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Fig 1 Chloroplast genome map of A. mongolicum
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Table 1

Comparative essential features of the chloroplast genomes of four types of Allium

Genome features

A. mongolicum A. chinense A. macranthum A. fasciculatum
Genome size/bp 153 376 152 525 152 148 152 931
LSC length/bp 82 912 81 323 82 374 82 167
SSC length/bp 18 054 18 206 17 242 17 838
IR length/bp 26 205 26 498 26 266 26 464
Number of genes 131 116 131 131
mRNA Number of mRNA genes 85 81 85 85
tRNA Number of tRNA genes 38 31 38 38
rRNA Number of rRNA genes 8 4 8 8
2 cpSSR 55. 56 % , 1 .
Table 2 Distribution characteristics of the A. mongolicum cpSSR 1 , 1 , 100 % i
SSR y R
Region of distribution Number of SSR loci Percentage/ % 1 223. 76 . Mb,l ( 3) .
IR 16 17. 7
LSC 165 63. 5 2“ 4 CpSSR
SSC 19 18 8 cpSSR
8~29 bp, 10 bp. s
2.3 cpSSR SSR 8~10 bp,
cpSSR 5 197 ( SSR 75 77%); 20 bp
, 181 ( 20 bp) 9 ,  3.46%.
66. 79% . A/T SSR 9 bp  SSR 94
. 179, 98. 9%, . 36.15%; 8,10, 11,
., 65 . 12 bp, 60 (23 08%).
23.99%, AAG/ 43 (16.54%).20  (7.69%).20 (7. 69%)
CTT . 20, «C 2,
30, 77%., 15, »cpSSR
5 53%, 3 AG/CT, 3~15, 8
AT TA 9 cpSSR . 26.57%;
AAAT/ATTT

s 9, s 14 1 66%.
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Table 3 Distribution characteristics of the different repetition types

pSSR cpSSR
Repeat type cpSSR motif No. of ¢pSSR with the motif Intra class percentage/ % Frequency/( « Mb—1)

A/T 179 98 90 122376
Mononucleotide C/G 2 1. 10 13. 67
AG/CT 3 20. 00 20. 51
Dinucleotide AT/TA 12 80. 00 80. 04
AAC/GTT 11 16. 92 75. 20
AAG/CTT 20 30. 77 136. 73
AAT/ATT 18 27. 69 123. 06
ACC/GGT 3 4 62 20. 51

Trinucleotide
ACT/AGT 1 1. 54 6. 84
AGC/CTG 5 7. 69 34. 18
ATC/ATG 7 10. 77 47. 86
AAAG/CTTT 1 11 11 6. 84
AAAT/ATTT 5 55. 56 34. 18
AATC/ATTG 1 11 11 6. 84

Tetranucleotide
AATG/ATTC 1 11 11 6. 84
ATCC/ATGG 1 11 11 6. 84
Pentanucleotide AATTC/AATTG 1 100. 00 6. 84
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Fig 2 The length distribution of microsatellite
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Fig 3 The distribution of copy numbers for different motif types
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Characterization Analysis of Microsatellite in Chloroplast of

Allium mongolicum
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Abstract: Taking Allium mongolicum as test material, the chloroplast genome was sequenced by
Illumina NovaSep high-throughput sequencing technology,and the chloroplast genome microsatellites
were searched and analyzed by using MISA vl. 0 software,in order to provide reference for the species
identification, population genetics and phylogenetic studies of A. mongolicum. The results showed that
a total of 260 SSR sites were detected on the 153 376 bp chloroplast genome sequence of
A. mongolicum. One SSR locus occurred per 590 bp on average, mainly distributed in the large copy
region. There were 5 repeat types, of which the largest number of single nucleotide repeat type
accounted for 66. 79% ,followed by trinucleotide (23. 99%) and the least number of pentanucleotide,
accounting for only 0. 37%. The cpSSR was 8 —29 bp.mainly in the range of 8—10 bp (75. 77%) ,of
which 9 cpSSR were 20 bp and above in length,indicating that the cpSSR on the chloroplast genome of
A. mongolicum have a high polymorphic potential.
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