTTTAAT

	2
	86
	
	trnI-CAU,
trnI-CAU/psbA(IGS);
ndhB/trnI-CAU-(IGS), trnI-CAU-
	ATCCATGGCTGAATGGTAAAAGCACCCAACTCATAATTGGGAAGTCGCGGGTTCAATTCCTGCTGGATGCACAGTAAACAGTTATT

	3
	52
	48566
	trnL-UAA / trnF-GAA (IGS)
	TTATATAACATATAATATATATATATATATATATATATATTATATGTTATAT


IGS: intergenic spacer
CDS: coding sequence
