Table S7 Gap sizes between scaffolds determined using BAC-FISH

Gap between BAC Probe for BAC Probe for Gap Size Distance Corrected
Scaffold A and Tail of Scaffold Head of Chromatin  DNAMb  SClength between BACs Gap Size Mb
Chr. Scaffold B! A? Scaffold B2 Type3 per um (1um) (Mb) estimate®

1 1-3 M034D03 s053P14 Het 8.8 0.3 2.6 2.4
1 3-2 s083L21 EO16111 Cent 33 0.7 2.2 1.9
1 2-4 HO33N15 s006A13 Het 8.8 0.1 0.9 0.6
1 4-5 s042B18 5042002 Het 8.8 0.3 2.6 2.2
1 5-6 HO37N04 s040G18 Border 5.1 0.1 0.5 0.3

6-8 E021C24 s022L14 Border 5.1 0.1 0.5 0.3

8-7 s121101 s071P10 Eu 1.5 0.3 0.5 0.2
1 7-9 s071P10 s024J19 Eu 1.5 0.3 0.5 0.2
2 4-6 E008B15 s053E24 Het 8.8 0.1 0.7 0.4
2 6-5 s044P10 H011G24 Het 8.8 0.0 0.2 0.0
2 5-1 M036C03 s056116 Het 8.8 0.0 0.1 0.0
2 1-2 s079J24 s053C07 Het 8.8 0.5 4.1 3.2
2 2-3 s050E09 M021A03 Het 8.8 0.1 1.0 0.5
2 3-7 E034J17 s101F18 Border 5.1 0.4 1.9 1.4
3 1-4 s086D22 s018K15 Eu 1.5 0.2 0.4 0.1
3 4-5 s002G24 sO50E05 Eu 1.5 0.1 0.2 0.0
3 5-6 HO037B06 H020G20 Border 5.1 0.2 1.1 0.3
3 6-9 H039C15 M079010 Het/Cent 8.8 0.6 5.0 4.7
3 9-7 MO002J15 H244B01 Het 8.8 0.1 0.6 0.2
3 7-8 E121G21 HO027L13 Het 8.8 0.1 1.2 0.8
3 8-12 s071G06 E018K21 Het 8.8 0.0 0.3 0.2°
3 12-2 H028L03 s042B23 Het 8.8 0.0 0.3 0.0°
3 2-10 HO30A19 H011C02 Border 5.1 0.2 0.8 0.6°
3 10-11 HO01HO5 MOO03HO09 Eu 1.5 0.2 0.3 0.0
3 11-3 E031G05 M015G06 Eu 1.5 0.4 0.6 0.1
3 3-13 s048H23 EOO6F17 Eu 15 0.3 0.4 0.1
4 1-3 H012B20 E036C15 Het 8.8 0.06 0.5 0.3
4 3-2 H018103 MO036H17 Cent 33 0.2 0.6 0.4
4 2-4 MO016J15 MO038M16 Het 8.8 0.03 0.2 0.1
4 4-5 M029016 H013P02 Eu 1.5 0.04 0.1 0.0
4 5-6 M018D12 H020C13 Chrom 8.8 0.2 1.9 1.6
5 1-2 H002J04 s031L05 Het 8.8 0.1 1.1 0.9
5 2-3 s084H11 H016D20 Het 8.8 0.1 1.1 0.8
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7-2 E003D15 MOO08A07 Border 5.1 0.1 0.4

2-6 HOO3H12 M023C14 Het 8.8 0.1 0.7
6-5 E004B02 MO040D19 Het 8.8 0.1 0.8
5-36 E012H19 HO05D14 Het 8.8 0.1 1.0
3-4 MO035N06 MO006L17 Eu 1.5 0.1 0.1
4-9 HO17P17 EO31M18 Eu 15 0.6 0.9
9-10 E024H05 H029L21 Eu 1.5 0.1 0.2
Total:

0.1
0.6
0.5
0.8
0.0
0.1
0.0
43.9

1 Gaps are named by the two flanking scaffolds. Scaffold A is closer to the short arm of the chromosome, and across the
gap, scaffold B is closer to the long arm of the chromosome. Scaffold number is based on scaffold order from head to
tail of pseudomolecules based on the linkage map, and the number and name of each scaffold is defined in Table S1.
2BAC library names have been abbreviated. H=Hindlll, E=EcoRI, M=Mbol, s=sheared, F=Fosmid

3Eu=Euchromatin, Het=Pericentric Heterochromatin, Cent=Centromere, Chrom=Chromomere (non-pericentric
heterochromatin), Border=in transition from euchromatin to heterochromatin. These landmarks are based on
chromosome structure in SC spreads.

4 Corrected gap size estimates are smaller than distance between BACs because BACs were not usually at the absolute
end of the scaffold and FISH positions were calculated from the middle of the BAC rather than the end of the BAC. See
Materials and Methods for procedure to correct gap size. Negative values have been changed to 0.

5 Positions of the tail of scaffold 8, both ends of scaffolds 2 and 12, and the head of scaffold 10 are relatively uncertain,
so estimates of the sizes of gaps 8-12, 12-2, and 2-10 are relatively uncertain as well.

6 Tomato variety Heinz 1706 was used for measurements of this gap due to an inversion of the kinetochore compared to

Cherry Tomato LA4444.
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