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Evaluation of PGM sequencing platform using in bacterial genome de novo sequencing

HUANG Fangliang
( Equipment and Technology Service Platform of College of Life Sciences Zhejiang university ,Hangzhou 310058 , China)

Abstract; In order to speed up bacterial genome exploration, we performed the genome sequencing of Geobacter
sulfurreducens using PGM. Totally, 1.4 Gbp raw data were obtained with an average read length of 177 bp.
2 contigs were assembled by multiple software calculations using appropriate assembly strategies. The size of whole
obtained genome and plasmid was measured to be 3.55 Mbp and 110 kbp, respectively. The sequenced genome
identified 94% of reference genome strain KN400 and 91% genes of KN400 were tested to be orthologous in the
sequenced genome. This study proved that the use of ABI PGM sequencing platform with splicing flexible strategy
can rapidly build bacteria genome map. By providing accurate data for the functional annotation and in-depth
information analysis, it will greatly accelerate research progress.
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Fig.1 Schematic diagram of assembly method
¥ (a) A 3 KB mate pair ZUEHIE scaffold 7] 5 ; (b) FARFESEEME THEBNA contig 51, AL scaffold FFAY gap , 158 523 751,
Notes: (a) Scaffold ordering phase ;using 3 KB mate pair data to determine the relationship between scaffolds; (b) Genome finish phase:fill gap by contig mapping.
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Table 1 200 bp and 3 KB mate pair sequencing library data

T3 EL (bp) KF Q20(bp) A SFHERK (bp)  Trimed J5 7514 Trimed J5 V#1524 (bp)
200 bp 3CF 574 924 448 477 804 821 3242 186 177 3 031 287 180
3 KB mate pair 3CJ&E 469 488 963 402 844 367 4 967 970 71.4 4799 204 67
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Fig.2 Schematic diagram of sequence
#:(a) 200 bp SCZEFI 3 KB mate pair X% PN ; (b) 3 KB mate pair 2048 7656 4] L W2 PrE M43t , W (E HBRTE 2.1 KB, {5 FBI7E

1.7 KB~3.1 KB [,

Notes : (a) Read length distribution of the 200 bp library and 3 KB mate pair library; (b) Distance of 3 KB mate pair library data locate in genome, peak

appeared in the 2.1 KB, ranging from between 1.7 KB~3.1 KB.
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Fig.3 Electrophoresis
H:1,2,3,4 4P DUAS gap PCR 4RIk 57
Notes:1~4 is PCR amplification products of 4 gaps.
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