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mRad50, NBSLD, RAD502, hRad50, Mrell, hsRAD50, R R, KR
F11E4 RAD50 homolog (S cerevisiae), RAD50 PEN, Rad50l, b c1. 1.
Truncated RAD50 protein FELL: 1:1000-1: 3000

SRR /N Rad50 EAER FEMERE -

Uniprot ID P70388 IHC/IF SeEARNF/RERA

ISR IgG rAh: N, AE
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“itkH B4 FFREE: 1:250-1: 1500
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The protein encoded by this gene is highly similar to Saccharomyces cerevisiae Rad50, a EFERM: BREIZER 20°CTHEE—F, BRRE5R.
protein involved in DNA double-strand break repair. This protein forms a complex with MRE11 fETFEMK: & 0.15% ProClin300 BAfE5I, 100 ug/mL &1
and NBSL1. The protein complex binds to DNA and displays numerous enzymatic activities that EAREM 50%H MAVEA T MR,
are required for nonhomologous joining of DNA ends. This protein, cooperating with its
partners, is important for DNA double-strand break repair, cell cycle checkpoint activation,
telomere maintenance, and meiotic recombination.
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IF #7 Rad50 B (152 K135922)(LI€) . IF #37 Rad50 BE (152 K135922)(41) .

FEdh: MR, 4%ZREE (555 KSG1101) EE e KR, 4%%RPE (555 KSG1101) EE

12-24 1\B, 12-24 /)\BY.

MRES: Tris-EDTA FiRIEE & (pH 9.0) (KSG1203), MBREE: Tris-EDTA FURIEE & (pH 9.0) (KSG1203),

98°C, 20 53 §4. 98°C, 20 53§4.

F17: 3% BSA (58S KSGC305010) Y PBS AR, E $: 3% BSA (555 KSGC305010) B PBS AR, =

BIEE 30 9. _ BIEE 30 %

—H1: 1: 900 #5%%, 4°C B ER. —31: 1: 900 #1%, 4°C B IR,

ZH: Cy3 AR LLEER 1gG (H+L) (528 KB63909), 1: ZH: Cy3 ﬁiialll_iﬁﬁ 1gG (H+L) (525 KB63909), 1:

300 #%FE, EREE 1 /). 300 #%%E, ERMWBE 1/,
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