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» Assembly with Trace Files




De Novo Assembly

- No reference sequence available
- Assemble overlapping short reads into
long contigs
Each short reads is aligned with others to
produce a score matrix
Contigs are assembled based on scores
- High score pairs aligned first
- Low score pairs last Contigs are
assembled based on scores
Computation intensive



Re-Sequencing Assembly l

- Reference sequence available

- Each short reads is aligned to Reference
(No score matrix needed)

- Computation less intensive than De Novo
Assembly



Assembly Parameters
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Assembly with Trace Files
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Assembly with Trace Files

Untitled

= el

Consensus

| samplel.abi

<560 =570 <580

: 550 <600 z610 s 620 t630 :640 : 650 <660

GCTTGTGTATGGCAGRATGGECTRAAGCTTAGTGCTCTTARAGGncATCTCCGRaGEEnTTCCCATGGGE tAGCAgATTTEGETACCACCCARGTATTGACTCACCCAT CRARCRARCT

Testl

GCTTGIGTATGECAGAATGEECTARGCTTAGTGTCTITARAGS . CATCTCCGAAGES . TTCCCATGEEETAGCAGATTTGEGETACCACCCARGTATTGACTCACCCAT CARCARCT

<

TCTTRAGGNNATCTCCGRANGGGNTTCCCATGGGENAGCANATT TGGGTACCACCCAAGTATTGACTCACCCATCRRCARCT

1

Options

Qutput

.

2

Coverage=1.15

Seq Num=2

Testl_

abi_samplel.abi

ﬂ abi_sample1.abi

Add File

\ Mm@m&ﬂ@é@mmk

GANGGGNTT ATG GGG N AG A LT TTG G G T 4 A
0 30 4{) 5{)

\




