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Gene Title ngZ_R
atio
1hemoglobin alpha, adult chain 1 /// hemoglobin alpha, adult chain 2 3.149
2hemoglobin alpha, adult chain 1 /// hemoglobin alpha, adult chain 2 2.701
3hemoglobin subunit beta-1-like /// hemoglobin, beta adult major chain /// hemoglobin, 2607
beta adult minor chain '

4hemoglobin alpha, adult chain 1 /// hemoglobin alpha, adult chain 2 2.606
5PDZ binding kinase 2.444
Ginsulin-like growth factor binding protein 4 2.235
7RIKEN cDNA 2810417H13 gene 2.123
8ribonucleotide reductase M2 2.075
9stathmin 1 2.050
10chemokine (C-C motif) receptor 5 2.022
11ichitinase 3-like 3 2.011
12chitinase 3-like 3 /// chitinase 3-like 4 2.000
19974cortactin -2.00627
19975caldesmon 1 -2.00994
19976chymase 1, mast cell -2.03784
19977histidine decarboxylase -2.07067
19978ATP-binding cassette, sub-family A (ABC1), member 6 -2.07454
19979—- -2.08951
19980guanine nucleotide binding protein (G protein), alpha inhibiting 1 -2.09955
19981—- —2.10226
19982serine (or cysteine) peptidase inhibitor, clade E, member 2 -2.11121
19983mast cell protease 4 -2.1949
19984ssolute carrier family 10 (sodium/bile acid cotransporter family), member 6 -2.19888
19985tryptophan hydroxylase 1 -2.20497
19986ttryptase alpha/beta 1 -2.22228
19987RAB27b, member RAS oncogene family -2.27669
19988—— -2.27834
19989MAS-related GPR, member B1 -2.32246
19990Fc receptor, IgE, high affinity |, alpha polypeptide -2.3359
19991— -2.39838
19992RIKEN cDNA 1810011010 gene -2.48137
19993tryptase beta 2 -2.56068
19994RIKEN cDNA 1810011010 gene -2.61272
19995NIPA-like domain containing 1 -2.63058
199961zinc finger and BTB domain containing 16 -2.6619
19997methyl-CpG binding domain protein 1 -2.89766
19998FK506 binding protein 5 -3.26185
19999|fatty acid binding protein 4, adipocyte -3.90084
20000fatty acid binding protein 4, adipocyte -4.34413
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