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Figure S1. Amino acid frequency among 79 protein-coding genes in the cp genome of Michelia
shiluensis.
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Figure S2. Different lengths of repeats in Michelia shiluensis cp genome.

Table S1. Possible RNA editing sites in the chloroplast genome of Michelia shiluensis.

Nucleotide Amino Acid Codon Amino Acid
Gene .. .. ) . Score
Position Position Conversion Conversion
accD 758 253 TCG=>TTG S=>L 0.8
accD 1325 442 TCA=TTA S=>L 1
accD 1367 456 CCT=>CTT P=L 1
atpA 773 258 TCA=TTA S=>L 1
atpA 914 305 TCA=TTA S=>L 1
atpB 1184 395 TCA=TTA S=>L 1
atpF 263 88 GCG=GTG A=>V 1
atpF 479 160 TCG=>TTG S=L 1
atpl 349 117 CGG=TGG R=>W 1
atpl 428 143 CCC=>CTC P=L 1
atpl 629 210 TCA=>TTA S=>L 1
ccsA 118 40 CCG=>TCG P=>S 1
ccsA 628 210 CAC=TAC H=>Y 0.86

ccsA 644 215 ACT=>ATT T=>I 0.86
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Table S2. Repeats in the chloroplast genome of Michelia shiluensis (F: forward, R: reverse, C:

complement and P: palindromic).

s/ Repea Ref.n?at Repea Repeat Re[-)?at Repeat E-
N ,t Position t Location 1 Position Location 2 Value
Size 1 Type 2

1 33 95290 F yef2 95314 yef2 9.77e-11
2 33 95280 p yef2 152833 yef2 9.77e-11
3 33 95314 p yef2 152857 yef2 9.77e-11
4 33 152833 F yef2 152857 yef2 9.77e-11
5 32 132787 F yefl 132805 yefl 3.91e-10
6 31 92856 F yef2 92877 yef2 1.56e-09
7 31 92856 P yef2 155272 yef2 1.56e-09
8 31 9287 p trnS-GCU 155293 yef2 1.56e-09
9 31 155272 F yef2 155293 yef2 1.56e-09
10 29 67813 p IGS 67854 IGS 2.50e-08
11 28 9399 F IGS 9426 IGS 1.00e-07
12 28 38930 p IGS 38930 IGS 1.00e-07
13 25 9258 F trnS-GCU 38089 trnS-UGA 1.00e-07
14 24 9262 p trnS-GCU 47538 trnS-GGA 1.00e-07
15 24 118449 P IGS 118476 IGS 1.00e-07
16 24 120707 p IGS 120740 IGS 1.00e-07
17 23 113262 F IGS 113303 IGS 1.02e-04
18 23 113262 p IGS 134854 IGS 1.02e-04
19 23 113303 P IGS 134895 IGS 1.02e-04
20 23 134854 F IGS 134895 IGS 1.02e-04
21 21 33837 R IGS 33837 IGS 1.64e-03
22 21 38093 p trnS-UGA 47541 trnS-GGA 1.00e-03
23 21 39240 F trnM-CAU 70618 trnP-UGG 1.00e-03
24 21 45027 F IGS 45048 IGS 1.00e-03
25 20 385 P IGS 411 IGS 6.55e-03
26 20 4671 p IGS 4671 IGS 6.55e-03
27 20 15814 P IGS 15839 IGS 6.55e-03
28 20 38161 p trnS-UGA 47480 IGS-trnS-GGA  6.55e-03
29 20 50743 F IGS 50763 IGS 6.55e-03
30 20 52858 R ndhC 52858 ndhC 6.55e-03
31 20 60607 R IGS 60607 IGS 6.55e-03
32 20 67349 p IGS 67465 IGS 6.55e-03
33 20 124214 R IGS 124214 IGS 6.55e-03
34 20 130346 p ycfl 130368 ycfl 6.55e-03
35 19 4392 R IGS 4392 IGS 2.62e-02
36 19 25211 R rpoB 25211 rpoB 2.62e-02
37 19 118593 F IGS 118613 IGS 2.62e-02
38 18 17858 F rpoC2 88603 rpl2 Intron 1.05e-01
39 18 17858 p rpoC2 159559 rpl2 Intron 1.05e-01
40 18 28333 F IGS 123484 IGS 1.05e-01
41 18 31355 R IGS 31355 IGS 1.05e-01
42 18 41271 F psaB 43495 psaA 1.05e-01
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Table S3. Single sequence repeats in the chloroplast genome of Michelia shiluensis.

Repeat  Length (bp) Number Start position
4,748;9,767;13,440;19,888;23,549;29,214;31,815;39,220;
8 21 39,898;47,159;69,840;72,351;74,237,81,793;92,206;
114,724;118,583;121,178;135,671,;141,097;143,974
9 1 1,726;3,938;13,859;32,779;33,393;34,070;50,239;58,364;
67,339;93,480;117,903;130,358
A 10 4 211;30,578;63,302;132,580
11 1 12,772
12 2 49,370;126,152
13 3 5,389;15,836;112,100
14 2 38,855;46,897
15 1 64,741
8 2 7,183;48,455
C 9 1 118,574
10 1 71,232
G 8 1 37,005
2,040;4,976;5,371;10,698;15,515;27,415;34,448;49,169;
53,497;54,952;55,879;63,549;64,156;67,453;69,697;
8 26 87,292;88,083;104,200;
107,077;112,503;118,593;119,671,128,851;129,617;
131,353;155,968
4,581;13,470;14,149;15,826;30,814;33,502;33,580;34,794;
T 9 3 38,748;
45,369;53,506;55,823;62,532;64,354,71,242,86,420;87,062;
119,684;122,856;130,369;131,665;131,962;154,693
10 6 10,377,34,847,55,663;70,271,77,926,84,472
11 4 7,758;10,272;74,504;84,969
12 6 17,544;19,744;31,359;51,198;72,381,75,488
13 1 136,069
14 1 124,218
AT 10 2 21,118;33,344
TA 10 2 9,454;60,205
12 2 34,971;71,854
TC 10 2 64,948;128,841
AAT 12 1 128,895
ATA 12 1 57,878
TTC 12 1 71,546
AAAT 12 2 117,050;4,393
AATC 12 1 126,465
AATG 12 1 65,558
AATT 12 1 115,077
ACAT 12 1 87,684
ATAA 12 1 73,123
CATT 12 1 131,010
TAAA 12 1 46,888
AACCGA 18 1 7,029
ACTAAT 18 1 144,538
TATTAG 18 1 103,625







