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673k 674k G675k 676k 677k 676k 679k GO0k 681k 6Ack 683k 664k 6ok 6o6k  GAck  GAok 669k 690k 691k 69gk 694k
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294l YGROIEC it}
I . | [}
1. ¥Werified, Mitochondrial and cutoplasmic walul-ERNA sunthetasze ESPL, Yerified, Separase, a caspase-like custeine proteaze FC
WEROASY
» Huclear protein of unconfirmed function TELZ, Verified. Subunit of the ASTRA o
YGROSEE YERLGOW
.|
RRP46, Yerified, Exosome non-catalutic core component MOR1. Werified, Cutopls
WGEROSGW

I
TPCL, Verified, Mitochondrial membrane transporter

involved in transcription and stress responze
YGROSTY

ASK10, Merified, Component of RMA polumeraze IT holoenzyme

|

10 kbp | i

99k 100k 101k 107k 103k 104k 106k 108k 107k 108k 109k 110k 111k 112k 113k 11dk 115k 116k 117k 11Bk 119k 120k 171k 122k 1z3k 12dk 125k -
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YEL2OTW YGLWdeltas ARSF06E
3
1 5PT16, Werified, Subunit of the heterodimeric FACT complex CSptlep-Pob3pl Tul LTR ARSFO6E, Autonomously Replicating Sequence
YGL2OEC tHIGUGIGL LRICULIGL
kil
le pozitioning CHC1, Verified. Clathrin heawvy chain Histidine tRWA (tRNA-His). predicted by tRNAzcan-3E analusizlusine tRMWA (LRNA-
FELE0SW ¥GELEQLC
. |
FhogSp POEL, VMerified. Fattu-acul coenzume A oxidase MCMG, Verified. Protein inwolwed in OMA ¢

YELWEaLL YGL2O3C
erified. One of three beta subunits of the Snfl kinase complex Tud LTR KEXL. Verified, Cell death protease essential for hypochlorite—induc

¥GELCdeltal tRUULGL
=1 =
Zinc Finger transcriptional repressor Tul LTR Luszine tRMA CERMA-Lus), predicted by tRMAscan-SE anal
WELWdeltaZ YGL2OZW YEL1S
O I I
Tul LTR AROE, Verified. Aromatic aminotransferase I MDS3,
YEL204C YEL20OC
+epeat protein Uncharacterized. Protein of unknown function EMPZd. verified.
ARSTOG ¥GL19SC
=]
Autonomously Replicating Sequence Oubious, DOu

FELLSEW
-
1 YIP4, Werif
L |

5 kbp | |

125k 126k 127k 1zBk 120k 130k 131k 13ek 133k 139k 135k 13ck 137k 1ddk dabk 14Dk 1dlk 142k 143k 144k 145k 1dek 147k 148
+ B E B E-HH Al Annotated Sequence Features

WELL94C-A
LRMA-Lys), predicted by tRMAzcan-35E analdysis Uncharacterized, Putative protein of unknown funct
ac fGLLSSW YEL19EC
- <]
Jz, Dubious open reading frame  O0S01, Yerified, D-serine dehudratase Caka D-serine ammonia-luasel Uncharacterized, Haploid-specific gen
YELLSSW YELAS2W
e 4 I
apoptozis GCH1, Merified, Positive regulator of the GonZp kipaze actiwityIMEd,. Werified, mRMA HNE-adenozine m
YGLLSTW YGL19C
: MD33, Yerified, Putative component of the TOR regulatory pathway HO3Z,. YWerified, Histone deacetylase and subuni
ELLSAW
-
yzis COx13,. Yerified, Sub
YGLLSOC
ified. Compornent of the p2d4 complex COCS5S. Werifie

replication

QTL region on chromosome VI

(674 690 to 691 654)

QTL region on chromosome VIl
(98 215 to 147 601)




