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Sequencing and Assembly of Populus simonii x P. nigra
Genome and SSR Analysis
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Abstract Populus simonii X P. nigra which is the hybrid crossed by P. simonii and P. nigra inherits the
advantages of fast growth and strong resistance from their parents. In this study the genome sequence of
Populus simonii x P. nigra was preliminarily sequenced and assembled by the next generation sequencing NGS
technology. The SSR sequences were identified and analyzed. We hope this study can provide a reference for
classification and phenotypic correlation of Populus simonii x P. nigra. The results show that we total assembled
368.96 Mbp genome sequence which contain 366 876 contigs. SSR analysis was performed on 21 788 non-
redundant contigs which were not less than 2 000 bp. In total 18 111 SSR sequences were identified and most
of them are one two or three nucleosides acid repeat motif. The primers were designed for the obtained SSR
sequences and a total of 12 838 primers were obtained for future experiments.
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Table 1 Genome alignments and annotations statistics of

Populus simonii x P. nigra

Yo &R

Species name

TEREUEL

Number of annotations

F 4 Populus trichocarpa 12010
4 Populus euphratica 3038
HiH Vitis vinifera 387
FE 14 Populus tomentosa 202
SN BAG Populus deltoides 168
Wik Juglans regia 156
PG Hevea brasiliensis 136
K55 KA Populus balsamifera 111
B K Ricinus communis 96
Bk Prunus persica 90
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Table 2 Information of SSR sequences in Populus simonii x

P. nigra
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SSR type Number b 8¢ Motif type number
PR Mononucleotide 13 207 72.92 4
ZHAF 12 Dinucleotide 2 960 16.34 12
ZH%AFER Trinucleotide 1644 9.08 57
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HAZH 2 Pentanucleotide 53 0.29 40
SNHZH R Hexanucleotide 44 0.24 44
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