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X1 qPCR Ox$5 & U 7z meiotic mutants DV X k
meiotic | chromosome .
genes arm function

L e M 3R reciprocal meiotic recombination

2 \mei-P22 2R reciprocal crossing-over

3 |\ mei-41 X cell cycle

4 \mei-P26 X germ cell dependent

s | meiwes 3L reciproc.al meiotic recombination; meiotic DNA DSBs
processing

6 |nbs 2R DSB repair

7 |\ radso aL DSB r.epa.ir; telomere maintc.enance; chromosome
organization; telomere capping
DNA repair protein Mrel1; Metallophosphoesterase

8 |mrell 3R domain;p DI\?A—binding , e

9 tefuu 2L protein kinase DSB

10 | mus304 2R meiotic recombination
reciprocal meiotic recombination; DNA duplex unwinding;

11 |BLM 2L negative regulation of DSB repair via single-strand
annealing

12 | okr 3R DSB repair

13 |rad51 3L recombinase activity; DNA-dependent ATPase activity

14 | spn-B 2L recombination polarity

15 | spn-D 2L ATPase activity

16 | brea2 3L meiotic recombination checkpoint

17 |mei-218 X female meiotic chromosome segregation and recombination

18 |Kip34 X microtuble binding protein

19 |mei-9 X female meiotic chromosome segregation

20 |smcl 2L meiotic protein required for centromere cohesion,

21 |polo 2R meitic cell cycle, sperm aster formation

22 lord 3L sister chromatid cohesion

23 | ku80 3R ATP-dependent DNA helicase

24 |wrn 2L negative regulation of mitotic recombination
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