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Table 1. Summary of BES readings and mapping.

Number of Number of
BAC clones* BESs
Sequenced 64,116 114,421%
Mapped 52,881 77.461%
Paired endsf 24,580 49,160
Singletons|| 28301 28301
Unmapped 36,960
Repeats 1,168
Human{ 20,376
MNonhuman 515
No hit 14901

*These clones were selected from the PTB1 or RPCI-43 chimpanzee male BAC libraries, and both ends of the inserts were
sequenced (53,240 BESs from PTB1 and 24221 BESs from RPCl-43 are mapped). {Number of total BESs.
$Number of mapped BESs. §Number of mapped BESs derived from the same BAC clone. Long BES pairs (=300 kb)
were not used for the mapping |[Number of the singleton (lone) BESs mapped on the human genome
sequence.  Contains hits to sequences not included in the NCBI contigs or hits to mRNAs only.
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Fig. lComparaﬂve analysls of the number of genes present In each functional category described In the genomes of W
The asterisks denote categories for which genes are present in higher numbers
In one genome relatrve to the other two genomes analyzed (the blosynthests of cofactors In W. glossinidia genome and
the amIno-acid blosynthesis in Buchnera genome).
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Figure 1 Overview of e differences betwean HSAZ21qand PTR22q. a, Nuckeotide
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taiomere of the shart arm {outside ¥ack) and to the centromere fnside track).
2004), Z DFIZ B WD TANIRAERSE SR A %
HY L, b FHEREGEERTH 2 HSA2] I L OO FH AL
& O TR AT &2 47 - 72 RWFZEO HAYIE, 500-
T00 FEERITIZE b & F VS D — 053G L =fkis, 2hE
NORMIZBENTECTERT / 2 OREZEALOFEM %
MoPIZTZZLTHS, Haryy—v7allkskir
7% (Fujiyama et al.,, 2002) (2Tl / A 3G R
L AL THIYL23%DIFHEEIR S E TNE T L % b &
52 LTz, PTR22-HSA21 [ TId# a1 1.44%D
SEERERRERIC R > T, ZhidFELTTFaxT
PR TIZGCERAE K CpGD A FIALBL 7 3 /{bi &
BIREEBR(C.GTAVNEHE TR I > Tnd Z &Itk
5ZERbhrotz, £72, FAIFHSA2I TEAHE TIRRZ
STV 5—J, REIFIMZEEAKRTREICHE CHEHEZ L
LT3 ZE, AZGHCEDEWHIKIZ L S fiAT 5 &
EZ 6N TW7zh, PTR22 TSI REIR IS A2 %
KHR6NBZE, 2ZAFKEEI - FLTOWSEETD
83%TT I/ BREMASHE TH D ZD S BD23%ILHifl
BT I BREBRTEIENVABELZNIZL28DTH D
ZEHEHAICHO ML, iz, e b A TaY
TV M ERDLSLK B N AEEZ U F U ES D5
REHDYIESE T % 22 Y — 2 7 4k LT Natureid TH
HL7,

N

GO}

o
o

.
o

w
=]

na
[=]

Cumulative frequency

& HSA21qg insertion
4 PTR22¢ insertion
© HSA21g deletion
4 PTR22q deletion

o

300 1,000
Length (bp)

2,000 3,000 4,000

Figure 3 Size-dependency of indel frequency. Cumulative counts of experimentally
determined lineage -specific insertions and deletions. The x axis represents the log-scaled
size of indels (bp), whereas the y axis represents the cumulative counts of lineage-specific
insertions and deletions.
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