c

COOKBIO #4sfiz
o E *
Anti-MLH1 /MNRETERERE

K2365871 Erlie
~miEs W FA

ERREMN DNA 528 E&HA Mlhl IHC/IF SafstBinfus /Gl st

2E MutL protein homolog 1, COCA2, FCC2, hMLH1,

HNPCC, HNPCC2, MLH1 Yigh: A, /MR, KE

RER A MLH1 E4EH

Uniprot ID P40692 R 1:500-1: 1500

AT gG2b, K \

s 3C1A7 BRI éﬁﬂ%, ERAR

“itkH ER4L

TAARRE (i Rk, A%
R fBTFESMG
MLH1, also named as COCA2, belongs to the DNA mismatch repair mutL/hexB family. It EESS: AWIIZERE 20°CTEE—F, BRREFR.
heterodimerizes with PMS2 to form MutL alpha which is a component of the post-replicative fETFEMK: & 0.15% ProClin300 BAfE5I, 100 ug/mL &1
DNA mismatch repair system (MMR). MutL alpha (MLH1-PMS2) interacts physically with the EAREM 50%H MAVEA T MR,

clamp loader subunits of DNA polymerase IlI, suggesting that it may play a role to recruit the
DNA polymerase Ill to the site of the MMR. MLH1 also implicated in DNA damage signaling, a
process which induces cell cycle arrest and can lead to apoptosis in case of major DNA
damages.
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$44: 3% BSA (S KSGC305010) By PBS AR, & i’h‘?ﬂ_: 3% BSA (5 KSGC305010) Ky PBS 3K, & $4: 3% BSA (35S KSGC305010) BJ PBS &R, &
ERTE 30 D%, - RIS 30 9, EHTE 30 HE. )
—31: 1: 1000 #%88, 4°C IHETR. —1: 1: 1000 #%#8, 4°C B IR, —371: 1: 1000 %R, 4°C IHETR.
T4 Cy3 AMEIUEFEHUN 1gG (HHL) (55 KB63903),  Z#i: Cy3 FRIBIIFHUE 1gG (H+L) (555 KB63903),  Z#i: Cy3 ARCLUEFHIR 1gG (H+L) (515 KB63903),
1:300 7518, ZORMEE 1 /. 1:300 538, ZRIEE 1 )W, 1:300 7518, ZORMEE 1 /.
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