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What is MOCCS DB?

Four functions are available.

1. Find TF-binding k-mers 2. Differential k-mers detection 3. TF-binding k-mer similarity analysis 4. SNP-affected TFs / Cell types prediction
You can know TF-binding motifs as k-mer and MOCCS2score You can compare TF-binding k-mer between different Cell type Class You can know pairs of TFs which have similar TF-recognizing k-mers You can know phenotype-related SNP-affected TFs / Cell types.

You can choose Species, TFs, Cell type class. Youcan TF- 1l types.

Find TF-binding k-mers Differential k-mers detection TF-binding k-mer similarity analysis SNi—affected TFs/ Cell typis prediction
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MOCCS profile

ID TF Celltype k-mer MOCCS2score g-value
SRX190276 CTCF K-562 CCCTCG 435 0.0002
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(k-sim Jaccard, k-sim Pearson)
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1. Find TF-binding k-mers

2. Differential k-mers detection (Cell types)
Differential k-mers detection (TFs)

3. TF-binding k-mer similarity analysis

4. SNP-affected TFs / Cell types prediction
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Find TF-binding k-mers

7 (MOCCS2score) D{IHE L 7= k-mer ThH H 5
Yk-merThHhH 5

MEEREEX DY

STEP1: Select filters
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STEP3: Select Cell type class
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csv Excel PDF  Show  entries Search:

D Antigen_class Antigen Cell_type_class Cell_type kmer auc count MOCCS2score q_value
SRX4815198  TFsand others FOXA1 Breast MCF-7 GTAAAC 82.5264477963052 57812 197.52111484201 [¢]
SRX219284  TFsandothers ~ FOXA1 Prostate LNCAP GTAAAC 76.0644874120173 60097 [§185.617841672461 0
SRX219284 TFs and others FOXA1 Prostate LNCAP TAAACA 52.1671873579463 120993 180.629601417352 0
SRX2017929  TFsandothers ~ FOXA1 Prostate LNCAP TAAACA 56.6036426364985 99708 [1177.918358065275 0
SRX1885184  TFsandothers ~ FOXA1 Prostate LNCAP TAAACA 55.2421940435147 102678  176.206124141151 0
SRX219285 TFs and others FOXA1 Prostate LNCAP GTAAAC 76.38893082948 52985 175.032332354363 [¢]
SRX4815197  TFsandothers ~ FOXA1 Breast MCF-7 GTAAAC 82.3788038814443 45447 174.81531257168 0
SRX4815198  TFsandothers ~ FOXA1 Breast MCF-7 TAAACA 54.0775608451458 104692  §174.174760471492 0
SRX1885181  TFsandothers ~ FOXA1 Prostate LNCAP TAAACA 55.5826409739645 97252  [1172.543986529539 0
SRX219285  TFsandothers ~ FOXA1 Prostate LNCAP TAAACA 52.913720361151 106659 [§172.019796947481 0
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Differential k-mers detection
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Differential k-mers detection (GGl A! )
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TF-binding k-mer similarity analysis
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SNP-affected TFs/Cell types prediction
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