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CUT&Tag-IT™ Assay Kit, Anti-Rabbit 53160 16 rxns ChIC/CUT&RUN Assay Kit 53180 24 rxns
CUT&Tag-IT™ Assay Kit, Anti-Mouse 53165 16 rxns ChIC/CUT&RUN pAG-MNase 53181 50 rxns
* Active Motif 24t ZMCut&TagRA R, SEIXAE . pA-Tn58 . CUT&TagRRAER—IEH RSS!
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Bisulfite Conversion Kit 55016 50 rxns :9

ATAC-Seq Kit 53150 ~ 16 rxns
FFPE Bisulfite Conversion Kit 55021 40 rxns (
MeDIP Kit 55009 10 rxns )
hMeDIP Kit 55010 10 rxns
MethylCollector™ Ultra Kit 55005 10 rxns
Global 5-hmC Quantification Kit 55025 1X96rxns
Cell-Free DNA (cfDNA) Purification Kit 25503/25504 100/250 mL 4 o o8
Methylated DNA Standard Kit 55008 3x2.5ug \\
Global DNA Methylation - LINE-1 Kit 55017 1x96 xns ',A
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[H3K36me2]=3 uM
[KDM2AJ=100 nM

3 UMABZE R ZAAH3K36mMe2503, 100 nM KDM2A/FBXL1 1EBIMAEHE50 mM
HEPES-NaOH pH7.5, 1 mMTCEP, 100 uM Ascorbic Acidf150 uM Fe2+#20 plR Mk
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Histone H3.1 biotinylated (Human) 31296
Histone H2A 31290 HDACT 31504 BRD (556-688) 31438
Histone H2B 31492 HDAC3 complex 31349 BRD3 (24-144) 31379
Histone H4 31223 HDAC4 31350 BRD4 (44-168) 31380
Histone H3K4me1 31208
Histone H3K4me2 31277 HDACS5, catalytic domain 31351 BRD7 (129-236) 31381
Histone H3K4me3 31278 HDAC6 31543 BRD9 (130-259) 31382
Histone H3kome1 31281 HDAC7 31352 BRDT (21-137) 31450
Histone H3K9me2 31280
Histone H3K9me3 31279 HDACS8 31353 BRPF1 (627-746) 31375
Histone H3K9ac 31253 HDAC9 31354 CREBBP (1081-1197) 31373
Histone H3K14ac 31254 p300 31124 SMARCA?2 / BRM (1367-1511) 31449
Histone H3K18ac 31273
- SIRT1 (193-741) 31533 TAF1 (1398-1524) 31403
Histone H3K27ac 31290
Histone H3K27me3 31216 SIRT6 31336 TRIM24 (862-980) 31368
Histone H3K36me2 31218
Histone H3K79me2 31221 DNA BEWKEX ZIMERAEZER/\RIEK
Histone H4K20me1 31224 =TT 8®"S EHES ®e
PR LB DNMT1 31404 Histone Octamer (H3.1) 31470
[=] Fa-y =1
A=Vl 25 DNMT3A 31406 Histone Octamer (H3.1) - biotinylated 31471
DOT1L (1-416) 31474 DNMT3A / DNMT3L complex 31415 -
EZH2 complex 31337 Histone Octamer (H3.3) 31472
DNMT3B 31413
JARIDTA / KDM5A 31431 Histone Octamer (H3.3) - biotinylated 31473
JARID1B / KDM5B 31432 DNMT3B / DNMT3L complex 31416
Polynucleosomes (H3.1) 31466
LSD1 / KDM1A 31426 DNMT3L 31414
NSD1-SET 31475 Tet1 (1418-2136) 31417 Mononucleosomes (H3.1) - biotinylated | 31467
PRC2 EZH2 (Y641C) complex 31389
_ Polynucleosomes (H3.3) 31468
SETD2 (1418-1714) 31358 TET2 (1129-2002) 31418
SMYD2 31497 Tet3 (824-1795) 31421 Mononucleosomes (H3.3) - biotinylated | 31469
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Histone H3 39763 | ChiP, ChIP-Seq, ICC, IF, WB 25 CTCF 61311 ChIP, ChIP-Seq, CUT&Tag, EMSA, ICC, IF, IHC, WB | 30
Histone H3ac (pan-acetyl) 39139 | ChIP, ChIP-Seq, DB, WB 17 CTCF 10915-1-AP | ChiP, WB, IF, IHC, IP, WB, ELISA 2
KAP1 -1-1g | IF, IHC, IP, WB, ELISA
Histone H3ac (pan-acetyl) 61638 | ChIP, DB, IF, WB 2 66630-1-19 C S 5
- KAP1 15202-1-AP | ChIP, IF, IHC, IP, WB, FC, ELISA 17
Histone H3K27ac 39685 | ChiP, ChIP-Seq, DB, ICC, IF, WB 14 WLFs 51099 | ChiP, ChiP-Seq, ICC, IF, WB >
Histone H3K27ac 39133 ChIP, ChIP-Seq, CUT&Tag, DB, ICC, IF, IHC, WB 96 KLF5 21017-1-AP | ChIP, ColP, IF, IHC, IP, WB 30
Histone H3K27me3 61017 | ChIP, ChIP-Seq, DB, ICC, IF, WB 27 KLF5 66850-1-lg | WB,ELISA -
Histone H3K27me3 39155 | ChIP, ChIP-Seq, CUT&Tag, DB, ICC, IF, IHC, WB | 78 MMSET / WHSC1 39879 |ICC, I, WB 2
Histone H3k36me3 61021 | ChIP, ChIP-Seq, DB, IF, WB 1 MyoD 39991  |ICC, IF, wB 2
" MYOD1 66214-1-1g | WB,ELISA 4
Histone H3K36me3 61101 | ChIP, ChIP-Seq, CUT&Tag, DB, WB 25
- MYOD1 18943-1-AP | IF, FC, IHC, WB, ELISA 57
Histone H3K4me3 61379 | ChIP, ChIP-Seq, ICC, IF, WB 8 NCoAd / ELET 30895 |we .
Histone H3K4me3 39159 | ChIP, ChIP-Seq, CUT&Tag, DB, ICC, IF, IHC, WB | 114 0-GIcNAC 61453 |IpWB N
Histone H3K9ac 61251 | ChIP, ChIP-Seq, DB, ICC, IF, WB 12 PARP-2 39743 | ChIP,IF, IP, WB 3
Histone H3K9ac 39917 | ChIP, ChIP-Seq, CUT&Tag, DB, ICC, IF, WB 37 PARP2 55149-1-AP | IF, IHC, WB,ELISA 2
Histone H3k9me3 39161 | ChIP, ChIP-Seq, CUT&Tag, DB, ICC, IF, IHC, WB | 73 RNA pol 39097 | ChIP, ChiP-Seq, ICC, IF, WB 22
RNA pol Il CTD phospho Ser2 61083 | ChiP, chIP-Seq, ICC, IF, IP, WB 15
Histone H4ac (pan-acetyl) 39925 ChIp, chIP-Seq, DB, ICC, IF, IHC, WB 9 p phosp ul
- RNA pol Il CTD phospho Ser5 61085 | ChIP, ChIP-Seq, ICC, IF, IP, WB 14
Histone H4K16ac 39167 | ChiP, ChiP-Seq, DB, I, WB 17 TRIM28 61174 | Chip, I ICC, WB 5
Histone H4K20me3 39671 | ChiP, DB, ICC, WB 8 Uhrfl 61341 |ICC, IF, IHC, IP, WB )
Histone H4R3me2a (asymmetric) 39705 | ChIP, DB, IF, WB 4 UHRF1 21402-1-AP | ColP, IF, IHC, RIP, WB, IP, ELISA 12
Histone H4R3me2s (symmetric) 61187 | ChIP, ChIP-Seq, DB, WB 4 WHSC1 22722-1-AP | IHC, IP, WB, ELISA| -
®
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Histone H3.3 91191 | chIP-Seq, WB 1
5-Formylcytosine (5-fC) 61227 DB, ICC, IF, WB 3 -
Histone H3K27ac 91193 | chIP-Seq, CUT&Tag, ELISA, WB 1
5-Hydroxymethylcytosine (5-hmC) 39999 DB, ICC, IF, IHC, MeDIP 8 Histone H3K36me3 91265 ChiP, ChiP-Seq, WB N
5-Hydroxymethylcytosine (5-hmC) 39769 DB, FC, ICC, IF, IHC, MeDIP 62 Histone H3Kame3 91263 ChIP, ChIP-Seq, DB, WB 1
5-Hydroxymethylcytosine (5-hmC) | 39791 | DB, IF, IHC, MeDIP 19 Histone H3K9ac 91103 | ChIP, ChIP-Seq, ELISA, ICC, IF, WB 1
5-Methylcytosine (5-mC) 39649 | DB, ELISA, FC, ICC, IF, IHC, MeDIP 21 N6-Methyladenosine (m6A) 91261  |DB,IP 1
5-Methylcytosine (5-mC) 61479 | DB, IF, MeDIP 1 RNA Pol Il 91151 | ChIP, ChIP-Seq, IF, WB 3




