Supplementary Figure 1. Features of the human X chromosome sequence. From the top of the figure, tracks are as follows: 1) 1,616 sequence accessions from which the finished sequence was assembled (yellow bars). Large overlaps between adjacent sequences are shown as black bars. Gaps between accessions are reflected by light-brown, vertical bars in subsequent tracks of the figure. Fifteen of these are physical gaps in the chromosome map (see Figure 1 and Figure 8). The remainder are spanned by clones whose sequences were unfinished at the time of sequence assembly (March 2004). 2) Position of markers from the deCODE genetic map1. 3) Occurrences of interspersed and other (minisatellite, microsatellite, simple sequence) repeats. 4) G+C content in overlapping windows of 8 kb (overlap 4 kb). 5) Content of CpG dinucleotides in overlapping windows of 8 kb (overlap 4 kb). 6) Distribution of random SNPs identified by alignment of flow-sorted X chromosome shotgun sequence reads to the X chromosome reference sequence. The entire, current set of mapped SNPs from all sources can be obtained from http://vega.sanger.ac.uk/Homo_sapiens/. 7) Predicted CpG islands. 8) ncRNA genes / pseudogenes predicted by Rfam analysis. 9) ECRs. 10) Annotated genes and pseudogenes (see Methods for gene categories). Arrow indicates direction of transcription for genes. HUGO-approved gene names have been used where possible. Other gene names are derived from the name of the genomic sequence project in which they are found. Some of these now have approved HUGO names, details of which can be obtained from http://vega.sanger.ac.uk/Homo_sapiens/. 12) Scale in divisions of 0.1 Mb.
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Supplementary Figure 2. Intrachromosomal segmental duplications on the X chromosome. Lines join duplicated segments of at least 10 kb in length. Line thickness is an indication of the length of the duplicated segment. Detailed information on location and relative orientation of segmental duplications within the sequence assembly can be found in Supplementary Table 11.
