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A Review of Heterozygous Bases Detected in S.Cerevisiae Using Multiple Next-Gen Sequencing Platforms
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Sequencing methods used by commercial next-generation sequencing platforms | 1 125 ¢ Y 25 v 0 Y 12 v 75680 G R 46 X oses T Y 13 X oosss A R34 6w
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these base calls is inherently lower than that of Sanger sequencing. This can| | 5% & V0 oS T ow oA yo w4t R
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collected to other high, and low throughput genotyping platforms. A diploid strain | 1 2546 & Kk s v ots70s3 T K 3 X a1 G s e Xz T Y 1 -
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throughput platforms, ABI 3730 and 3730XL DNA Analyzers, were used to| | 11 A w s M-l X e o — W s o HEEE e
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A single colony of the yeast strain RLY615, a derivaive of the S288¢ wildype [ 1 90351 & Bt v wo oo A R . x o omae T I 5 oG
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strain, was isolated and inoculated into YPD broth then incubated at 30C for 48| | %80 & . MR-y & X Tuee o & s ool ron R s mmm
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Genomic DNA was sent to ICBR, University of Florida for mate-paired library [ | 206%0 ¢ v ™ N MR Ko uoojawo S - W o k2
construction and ABI SOLID sequencing. lllumina single-read library construction | | 5022 L M i & — [k S . X e o Koz
was performed by the DNA Core Facility at the University of Missouri. lllumina [ | 26626 v o vioese2is T K % X 370 A Mo Xv 70008 A R 17 |
GAIl sequencing was performed by the University of Delaware Sequencing & I 210454 C . M ;g M8 it wgesm g K 40 X meag T w fs | xv ;69262 Toow o o
; | 20411 A R 3 R Vil oseszs 15 X 4tz A M X emes A R 1
Genotyping Center and lllumina. W si A R & Vil to0ss T K oon X 6w C Y T _— X 1000 T w18
Data Analysis: Woos3 G R34 Vil 1038055 T Y 48 X 66083 G K @ Xv 1072513 T )
SOLID data was analyzed by the ABI SOLID Bioinformatics specialist using| 11 5% & R 10 Vi 103058 G K B X edess T v oow Xoos21 ¢ Y e Yy e
i Woeme A Mo M oe Vil e T Y 19 X eesdos T K 1% X orss T Y o [ Y 28| Y 78 Y 160
Corona software. This data was was also filtered for coverage depihs between 3| ! &7 A W e T RS (O | - wotomers 1o v o R v 7o S
and 255 bases. Maq software was used in conjunction with an in-house filter [ 7273 R s R 7 Vil 2665 C S 35 Xi 641 c s XV fo7s608 T Y 14 | Y 280 Y 113 Y 216
developed by Stowers Institute Bioinformatics group. All next-gen sequencing [ 1 736 T Y 1es | Y 28 Y 8 Y 41 Vil s%s  C Y 2 X s A w08 X orrear A Moos
data was analyzed using this software. Wt T K 4 Vil s1s A W 9 XIos0s Co Y 64 X et ¢y 70 (¥ 8| v 7
- Wz C w47 v otzest T K e | K 64 X tz0 A Mo 18 | XV o7eess G s 18
Ioewst T K %2 | K169 Vil %5 G K &0 K & X odiEse C oM e X e T Y 2
Results Iooees G R 42 Vil ssee T K 2 X oeaz26 A R 103 X o2t ¢ Y 2
I s G R a2 Vil ziezs A w1 X osdeas A R 22 i 12z A R 8
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