Table S4. Scores of FISH signals for 18S rDNA, (GATA), and (TTAGGG),in C. magus chromosome spread sl48c¢l06.

Chromosome # SL48CL06
N=16 p c q
188 GATA TTAGGG GATA 18S GATA TTAGGG
RN S S1 S2 D Tr M NC Te NT Ce S S1 S2 D Tr M NC Te NT
1" 27 7 5 2P - - - 4 3 5 1 7 5 2t | - - - 2 - 5
2m 24 6 5 28 - - - 2 2 3 1 7 5 2t | - - - 4 1 6
3m 6 6 2 111 - - 2 1 6 1 7 5 1T -1 - 2 - 5
4" 11 5 2 111 - - 4 1 2 1 7 5 - 1 - - 2 - 2
5" 19 4 4 1 |- - - 8 2 1 1 5 2 - 1 - - 6 1 1
6" 7 4 4 1 |- - - 2 4 3 2 7 2 - 1 - - 3 2 7
7" 18 3 2 - - - 2 - 2 - 4 3 LI - - 7 1 2
gm 28 3 2 B 1 - 2 4 10| 3 2 |2t - - 3 2 2
g™ 12 4 2 2 |- - - 3 1 1 - 5 2 - - - - 4 1 4
10™ 31 3 2 2 |- - - - - - 1 6 2 - 2 - - 1 - -
1" 32 2 1 B - - 1 2 4 3 1 - - - - - 1
12" 30 6 1 - 2 2 1 - 6 3 1 1 - - 1 1 1
13" 10 6 2 1% 11 - - 1 1 2 - 5 3 - - 2 2 2
14™ 14 4 2 - 5 1 3 - 5 3 | 2% | - - - 3 - 2
15™ 26 1 1 - - - 3 1 - - 2 1 17 - - - 2 1
16™ 16 2 1 B - 1 1 - 6 1 - 1" - - 3 1
17" 9 1 1 |- - - - - 1 1 1 4 3 2t | - - - 1 - 1
18™ 17 2 1 1% |- - - 3 - 3 1 3 3 1 - - - 2 - 3
19" 23 2 1 1 |- - - 2 1 2 - 5 2 1 1 - - 2 1 1
20™ 25 3 1 1 |- - - 3 - 1 1 5 2 1 1 - - 2 1 -
21" 3 4 3 11 - - - 1 1 1 4 1 1% - - - 2 4 5
22m 5 3 3 (S - 1 1 2 - 3 1 1% - - - 1 2 2
23°" 13 7 2 - 1 - 1 - 2 1 6 3 - 1 17 - 2 1 3
24°" 4 2 2 B 3 1 3 1 7 3 |2 - - - 5 3 5
255" 8 5 3 A 1 - - 1 7 6 2t | - - - 6 - 4
26°" 20 4 3 A 2 2 1 1 7 6 2t | 1 - - 4 2 4
27% 1 3 3 - - - - 2 3 2 11 5 LI I L 8 1 7
28 : 29 4 3 - - - 1 - 2 2 16| 5 5011 2T - 11 - 8
29° 21 4 3 B 2 - 3 2 9 5 2 - - - 4 2 7
30 2 4 3 - - - - - - 1 7 5 2 1 - - 7 - 5
31" 15 1 1 - - - - - 1 5 2 - - -1 2 1 2
32 22 1 1 B - 1 - 1 3 2 - - - - 2 1 2
T 116 72 16 13 22 18 24 195 102 25 15 20 17
A 56 62 50 41 69 56 75 56 52 78 47 63 53

Legend:RN- reference spread number denotes position in the spread after particle analysis; m- median region; sm- submedian; st- subterminal; T is the total number
of 18S rDNA binding sites in p and q arms; A- denotes the row that indicates percent score agreements; S- singlet; S1-singlets with positional similarities; S2-singlets
with homologous signal intensities; D- doublet; Tr- triplet; M- multiplet; Ce- centromeric; NC- non-centromeric; c- centromeric; Te- telomeric; NT- non-telomeric; red
digits- full score agreements; green digits- partial score agreements. Yellow, pink and green shaded boxes (top down) denote scores of telomeric (TTAGGG), FISH
signals present in p and q terminals of m, sm and st chromosomes, respectively. Blue, violet and orange shaded boxes (top down) denote scores of centromeric
(GATA), FISH signals in m, sm and st chromosomes, respectively. Odd chromosome numbers are in bold face to denote beginning of a chromosome pair. f - denotes
homologous signal intensities present between p and q arms of a chromosome pair (i.e. intensity sighal of a singlet/doublet/triplet found in p arm of a chromosome is
homologous to the signal intensity of a singlet/doublet/triplet found in the q arm of the homologue or pair). T - denotes homologous signal intensities found between a
singlet and a member of a doublet or triplet or multiplet in the same arms of a homologous pair of chromosomes (i.e. in both g arms of chromosome 27 and 28).



