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Figure 2 Idealized representation of the hierarchical shotgun sequencing strategy. A library is constructed by fragmenting the target genome and cloning it into a large-fragment cloning vector; here, BAC vectors are shown. The genomic DNA fragments represented in the library are then organized into a physical map and individual BAC clones are selected and sequenced by the random shotgun strategy. Finally, the clone sequences are assembled to reconstruct the sequence of the genome.

[Initial Sequencing and Analysis of the Human Genome (2001) Nature 6822:860-921]
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In their efforts to reach their goals, the idealized strategies evolved into hybrids in which the HGP selected more clones arbitrarily and Celera made use of BAC maps and sequence generated by the HGP.

[Science Feb. 16 2001; 291 1304-1351]
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Figure 3. Anatomy of whole-genome assembly. Overlapping shredded bactig fragments (red lines) and internally derived reads from five different individuals (black lines) are combined to produce a contig and a consensus sequence (green line). Contigs are connected into scaffolds (red) by using mate pair information. Scaffolds are then mapped to the genome (gray line) with STS (blue star) physical map information. 
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Figure 3 The automated production line for sample preparation at the Whitehead Institute, Center for Genome Research. The system consists of custom-designed factory-style conveyor belt robots that perform all functions from purifying DNA from bacterial cultures through setting up and purifying sequencing reactions.

[Initial Sequencing and Analysis of the Human Genome (2001) Nature 6822:860-921]
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Figure 4 Total amount of human sequence in the High Throughput Genome Sequence (HTGS) division of GenBank. The total is the sum of finished sequence (red) and unfinished (draft plus predraft) sequence (yellow).

[Initial Sequencing and Analysis of the Human Genome (2001) Nature 6822:860-921]

