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Area 8, sections A-F
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1. Section SC/
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=g> Short fragments of 8C : Complementary
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3. FMF calculation

FMF (8C) Frequency of matching fragments (FMF)

250

200 4

150 4

100 4

50 4

0 IIIII LI LA LA RRLLI LARRR R RAA IIIII'IIII II-I L} LI Trrrryrsnny LRI LA AR AR Trrrrenny LILI

< 0 [m] Q<0 [a] O« 0 D<(D<ED<CC1ﬁDgD{O%D%D{D%D{DéD
== O O ~ «— o~ ™ <t = wn O M~ I~ 0w a O
xxJRIIIRRRRERE R R IR AR AXXXANRXXIRRXEXDS

4. Repeat 1.-3. for all sections except 20B



5. a. FEC - FMF correlation calculation

FMF (8C)
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FEC (8C) L 73 rho, p (Spearman correlation) 1 7

Repeat for all sections except 20B

b. R: the average rho value of significant Spearman correlations (p < 0.05)
P: the proportion of significant correlations

6. Unspecific FEC - FMF correlation calculation (for all different sections)

7. Repeat 1. - 6. for all fragment lengths (L)

8. Repeat 1. - 7. for fragments excluding DNA repeats

9. Sections proximity influence on FEC - FMF correlation

a. Zones of D length (D: 10 - 116)
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D: zone length (sections) ; here: D = 5*6 = 30

Zones (2); step 1section
b. Calculate the average values of R and P for all zones of D length

Repeat 9. forallD




