i ]
chrXIV :
ok 100K 200K 300k 400k, 00k, B00K 700K
*DEBPA0-E Landmarks : :
DALEZ KEN2 RPC31 TOPZ | centa LYss
1 H I H : ]
L
490K SO0k | S10K & G20k D30k SOk  SBOK | SE0k | 570k | S80k | OG0k | Gook G40k |620k  G30k 640K & €30k 660K 670K 680K
G
{ 20 Kbp , ; b
560k 570k 580K 590k §00k 610K
*BEEEHE A Annotated Sequence Features
(== AP d— PP P Er << aaPp P am
- - <050 0+ D - - - H < O  — <a =
<——— - ] 53 o
*BEPHE-E Transposons & Long Términ pealts
VNLUE au2 YNLCdetas
|-
Baum || e YNLO033W YNLO19C  YNLO018C
a'T YNLO34W
Ty2 LTR
YNLCTyZ-1

Ty2 element. LTR retrotransposon of the Copla (Pssudoviridas) group
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Figure S1 M regions visualization through SGD browser (http://www.yeastgenome.org/). M regions are represented as
blue arrows on the last track. M regions may correspond to already known repeated elements such as Ty and LTR elements
(M14_40) or to multi-copy genes. For example, the YNLO34W (570,477-572,315) and YNLO33W (572,999-573,853) loci,
covered by M14_43, are duplications of the locus YNLO18C (601,774-599,936) covered by M14_49, and the locus YNLO19C
(599,230-598,376) covered by M14_48, respectively. The SGD interface includes functional annotations; for example, the
meiotic “Double strand break hotspots: Pan et al. (2011)".
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