Gene
Symbol

Description

Score

Rank

siRNA sequence 1

siRNA sequence 2

siRNA sequence 3

siRNA sequence 4

ACP1
ACP2
ACP5
ACP6
ACPP
ACPT
ALPI
ALPL
ALPPL2
CDC25A
CDC25B
CDC25C

CDKN3

CTDP1

CTDSP2

CTDSPL
DKFZP5
66K0524

DOLPP1
DUSP10

DUSP11
DUSP12
DUSP13
DUSP14
DUSP15
DUSP16
DUSP18
DUSP19
DUSP2

DUSP21
DUSP22
DUSP23
DUSP24

DUSP3
DUSP6
DUSP7
DUSP8
DUT

ENPP1

ENPP2

acid phosphatase 1, soluble

acid phosphatase 2, lysosomal

acid phosphatase 5, tartrate resistant
acid phosphatase 6, lysophosphatidic
acid phosphatase, prostate

acid phosphatase, testicular

alkaline phosphatase, intestinal
alkaline phosphatase, liver/bone/kidney
alkaline phosphatase, placental-like 2
cell division cycle 25A

cell division cycle 25B

cell division cycle 25C

cyclin-dependent kinase inhibitor 3 (CDK2-
associated dual specificity phosphatase)
CTD (carboxy-terminal domain, RNA
polymerase Il, polypeptide A) phosphatase,
subunit 1

CTD (carboxy-terminal domain, RNA
polymerase Il, polypeptide A) small
phosphatase 2

CTD (carboxy-terminal domain, RNA
polymerase Il, polypeptide A) small
phosphatase-like

DKFZP566K0524 protein
dolichyl pyrophosphate phosphatase 1

dual specificity phosphatase 10
dual specificity phosphatase 11 (RNA/RNP
complex 1-interacting)

dual specificity phosphatase 12
dual specificity phosphatase 13
dual specificity phosphatase 14
dual specificity phosphatase-like 15
dual specificity phosphatase 16
dual specificity phosphatase 18
dual specificity phosphatase 19
dual specificity phosphatase 2
dual specificity phosphatase 21
dual specificity phosphatase 22
dual specificity phosphatase 23

dual specificity phosphatase 24 (putative)
dual specificity phosphatase 3 (vaccinia
virus phosphatase VH1-related)

dual specificity phosphatase 6
dual specificity phosphatase 7
dual specificity phosphatase 8

dUTP pyrophosphatase
ectonucleotide
pyrophosphatase/phosphodiesterase 1
ectonucleotide
pyrophosphatase/phosphodiesterase 2
(autotaxin)

42
185
43
176
20
128

44
70
71
13
72

45

129

94

95

73
130
96

97
131
21
98
208
132
29
177
30
133
134
135
203

204
46
31
22
23

126

205

CCCATAGTGCACACTTGTATA
CAGCCTGAAGTCTTCGGCAAA
CTCGGGCAAGTCCCTCTTTAA
CCATGTCAGTTTATACCTTAA
ACAGATGGCGCTAGATGTTTA
CCCGCCAAAGATGGAGGGAAT
CACGTCCATCCTGTACGGCAA
CAGGATTGGAACATCAGTTAA
CTGGGAAACACAAAGCAATAA
AAGGCGCTATTTGGCGCTTCA
CAGGAGGCTGAGGAACCTAAA
CAGGAAGGGCTTATGTTTAAA

CACAATCAAGATCTGTATCAA

CCGGCTGTACGCACACACCAT

CCCGGAAACAGCGGGAAGTAA

CCAGTGCAACGTCAGCTTAAA

CCCACCCTAACACTTAACATA
AAGAATGCACCAAACAAACAA
ATGAGAATACAGGCTCTCTAA

CAGAAACTGTTCCTTACTTAA
ATGCTTTACATGGCAATCAAA
ACCCTGAGATGTAAACAGCAA
AAGGGAATGCATACATTGCTA
ACGGGCCTGGAGGGTATTAAA
AAGGTTGTAGTTTACGATCAA
ACGGGTCTCTCTCCCGAAGAA
ATGGTCAGTATCACTGGATAA
CAGCCTGAGAGCTCCAAGGAA
AACGTAGTAAGCCTTACCTTA
CATGTTTATGTTGAGAACTAA
CAGTTCTACCAGCGAACGAAA
AAGCTTCTGCACATCCGGATA

CCCGCGGATCTACGTGGGCAA
CTGCATTGCGAGACCAATCTA
CAAGGTGGTTTCAACAAGTTT
CCGCTCCTTCGTGGAGTACAA
AAGCCTTGGATGACACCGAAA

CACCGGCTCCTAATAACGGAA

ATGGATCATTATGCTGCGGAA

TCCGTAGGAGCTCACAGTCTA
CTGGATGTCTACAATGGTGAA
CTGGTACGTGCTAGCCGGAAA
CCCGCTGGACATGTTCTTGAA
CCGGACTTTGATGAGTGCTAT
CTGGTGTTCGTGGCTCTGGTA
TCCATTCTCCTAGGAGACAAA
CCGGGACTGGTACTCAGACAA
TTGCTTTATCTTGCTCTTGAA
AAGGGTTATCTCTTTCATACA
CCCAGTCTGTTGAGTTAGTTA
CCAGAGCTATATATCCTTAAA

TCGGGACAAATTAGCTGCACA

CTCCATGGTTTGCATTATTGA

TACGATCAGCGTGACAGAGTA

TACGCCCAACTCTTTAGCCAA

CTGGTGACAAGCTATACCTAA
CAGGGTCTACCTGCTGTACCA
CAGGTTCATAGACCGAAGATA

CCCTTATGTATTCAAGCTTAA
TACCGTTTCACAAGGATTGAA
TCAGTCCATCTCTATAATAAA
ACCCTTATTATTTAGCTGTTA
CACCACGATTGTGACAGCGTA
CCGGCCATTTGTGGAATACAA
CCAGATCACCATGGTCATCAA
CAGAGTTAACCTAATGAGTCA
CTGGTCCACCACCATGTTGAA
TCGGTGGAAGTGGTCAACGTA
GGGCAACTTAGCCAAGTTTAA
GAAGTGGACTAAAGTATTAAA
CAAGATTCAGAAGGACTTGAA

CCGTATTTACTTAACAAGATT
TACGGACACTATTATCACTAA
CGGCGGCGAGTTCACCTACAA
TCCATCGAGTTCATCGATAAA
TCCCTTCTCTTCACTAGTCTA

CAGATAAATACTATTCATTTA

CGGACTAGATATGATATCTTA

TCGGTGTGTAATCACGTTCCA
ACCAGTGAAGACATATCCCAA
ACGGCGCTGCTCATCCTGCAA
GTGCCTTTATACAATGCCAAA
CTCTATTACCATTATGGATAA
CTGCTGAATGCTATCCTTGCA
CCAGACAATAAAGGGACCAAA
CAGACTGCAGACATTCTCAAA
ATCGACCATGGTCATCATGAA
CAGCTTAGCTAGCATTACTAA
CGCCGAGAGCTTCCTACTGAA
CCAGGGAGCCTTAAACTTATA

CACCAGTGTTATCAACTTGAA

CCCGACAAACTTCCCGATAGA

CCACCTAGCCATAGTCTCAAA

TAGGAAATGCTACATGCGGAA

TTGAATTGGTTGAATAATTAA
GAGGTGGTTTGATTTAAGAAA
CAGGGCAGCTTAAGTGGTCTA

CACAATAAGCCTGTTAAACAA
CTCAATGTACATCTTATTTCA
ACCCAATTCAGAGATTCTTTA
CCCAGGATTATATTAGCATTA
CTGGAGGGTATTAAAGAGACA
CAGGACAAAGTGTTAATTACA
CAGGAATGAATCTGCTACAAT
TACGGTCCTCTTTCTCACATA
AAACTTAGCACTTTATATTTA
ACCGGATGGTGCCTTGTTAAA
AAGCAACATAGAGTTTAAGTA
TTGGCTGAAGACACTGAAGTA
CACCCTGGAGATACTCTTAAA

AACAGATTCGTTGGAAGCTTA
TGCGGAATTGGTTAATACTAA
TACGACTTTGTCAAGAGGAAA
CAGGCCCGTTATAAATGTATA
AAGCCTGTATTTAACTCATAT

TGGGCAAACAGTAGACTTATA

AAGCCTTATAAACCAATCTTA

ATGGATGAAAGCAATCTGAGA
CAGCGCTATCACGGCTTCCTA
CACTGGTGTGCAAGACATCAA
GAGGCCAAACTTGAAATACAA
ATGAACAGGTTTATATTCGAA
CAGGGCATGGAAGGTTCTGGA
CCGGGCTACGTGTTCAACTCA
CACCATGATTTCACCATTCTT
CACGGTCCTCCTATACGGAAA
CTGGCCAAATAGCAAAGACAA
TTGGGTTAATACCAGCTTAAA
GAGCTGCAATCTAGTTAACTA

CTAGCATAATTTGTATTGAAA

CCGAATATTATCAAGGGATGA

CTGCGTATAAGGAGGAAGCAA

TTCGTTTAAGCCTATTAGTAA

TCACCTCTGTTGAAACATTTA
CAGGATGGACAGGATGACAGA
CCGAAGATACTACACACTTTA

ATGATGCAATTGAATTATTCA
CAAGCTCAATGTACATCTTAT
CAGGTGGACACAGGTGCCAAA
TAGCTGTTAAGTAACTATAAT
CCGAAATAAGATCACACACAT
AACCCAGTTGTTACTCTCTTA
CAAGCTCATGCTGTCTAGCAA
AAGGTCATATATACTATACAA
CGCGGGAAAGACCGAAAGGAA
ACGTACGATGATATCAATGTA
AAGCATGAGGTCCATCAGTAT
CAGGAGATGCCATTGCTGAAA
CTGCCTGAAAGTCTCATGTTA

TACGTTATTGTTATTATGGAA
TCAGCTGTGCTAAACAGTATA
GAAGATGAACCTGTCACTCAA
GCGGGTGGTCCTCGAGCTCTA
AAAGCCTGTATTTAACTCATA

AAGCATGAAACTTTACCCTAT

CAGATATATTTAAGCCTTATA



ENPP3
FBP1

FBP2
FLJ3233
2

G6PC
G6PC2
G6PC3

ILKAP
IMPA1
INPP1

INPP4B

INPP5A

INPP5B

INPP5D

INPP5E
INPP5F

ITPA

LHPP

LOC3878
70

LOC3897
72
LOC3909
97

LOC3910
25

LOC4009
27

LOC4424
28
LOC4743
38
LOC6429
40

LPPR2
MINPP1

ectonucleotide
pyrophosphatase/phosphodiesterase 3

fructose-1,6-bisphosphatase 1

fructose-1,6-bisphosphatase 2

likely ortholog of mouse protein
phosphatase 2C eta
glucose-6-phosphatase, catalytic (glycogen
storage disease type |, von Gierke disease)

glucose-6-phosphatase, catalytic, 2

glucose 6 phosphatase, catalytic, 3
integrin-linked kinase-associated
serine/threonine phosphatase 2C

inositol(myo)-1(or 4)-monophosphatase 1

inositol polyphosphate-1-phosphatase
inositol polyphosphate-4-phosphatase, type
I, 105kDa

inositol polyphosphate-5-phosphatase,
40kDa

inositol polyphosphate-5-phosphatase,
75kDa

inositol polyphosphate-5-phosphatase,
145kDa

inositol polyphosphate-5-phosphatase, 72
kDa

inositol polyphosphate-5-phosphatase F
inosine triphosphatase (nucleoside
triphosphate pyrophosphatase)
phospholysine phosphohistidine inorganic
pyrophosphate phosphatase

similar to protein tyrosine phosphatase,
receptor type, Q isoform 1 precursor;
glomerular mesangial cell receptor protein-
tyrosine phosphatase; glomerular
mesangial cell receptor protein-tyrosine
phosphatase precursor

similar to Osteotesticular phosphatase;
protein tyrosine phosphatase receptor type
V; protein tyrosine phosphatase receptor
type W; protein tyrosine phosphatase,
receptor type, V

similar to SET-binding factor 1 (Sbf1)
(Myotubularin-related protein 5)

similar to protein tyrosine phosphatase,
receptor type, U isoform 2 precursor;
protein tyrosine phosphatase J; protein
tyrosine phosphatase receptor omicron; pi
R-PTP-Psi

similar to TPTE and PTEN homologous
inositol lipid phosphatase isoform alpha;
TPTE and PTEN homologous inositol lipid
phosphatase

similar to fructose-1,6-bisphosphatase 2;
fructose-1,6-bisphosphatase isozyme 2; D-
fructose-1,6-bisphosphate 1-
phosphohydrolase; FBPase; muscle
fructose-bisphosphatase;
hexosediphosphatase

SUMO1 pseudogene 3

similar to myotubularin related protein 9
lipid phosphate phosphatase-related protein
type 2

multiple inositol polyphosphate histidine

56

25

-8

136
137
138

186

139
14
140

141
187
15

99

100

32

142

197
16

101

102

67

143

144

74

47

178

175

145
209

AACCTAATGTGTGATCTTCTA
CTCGCTCTGCACAGCAGTCAA
AGGACCCTAAATGAACGATAA

CAGAGTGACTTTACAACTTAA

CAGCAGGTGTATACTACGTGA
CAGAGTATTCATAGCAACACA
CAGGTGCTGGCTGGCCTAATA

ATGGAGGAATTCGAGCCTCAA
ACGAAGAGTAATTGCTGCAAA
CCGTAATTAGTACAAGTGAAA

AACGATTTGCCGCAAACTGAA

CGGAAGGTTATGCTCCAGTTA

TTGCGGGAACATACAATGTAA

CAGGTGCTATGCCACATTGAA

ACGCATCGTGTCTCAGATCAA
AAGACCTTTACGCATATTAAA

CTGGAGAAGTTAAAGCCTGAA

CAGGAGGAAACTAACAGTTCA

TAGCAGAAAGAGGAACTTTAA

TACATTCTAGTAAGCATCTTA

CAACCGCATGTTGACCACCAA

CTCATTAATTATGATTATTGA

TCCAGGTGATCTGAACCTGAA

CAACATTGTGACCATAGTTTA

CAGGCTTGTGGTGATAAATAA

CCGTGCGGTGATCGTGCCATA

CCCGTGTCTAAGCATGTGCAA
CACGGTCAAACAGATCCGCAA

CTGGCTGTTAGGAGTAAATCA
TTCCTAGAGAGCAGAAATAAA
CAGGTTATGCGCTGTACGGTA

CCCAGAGACTCGGATTATCAA

TGGGATCCAGTCAACACATTA
CTGGTGGGTCCAAGAAACTCA
GTGGCTCAACCTCATCTTCAA

CCCGCTAGCAGTGGCGATTCA
CCGGAAGAGACGAGTGCGGTA
TAGATTCAACTTATCAGTATA

CCCGGAAAGTGTGAGCGGAAA

TCGAGTGATGCGATGAAAGAA

AAGAAGAGGATTACACCTATA

TCCCATCAACATGGTGTCCAA

ACGGATTTCGAAGGAGATTCA
CAGATCTTCCATGGTGGCTTA

CTGGATGAGACTTGTTTCCAA

CCCAGTCACCTTTGCAGACAA

CACGATATGTTTGTCTTGGAA

TAGTTTAAATATATACAATAA

GAGGACGCCCATGTTCTACAA

CAAAGGATTCCGGAACAGAAA

ATGGATGTTCTTCTTCGAGTA

CAAGATTAGTAAGAAAGGAAA

AAGGAAGGTGAATATATTAAA

CTCGGAGCAAAGCATGGACAA

CCGGGACAACTTCAGCCCTTA
CCGAGTGCAGATGTTATTAAA

TAGCAATTTGGTACCTATGTA
CCTGGTTATGAACATGTTAAA
TCCACTTAATCACATACAGAA

CAGGATCTTGAACAGCCCAAA

CTGGCTTATTCCCATGTGTGA
TGGTTAAATCTTATATTTAAA
CACATGTTCAGTGCCCAGGAA

TCGGGCAATCTTGTGTCGTTA
TAGAAAGTTAACTGTTTGGAA
CTGATGGGAGTCATCAATCAA

ATCGATGTCAGTGACACTTGA

AACAATAATATCATGGGAGAA

GAGGGCAATACAGGCATTTAA

CCCGGGACTGTTGACAGCCAA

CACGTACGACAGCACCTCCAA
CTGAAATAATGTGTTTCTGAA

GAGGAGGTCGTTCAGATTCTA

CCCGGTGTGTGCAGGAGGAAA

CCAGGTGGTATTGTTAAAGTA

AAAGCAATATGTAAATCTTAA

CAGGAGGGTCCTGTTGGCTCA

TCCACAGACAAACGAATTTAA

CAGCCTTATGGACTCTCTCAA

CTCATTATTCATTATTGTTTA

CTGCGTTGTGCATAACTTTCA
AAGTCGGAAAGTACAATGAAA

ATGGTTATAACAATGAGTTTA
CTCCAACGACCTGGTTATGAA
CTCAATGCTGACGGCCATCAA

TCGGATTATCAATGCAGAGAA

TAGCAGAGCAATCACCACCAA
TTGGTTAAATCTTATATTTAA
CTGGGAAATGGCCAGAAGATA

TTCGGTGATCTTTGGTCTGAA
CCAGATTTGGTGACTCATCAA
CACCAGCAGCTGCAACTGAAA

CTCCATAGATTTGAAACAGAA

CGAGTGCAAATGGTCAAGAAA

CTGCGAGATACAATTGTGAAA

TCGGAATTGCGTTTACACTTA

CAGAAATGTGCCCGACACCAA
TACCATCTCCTGATGACTCAA

CAGGAGGCAGTTCGCCAGGTA

ACCACTCACCATGGGCCTTTA

CAGGATCGTGTTCACAAGGAT

AACATTATGTTGTATAGTTTA

CAGATGAGTCTCAGCACAAAT

CTGGTGTCACCTATCAGTAAA

CACCTGGATGCTACCAGGCTA

CAGAGAATTGCTGATAATCAT

CCGCGTGGCCGAGTACCGAAA
ATGAAATTCTTCCTACTTATA



M-RIP
MTM1
MTMR1
MTMR2
MTMR3
MTMR4

MTMR5
MTMR6
MTMR7
MTMR8
MTMR9
MTMR10
MTMR11
MTMR12
MTMR13
MTMR14
MTMR15

PDP2
PDPR

PHOSPH
01

PHPT1

PIB5PA

PIP3AP
PLIP
PME-1
PNKP
PPAP2A
PPAP2B
PPAP2C

PPEF1

PPEF2

PPFIA1

PPFIA2

PPFIA3

PPFIA4

PPM1A

PPM1B

PPM1D

phosphatase, 1

myosin phosphatase-Rho interacting protein
myotubularin 1

myotubular related protein 1

myotubularin related protein 2

myotubularin related protein 3

myotubularin related protein 4
myotubularin related protein 5; SET binding
factor 1

myotubularin related protein 6
myotubularin related protein 7
myotubularin related protein 8
myotubularin related protein 9
myotubularin related protein 10
myotubularin related protein 11
myotubularin related protein 12
myotubularin related protein 13
myotubularin related protein 14; hJUMPY

myotubularin related protein 15
pyruvate dehydrogenase phosphatase
isoenzyme 2

pyruvate dehydrogenase phosphatase
regulatory subunit

phosphatase, orphan 1

phosphohistidine phosphatase 1
phosphatidylinositol (4,5) bisphosphate 5-
phosphatase, A
phosphatidylinositol-3-phosphate
associated protein

PTEN-like phosphatase

protein phosphatase methylesterase-1
polynucleotide kinase 3'-phosphatase
phosphatidic acid phosphatase type 2A
phosphatidic acid phosphatase type 2B

phosphatidic acid phosphatase type 2C
protein phosphatase, EF hand calcium-
binding domain 1

protein phosphatase, EF hand calcium-
binding domain 2

protein tyrosine phosphatase, receptor type,
f polypeptide (PTPRF), interacting protein
(liprin), alpha 1

protein tyrosine phosphatase, receptor type,
f polypeptide (PTPRF), interacting protein
(liprin), alpha 2

protein tyrosine phosphatase, receptor type,
f polypeptide (PTPRF), interacting protein
(liprin), alpha 3

protein tyrosine phosphatase, receptor type,
f polypeptide (PTPRF), interacting protein
(liprin), alpha 4

protein phosphatase 1A (formerly 2C),
magnesium-dependent, alpha isoform
protein phosphatase 1B (formerly 2C),
magnesium-dependent, beta isoform
protein phosphatase 1D magnesium-
dependent, delta isoform

25

48
49
50
51
146
75

147
33
69

103

104

148

149

127

150

151
93

105

179
76

52

152
77
34
78

106

107

108

79

109

153

154

53

54

214

80

110

AAGCGGGACTTCACCAATGAA
CGAATAGGTCATGGTGATAAA
not disclosed -
validated
AACGATATGAACTTTGTGATA
GACCCTTATTACCGAACCATA

TCGGCACTGGAGAGTACCAAA

CAGCGCCGAGCTCTTCCGTAA
CCCGGATAGCAAGCAAACCAA
CACCGATATGGCAATCTAGAT
CAGCCCAAGCAGAGTATGCTA
CAGACCTAGTATTCTAAGTTA
CTCGATGGTTAGAATATGTAA
CAGGGTCCCTGCATAAATTTA
CAGATAGCCTGTATATACCTA
CCAGATTATATTATCCAGAAA
AAGGAATATAAAGATCGGGAT
CTGGTCAGAAGTTATATGTAA

CAGGACGATCATCATGGAGGA

ACCACATAGCCCAGTGATTAA

CGCCAACATGTGCAAGCACAA
CACGCCATTTCAACTGAGAAA

CAGGTAACATTCAGTGAGGAA

CAGGGTCATGGCATACCAATA
CAGCTGCGGCTCAGCACAGTA
AACATCGAGCTCTGTTGTAAA
CACGTGAACAGGGACACGCTA
AACCCTGTCTGTTTACTGTAA
AGCGATCGTCCCGGAGAGCAA
CCGGGTCAACTGCTCGGTCTA

CAGCATTAGTACCTACATATT

CACATGAATATCGACATTACA

AACGGCCTATTTAATATGTTA

AACGTTTGGGTGACTCATGAA

ACGGCTCAACTATGACCGGAA

CAGGATAGCTGGGTCCATTCA

AAGCGTGATTTCAAACCATAA

CACCTAAGCATATCTACTTTA

ACGGGTCTTCCTAGCACATCA

CCGGACCAACAAGCAGAATCA
TCGGTATGAGTGGGAAACGAA
not disclosed -
validated
CTGAGGGAGTCTAACAAGTTA
TTGCCTTTAGCCGAATGTAAA

TTGCCATAGATGTAACCTAAA

CCGCGTGGTGTGGCCCTGTTA
CCCGTAAATGATGCTCTTCGA
CACGCGGATGGGCCTCCCTAA
CGGGAAGATCTAAGAGTCTAT
CAGGTCTAAGGATTAACTATA
CAACCAGAAACTGAAATTTAA
CACCCTTACCTTCCTGAGAAA
CTGTGAGAGATTGCCAGCATA
AAGGGTAACCGTGGACCTTAA
GACGGTTTGTCTGCCCAGTAA
CAGGTTGGCTTAATAAATTCA

TAGACAGGACAGGTTAATTTA

ATCTCTTATCTCCTTGATATA

TCGGGTCCGGACAGCCAGTAA
TCGGGCGACATGCAGAAGCAA

CTGGGACTGGATCGGCTTATA

TGGGATGTGGATTATGCTTAA
CACCTTGGACAACCTCCAGAA
AGGCGATACATCTGAGTTCAA
CACGTGTGAGACAGCCCTGAA
CTGACATTGCCAAGTATTCAA
CAGCACAATTTCAGAAGAAAT
TCGCTCGGACTTCAACAACTA

CCCAATCGGTACAATCGTTGA

CTGCAGGAGCATTGCGCTTAA

CACGAGGTTGGTCATGAAAGA

TACCAGCTGGATTTAGGTTAA

CACGGGTAAAGAGAACTGTTT

TGGGTGTGTACGTACCAATAA

TTCCATGAGTATTGCAGGTAA

CGAGATAACATGAGTATTGTA

CTCGGCGTCGTCGAAGATAAA

CGGGAGCTAGAGAAACTTCGA
GACATTGTTTATCCTAATGTA

ACCACTGCAATTCACATTATA
CAGCCTTAAATCAAGAATATT
AAGAGTGGCTCTCACGGCTAA

TCCGGTCGTTACCGACCACTA

TACAAAGTTACTGTTTAACAA

GGGAATTACTTTACTGATTAA
ATGCCTGAACCTGTTATCTAA

CAGGAATTAGACCATATTTAG

TAGCTACAAGATTCAGCTTTA

TACAACTATAAAGGAGGTGAA
CCGATTCCACGTTTCCTTTAA

CTGGAGGTCATCCATTAGGAA

CCGGCACTCCGTTAGAATAAA
AACCTCCAGAAGGGAGTCCAA
AGGAAGGAAGTGAGTCTATAA
CGGGAAGTCCACCTTTCTCAA
CATGCTGTTTGTGGCACTTTA
CCGGATCTATTACCTGAAGAA
ACCCGCGTGTCTGATTACAAA

ATCGAATATGCTGATGAACAA

CCCACAAGCTACAAATGCTAA

CTGGTGTTTCCGAGACGGATA

TCCAATGAACGCCTACAACTA

TCGAATGTTAGATCACCTTAA

CAGGGACTCAGTCCAGATTAT

CAAACCATAATTCGTGTTGTA

CAACCAAGTGTTTAGAATGAA

ATGGCCAAGGGTGAATTCTAA

GCGACGGTTCTTCATCCTTTA
CGGTATGAGTGGGAAACGAAA

TAGGATGAGTTTAGAACTGTA
AGCATGTAACTTCAAGGTTTA
CCGGCTGCATATCAAATTCAA

GACGCCTGTGTTCCACAATTA

AAGGGAAGTACAGATAGTTTA

TGCCATGAGGTTTATATTTCA
TACGTTGGAATAGATCCTCTA

CCCATCCTATTGTCAAGGTTA

TTGGAGCAAGTATGTACTTAA

CCGTCCCTATCTATTCAGTTA
TAGCCTGGCCACAGAATTAAA

ATGGGAATACCTACCAGGTAA

CCCGGCACTCCGTTAGAATAA
CAGGAGTGGAAGAGACTAGGA
ACGGCAGCGATTATTAGTAGA
CAAGCTGGTGATCTTCACCAA
CCGGGCAGAGACCATGTTTGA
CCGGGCACTTGCATACTCTTA
CATGGTGTTCTTGGCGCTGTA

CTGGGAAACCCTCTTCAATAA

CGGAGCATTGATTTCAACAAA

TTCCAAGGTACAAACTCTTAA

ACCGATGAAACTAGTCAAATA

CTGGTGGACGCTCGAATGTTA

TCCCTGGGTAATGGATGGTAA

TAAGCGTGATTTCAAACCATA

TAGCCTAACTACACACATCAA

TACATGGAGGACGTTACTCAA



PPM1E

PPM1F

PPM1G
PPM1L

PPM2C

PPP1CA

PPP1CB

PPP1CC
PPP1R1
0
PPP1R1
1
PPP1R1
2A
PPP1R1

PPP1R1
4D
PPP1R1

PPP1R1
6B
PPP1R1
A

PPP1R1
B
PPP1R1
C

PPP1R2
PPP1R2
P9

PPP1R3
A
PPP1R3
B
PPP1R3
C
PPP1R3
D
PPP1R3
F

PPP1R7

PPP1R8
PPP1R9
A

protein phosphatase 1E (PP2C domain
containing)

protein phosphatase 1F (PP2C domain
containing)

protein phosphatase 1G (formerly 2C),
magnesium-dependent, gamma isoform

protein phosphatase 1 (formerly 2C)-like
protein phosphatase 2C, magnesium-
dependent, catalytic subunit

protein phosphatase 1, catalytic subunit,
alpha isoform

protein phosphatase 1, catalytic subunit,
beta isoform

protein phosphatase 1, catalytic subunit,
gamma isoform

protein phosphatase 1, regulatory subunit
10

protein phosphatase 1, regulatory (inhibitor)
subunit 11

protein phosphatase 1, regulatory (inhibitor)
subunit 12A

protein phosphatase 1, regulatory (inhibitor)
subunit 12B

protein phosphatase 1, regulatory (inhibitor)
subunit 12C

protein phosphatase 1, regulatory (inhibitor)
subunit 13B

protein phosphatase 1, regulatory (inhibitor)
subunit 14A

protein phosphatase 1, regulatory (inhibitor)
subunit 14C

protein phosphatase 1, regulatory (inhibitor)
subunit 14D

protein phosphatase 1, regulatory (inhibitor)
subunit 15A

protein phosphatase 1, regulatory (inhibitor)
subunit 15B

protein phosphatase 1, regulatory (inhibitor)
subunit 16B

protein phosphatase 1, regulatory (inhibitor)
subunit 1A

protein phosphatase 1, regulatory (inhibitor)
subunit 1B (dopamine and cAMP regulated
phosphoprotein, DARPP-32)

protein phosphatase 1, regulatory (inhibitor)
subunit 1C

protein phosphatase 1, regulatory (inhibitor)
subunit 2

protein phosphatase 1, regulatory (inhibitor)
subunit 2 pseudogene 9

protein phosphatase 1, regulatory (inhibitor)
subunit 3A (glycogen and sarcoplasmic
reticulum binding subunit, skeletal muscle)
protein phosphatase 1, regulatory (inhibitor)
subunit 3B

protein phosphatase 1, regulatory (inhibitor)
subunit 3C

protein phosphatase 1, regulatory subunit
3D

protein phosphatase 1, regulatory (inhibitor)
subunit 3F

protein phosphatase 1, regulatory subunit 7
protein phosphatase 1, regulatory (inhibitor)
subunit 8

protein phosphatase 1, regulatory (inhibitor)
subunit 9A

2
7
92

155

156

11
112

113

81

188

82

215

157

158

83

180

189

159

198

160

199

216

84

35

85

161

86

162

210

190
200

163

206

CCCATTTAGGTCTGTACTAAA

ATGGTTGGCCACAAACAATGA

CAGGACCTGAGGACTCAACTA
CAGGACTACGAGAAAGACAAA

ACCGATTAAGGCCACAGGATA

AAGAGACGCTACAACATCAAA

TACGAGGATGTCGTCCAGGAA

AACATCGACAGCATTATCCAA

CCCAGCCTGCTGAGAAAGATA

AACATGAGTAGCGAACACTTA

ATAGTACTCAACCATAATTAA

CAGGGTGTTGCCTCTAAAGAA

CAGCGGGACCTCAACCCAGAA

CGCGATGATGCCGATGATATT

CCCGATGAGATCAACATTGAT

AAGAGCTGCTTTCTCGGATAA

CAGGAGCTCTTCCAGGATCAA

CCAGTTGTTGATCTTATGCAA

AAGGTGCTAATTTGGAGCCAA

ACGGGCGAGAGTAGCAGTGAA

AAGGATCACACCCACAATGAA

ATAAATCTTTGTAAATAACAA

CTCGATCTGGAATTACAGCTA

CACTACACGTACTGTAATAAA

ACGTACAGAGATTACGATTTA

CACATCAGTATAGGCCATCAA

CACCCAAGTTCTTATACGTTA

TACGATGAATTTCAACGACGA

CAGGTACCCACCAACTTTATA

CGGGTTGGTACGCGTGCTGAA
CACAAACCCAATGGCAATAAA

CAGGCCCAGGAACTGAAGAAA

CTCCAATGTCAACAGAATTAA

GAGGCGGTTTATAGTCAGAAA

CACCTGGTGGTCTGATTCATA

CCAGAGGATGAAGTAGAACTA
CTGGTGGTCTTAGGTCTATAA

CAAGATAGTAGTATTATTACA

CCGCAATTCCGCCAAAGCCAA

TAGGAATATGGTCGGGCTGAA

CTGGTTATAACAGCAAATGAA

CCGAAGGACCGTCACTACATA

CGCCCTAACTTTGCTTGCTAA

CAGAATTAACCCGTGAGTTAA

CGGGAGGTAGTAATCCTACAA

CAGGAGGACCTTCGGAACCAA

CGGGCTGAGAGTCCGGTTTAA

TTGTATTTAATGGTTCTGTAA

TAAAGTTGTATGAACCCTTAA

CCGCCTGACAGTGAAGTATGA

TGGGTTTATATAAGGAATAAA

CAGGGTTACTACCTCAGTTTA

TCGCAGATCTTTGATATCGTA

TTGCCCAGATACATACCTAAA

CAGCTTGTTTGAAGCCCTTGA

TTGGAACTGGTTAGTACCTAA

TACCACTGATTTAGAAACAAA

CTGGAGGGCGGTGGACGGCTA

TCAGGTGGGATTAATTCTGAA

CCCGCTAGATATGCCATTCAA

TCCGGAGAATCAAGATCTTAA

CTGAGTTAGGCAATCACTTAA

AACATGGATGATAACACCTTT
TCAGATGCCGTTGCAATTAAA

TACAAATAAAGATGCCCTAAA

GAGGGTAATATTTATCCTCTA

TTGGTTCTATAAACTAGATAA

ACCAAGTATTGCTTGGCTTAA

TACTCTGTGAACTTTATTTAA
AAGCGTGAACCCATATTGATA

CAGAATATCATATAATGTTTA

CTGCCTGCTGCTGGCCTATAA

AAGTATGTTGGTTAATAGGAA

CTGCGGTGAAGTTGAGGCTTA

CACAGGATCAGCTGCACTTAA

CAGAGATCAGTCAAATCCATA

CAGGCAGGCTATGATGTTAAT

CTGGTTGTTGTTATATAGTTT

CAGGCGCTTTGGCCTCCTGAA

CGCCTTAAATAAGTCAGTTAA

TAATGGTTCTGTAACAATAAA

AACCCTTAATTTGAAGAACTA

CAGGCCTGCCCTGAAACTCCA

GTGGGTTTATATAAGGAATAA

AAGGCTTTGTACAGACAGGTA

CAGGCAATTTCGTTCCTGGAA

CAGGGAAGAGTTCTTCCCTTA

CAGGGATTTGCCCTTCACAAT

TAGGATTTATGTTATAGATAA

ATGAGATATATAATCAAAGTA

AACGAAGAATTGAACATCAAA

TAGGCCATCAATATCACAATA

CAGACAGTACTTTAAATGTTA

TGGCCTCTTATCGATGAATTA

AAGGATAGCTTTCTTCGGTAT

ACCGAAGACCCTGATGATGAA
TTCAGATGCCGTTGCAATTAA

CTGCTGAAGTTTCTTATTTAA

AAGGATGATTATCTTAAGTTA

CCGCCTAATCATGTGTTTATA

CAGGTGGTGTTAATAAGCCAT

GAAGTTGTAGATTTCATTCAA
CTGTAGAGTCACATATATGAA

ATCGTACTTCTTATTTAGTAA

CAGCGAGAAGCTCAACCTGGA

CACTATTGGATGTGATTCTAA

GAGGAGTAAGTGTACAATTGA

CAGCAACATCTAAGCCCTTGA

TGGCTTGAGATTGGTCACTTA

AACGAAGAGCTCTAGAAAGAA

TAGGAAGATCAGCATATTTAT

TTGGAGGAACTGGCCCGGAAA

ACCAGCGGCGGTGGAGTTAAA

GCCCAGCTTGCTTGTGTATAA

CCGCAGAAGAAGAGTGTATGA

GAGCCTGAGATTGACCTGGAA

CAGGATCAGCCGAGGATGAAA

CAGGTTTATTGTGTCCTACTA

ATGGAGCTAGTCTCAGTGCAA

GAGGAGGTATCTTGGGATCAA

CTGAGTCTCACCTGCAGTCTA

AATGAGTTTAATTGACTTCAA

TTGAATGAGATATATAATCAA

CAAGATGTGAAGAGAAAGAAA

CAGAGGAAACTACTTCAAATA

CTAGGATGACATGATGTTATA

AGCCTTCAACCGATTACTTAA

TCAGGTGACTAGAGAATTTCA

CACAATAGAGCTCTATGAGAA
CCAGATCAAGAAGATTGAGAA

AACCCTGAAGCTGTAAATGAA

CTGCAGTTGGATGGAAATAAA



PPP1R9
B

PPP2CA

PPP2CB
PPP2R1
A
PPP2R1
B
PPP2R2
A
PPP2R2
B

PPP2R2
C
PPP2R2
D
PPP2R3
A
PPP2R4
PPP2R5
A
PPP2R5
B
PPP2R5
C
PPP2R5
E

PPP3CA

PPP3CB

PPP3CC

PPP3R1

PPP4C
PPP4R1
PPP5C
PPP6C

PR48
PSPH

PSTPIP1

PSTPIP2

PTEN

PTP4A1

PTP4A2

PTP4A3

PTPDC1

protein phosphatase 1, regulatory subunit
9B, spinophilin

protein phosphatase 2 (formerly 2A),
catalytic subunit, alpha isoform

protein phosphatase 2 (formerly 2A),
catalytic subunit, beta isoform

protein phosphatase 2 (formerly 2A),
regulatory subunit A (PR 65), alpha isoform
protein phosphatase 2 (formerly 2A),
regulatory subunit A (PR 65), beta isoform
protein phosphatase 2 (formerly 2A),
regulatory subunit B (PR 52), alpha isoform
protein phosphatase 2 (formerly 2A),
regulatory subunit B (PR 52), beta isoform
protein phosphatase 2 (formerly 2A),
regulatory subunit B (PR 52), gamma
isoform

protein phosphatase 2, regulatory subunit
B, delta isoform

protein phosphatase 2 (formerly 2A),
regulatory subunit B", alpha

protein phosphatase 2A, regulatory subunit
B' (PR 53)

protein phosphatase 2, regulatory subunit B
(B56), alpha isoform

protein phosphatase 2, regulatory subunit B
(B56), beta isoform

protein phosphatase 2, regulatory subunit B
(B56), gamma isoform

protein phosphatase 2, regulatory subunit B
(B56), epsilon isoform

protein phosphatase 3 (formerly 2B),
catalytic subunit, alpha isoform (calcineurin
A alpha)

protein phosphatase 3 (formerly 2B),
catalytic subunit, beta isoform (calcineurin A
beta)

protein phosphatase 3 (formerly 2B),
catalytic subunit, gamma isoform
(calcineurin A gamma)

protein phosphatase 3 (formerly 2B),
regulatory subunit B, 19kDa, alpha isoform
(calcineurin B, type I)

protein phosphatase 4 (formerly X), catalytic
subunit

protein phosphatase 4, regulatory subunit 1
protein phosphatase 5, catalytic subunit

protein phosphatase 6, catalytic subunit
protein phosphatase 2A 48 kDa regulatory
subunit

phosphoserine phosphatase
proline-serine-threonine phosphatase
interacting protein 1
proline-serine-threonine phosphatase
interacting protein 2

phosphatase and tensin homolog (mutated
in multiple advanced cancers 1)
protein tyrosine phosphatase type IVA,
member 1

protein tyrosine phosphatase type IVA,
member 2

protein tyrosine phosphatase type IVA,
member 3

protein tyrosine phosphatase domain
containing 1

31

25
92
-8

25

2

164

40

68

55

181

56

36

165

114

37

41

211

87

191

201

192

57

193

194
166
24
182

212
25

183

115

195

116

117

66

88

CAACTCGAAGCTGGTCAGCAA

ATGGAACTTGACGATACTCTA

CCGACAAATTACCCAAGTATA

ACGGCTGAACATCATCTCTAA

CAGAAGTTAGGTCAAGATGAA

ATGGAAGGTATAGAGATCCTA

CAGGAAATGATTGGAATAGAA

ACCGCTCATTCTTCTCGGAAA

CAGAGACTACCTGTCGGTGAA

ACCTGTAGTAATCATGAACAA

CTCCGGGTGGATGACCAAATA

CAGCGTATTCTGATATAGTAA

CCGCATGATCTCAGTGAATAT

AACGAGCTGCTTTAAGTGAAA

CACCGGGATTGCAAATCTAAT

TAGCGATATAGCATACCCAAA

AAGGGTTTGGATAGGATCAAT

CAGGCTTTCCATCACTTATTA

ATCCTTTAGTACAGCGAGTAA

CGGACAATCGACCGAAAGCAA
CAGGCGTTGTTAGATCAGTAT
CCCGTTGGCCCAGTGCATCAA
CACAAATGAGTTTGTTCATAT

CACGTGTCTCTGTCACGTGAA
CCGGCATAAGGGAGCTGGTAA

ACCGGGCGCTCTACGATTATA

CCACGTTATGTCAGCAATGAA

AAGATTTATGATGCACTTATT

ACGCCTTAACACAGCTCTATA

AACAGCATACCTGCTAAGCTA

CACCCAAGTATTTGCACAATA

CGGAATGTTGAGTGCCTTCAA

CCCGGGAGGTGCGCAAGATTA

CAAACAATCATTGGAGCTTAA

TGGGATCTGTCTTGGCATTAA

CTGGTGTCCGATGCCAACCAA

CAGGAAATAACTACTAAGCAA

CTGCAGATGATTTGCGGATTA

CAGGGACTACTTGACCGTCAA

CCGGGACTACCTTACAGTCAA

TAGGTGGTTACCACAACAGAA

CAGGAGGATTTCATCCCTCTA

CTGAGGTGGCTGTTTACCTAA

CTGTATCATGGCCATAGTATA

CCGGTTCATCTATGAATTCGA

CCCATTGGAACAAGTAAGAAA

CCGGTGATATTGACAATAGGA

TCGGCCTGTATGGGACTGTAA

TAGGAGATTAGATAGATTCAA

CCGAGGGTGCTCTTATTTCTA

GCCCATATAATTGGTAATGGA

TCGCCAGATCACGCAGGTCTA
TGGGAGTGCTGCAGTCTTTAA
CTCGTGGAAACCACACTCAAA
CAGCAGCAAAGTTGTTATTCA

CTGGGCCTGAGTGAGCAGTAA
TGCCAATAGGCTGAAATTCTA

CCGGCTGACCATTCTCCGCAA

CCGGCTAGTGCTTCTGTGATA

CAATTTGAGATTCTACAGTAA

CCCTTTGATCACGTTAATCTA

CAGAGAATGCTGGTAGCTTAA

CCGCGGAGCCATCAACAGCAA

TACGTAGATACCAGAGGCCAA

CACTGAGGAATTCCAATTCTA

ACACCTCGTGAATACAATTTA

ATGGAATTAGATGACACTTTA

CAGAGAAATAAAGGTCTAGAA

CTGACGTTCGTTTGAATATCA

CTCGCCGTGTCTGGCACTGAA

CCGGAAGATCCAAGCAACAGA

TACTGTCACATCATAGATTTA

TTCATCCATATCCGATGTAAA

ACCAAGGTAATCAAACTAATA

CCGCTCCCTAAGGGTAACCTA

CATGGCCATAGTATATTGTAA

CCGGGAGCGTGAGTACCTCAA

CTGCTACTTCAGTAAGAATAA

CTCGTTCTATATCTCATCACA

CACGCTTCAGCTACTATCTAA

TAGTTTATTGTGAGTACTCAA

CTGGACCGAATTAATGAGCGA

TCCCTTTATAGTTTCTCTATA

CTGGACGAGCATCTCCAGAAA
AACCTGGTAACTACAAATCTA
CAAGGCCTTCTTGGAAGAGAA
CACCCTGGACTCATTTGAGAA

TGCGTTTGTACGGAATGATAA
TAGGCTGAAATTCTACTTTAA

CAGCATAGACGCCGACATCGA

CTCAGTGGTGCAAGATTTAAA

ACGGGAAGACAAGTTCATGTA

CCGACCCGTTGCCATGATTAA

ATGCAACAATAGATTCCATTA

CACCTTCATTGAGGACCTGAA

AGGCTATACATAAGTATTGTA

CCGGGAGGTGCGCAAGATTAA

CAGATACAAATTACTTGTTTA

CACCGGATACAAACTACTTAT

TCCCATCTTGGGCAAAGACAA

TGGACCAATTCTAGATACCAA

AAGCGAGACATAACCCTAGAA

CGGCTACAAATAACCTATATA

GAGGTTATTCTCAGTGGATTA

CCGCTCCATTAAGAACAGTGA

TAGCATAACATTACCAAGGTA

CGGATTCATCCTTACCCTCAA

CATCAGTATAATATAATTAAA

AAGCCAGGGTGGGAACCCTAA

CTGGAAATATTGGGAAGTATA

AAGGACTTCAATCCAAAGTTT

CTGACATATACTGGAAATGTA

CAGCCCGGAAAGAAATCATAA

CAGGAATAAGATCAGAGCCAT

GAGCCTCATGAAGCCAACTAA

CCAACTGGTGATGGAAGGTTA
CAGCTAGTAATGAGAATGATA
CACGGAGGCCTGTTCAGTGAA
CTGGTTTGGTCAGATCCTGAA

CACCTTCTTCAACATCGAGAA
CAGAGACTCATAGCAGAGCAA

CAAGAAGGCCATGGAGTCCAA

ACGAATAAACTTCTTCCGGAA

TCGGCTTCTCCTGAAAGGGAA

CACGTTAATCTAAATCTAGAT

AGGGACTGTGTTGCTTGTGAA

CCGGTGGAGGTGAGCTACAAA

AACAGAGGGTTTCAAAGCATA



PTPLA

PTPLB

PTPN1

PTPN11

PTPN12

PTPN13

PTPN14

PTPN18

PTPN2

PTPN21

PTPN22

PTPN23

PTPN3

PTPN4

PTPN5

PTPNG

PTPN7

PTPN9

PTPNS1

PTPNS1

L2

PTPRA

PTPRB

PTPRC

PTPRD

PTPRE

PTPRF

PTPRG

PTPRH

PTPRJ

PTPRK

PTPRM

PTPRN

PTPRN2

protein tyrosine phosphatase-like (proline
instead of catalytic arginine), member a
protein tyrosine phosphatase-like (proline
instead of catalytic arginine), member b

protein tyrosine phosphatase,
type 1

protein tyrosine phosphatase,
type 11 (Noonan syndrome 1)
protein tyrosine phosphatase,
type 12

protein tyrosine phosphatase,

non-receptor
non-receptor
non-receptor

non-receptor

type 13 (APO-1/CD95 (Fas)-associated

phosphatase)

protein tyrosine phosphatase,
type 14

protein tyrosine phosphatase,
type 18 (brain-derived)
protein tyrosine phosphatase,
type 2

protein tyrosine phosphatase,
type 21

protein tyrosine phosphatase,
type 22 (lymphoid)

protein tyrosine phosphatase,
type 23

protein tyrosine phosphatase,
type 3

protein tyrosine phosphatase,
type 4 (megakaryocyte)
protein tyrosine phosphatase,
type 5 (striatum-enriched)
protein tyrosine phosphatase,
type 6

protein tyrosine phosphatase,
type 7

protein tyrosine phosphatase,
type 9

protein tyrosine phosphatase,
type substrate 1

protein tyrosine phosphatase,
type substrate 1-like 2

protein tyrosine phosphatase,
A

protein tyrosine phosphatase,
B

protein tyrosine phosphatase,
C

protein tyrosine phosphatase,
D

protein tyrosine phosphatase,
E

protein tyrosine phosphatase,
F

protein tyrosine phosphatase,
G

protein tyrosine phosphatase,
H

protein tyrosine phosphatase,
J

protein tyrosine phosphatase,
K

protein tyrosine phosphatase,
M

protein tyrosine phosphatase,
N

protein tyrosine phosphatase,
N polypeptide 2

non-receptor
non-receptor
non-receptor
non-receptor
non-receptor
non-receptor
non-receptor
non-receptor
non-receptor
non-receptor
non-receptor
non-receptor
non-receptor
non-receptor
receptor type,
receptor type,
receptor type,
receptor type,
receptor type,
receptor type,
receptor type,
receptor type,
receptor type,
receptor type,
receptor type,
receptor type,

receptor type,

25
7

50

85
58
69

25

2
25

25

89

118

58

167

119

120

202

121

168

59

213

169

92

170

26

122

123

196

60

171

61

172

38

62

124

125

63

ACCACTTGCCATACTTCATTA

CACGGCGTACCTGGTCATCTA

CACGTGGGTATTTAATAAGAA

CAGAAGCACAGTACCGATTTA

AAGCTTAATGAGGAAATATCA

CGGTCTATTCTTACTAAGAAA

AAGGGCGATTACGATGTACAT

CAGGCAGACATCAGTCCACAT

AACTGTATTCATACATGTCAA

GAGGAGACCATTCAATTTCAA

CCGGGTAGAACTATCCCTGAT

AACCTTGTACAGTCCATGCAA

CAGGTTATTCAGCGATAGTTA

CTCCGAACAAATAGTAAATAA

ATCGAGGAGATGAACGAGAAA

CCGGAACAAATGCGTCCCATA

CAGGTCTACCTCAGGACTGAA

ACCAAACTAGAGTGAAGCTAA

CGCCTGTAAATTACTGAGAAA

CAGGGCCAAACCGGAAATTAA

CAGAGTGATCATTCCAGTTAA

CCCGGAGATGTGGATAACTAT

AACCGTTATGTTGACATTCTT

ACGGCCAGTCCCGAACAGTAA

ACCACGGGCAATTAAACTTTA

CAGCGCTATCTAGATAGGTAA

AGGGTGAAGTTAAGACCTTTA

CCGGGACGTTGTACAATTTCA

TCCGAGTATGTCTACCATTTA

CCGGGTTAAATGCTATAAATA

AAGGGTCAAATGCTGCAAATA

CACCCTTCACTGAGTTACGAA

AAGGTGCTAAAGAGATTGATA

CACTGTTTAATTGGAATTGTA

CAGCCAAGAAATAGTTTGGTA

CAGGCATGCCGCGGTAGGTAA

CCGCTCATGACTATACGCTAA

TTGCAGGTTATCAGAGATCAA

TCCAGGTACATTAAAGATGAA

CGGTGTGGCATTTACAATATA

CCCAATGACTGTAGCATTCAA

CCGCTGTACTTGGAAATTCGA

GTGCATAGATTTCTATCTTAA

TGGGATGTACGTTGTTACCAA

CCGCCAGATCCTTACGCTCAA

CCGGGTATTATTGCAGGGAAA

TCCGTCATCAACACAAGCTAA

CACCAACATCGAGGAGATGAA

TAGGCCCTGATGAGAACGCTA

CTGGCATTTATGACAGACAAA

AGGAACGGAGCGAATAATATA

CTCGCTGTGGACGCCTGTAAA

CCGGAAATTAATCTACAATTT

CCGGAGAATGGCAGACGACAA

CCGGTCGACTTTATCAAGTTA

AAGAATTGCGATTTCCGTGTA

CTGGGTGTCATTGAAGCAATA

CCGAGTGATCCTTTCCATGAA

CATCGTGTTTGCAAAGGTTAA

TCGGTGAGCTCTATTCTAATA

CCGGGTCATTGTATACGTGTT

TCGGGTAGAAATAACCACCAA

CTGGAGATTAGTGTATGATTA

CACATCCGTAGTTATGCTAAA

CAGGTCTGGCTTGGCACCCAA

CAGCGCAGTTTAGCAGTTAAA

CTGGTGAACTTCTTACAATAT

TACGCTTAACTTTCTATGCAT

CAGGAATAGGCATTTGCCTAA

GCGGTCCAGCATTATATTGAA

CTGCTTGTAGACATGTTAATA

TCGATGGATAAGTATCATATA

CTGGCCCAAACTAGGTTCAAA

GTGGGCCTGGATCAAAGTTAA

TCGATTGAATTGTACTGGATA

AAGCACCTCCTTACCGGGCAA

CCCAGGGTCCTTTATCTACAA

CTGCGTGAGCTTATCCAGAAA

CCGAGAAATGCTGGTCACAAA

CTCCGTCATCAACACAAGCTA

CAGCTGAGGGAGAGTTCTCTA

CCGCACCTCGTCCAAACACAA

AAGCTCCAGAACAGTAACCAA

CCAGTAGCAATGTGTTCTTAA

ACGCCTGTAAATTACTGAGAA

AAGGTAACTTTCCCAGAGTAA

CAGGTGTAGGGCGTACAGGTA

TCGGGTGTATCAGACTAATTA

TCGATTATTCCCTGTACAATA

CGCCTTGTTAATATTATGCCA

CAGTGAATTCACAACCCTGAA

CCGAGGACTATGAAACCACTA

TAGGCACTGTTCAATACTGTA

CAGGTACTGACATCACCCTAA

ACGAGTCGTCATCTAACTATA

CCGGCGAGTCAAGTTATCAAA

CAGGATATTCCGCATTTACAA

CAGGAAGGTGAACAAGTGCTA

AGCGGACAGAATGATGCCAAA

AAGTGAGTTCAAGAATCTTTA

TCCTATGTTAATTTCCACCAA

ACGGACGTTGGTTCTGCACTA

GCCGCTCATGACTATACGCTA

GTGGATCATGATAACACTTCA

AACCTTTGGATCAGTGTCTAA

TCGGTGGAAAGCACAGGGCAA

CCGGGTGTAAGTCTAACGCCA

CACAAAGGAGTTACATCTTAA

CCCACCGCAGTTGCACTATAA

TACGTAATGCCTCTAATGTAA

CCGGCCCGACACTGTCAGGAA

CCGCTCATTTGCTGACTTCAA

AGCACGTACCTTAGAACTCTA

CCCTCTGAGTTCCTACATCAA

CCAGTTCATTGAAACCACTAA

CACCCATGTGTCATAAGAGTA

CAAGTGGACAGTTCAGTACAA

CCCGAGAAGAATGCCAGAGAA

AAGCTCCAGGTTTCACCACAA

AGGCATTACAATTTCACCAAA

CCAGTATTAGTGGAGACTTAA

CAACTTCTTTGTAATCGTTAT

ATGGCATTATCACCAAGTATA

GACCATCGTCATGTTAACAAA

CAGGAGCGGATCATCATGTAT

CAGACTCTAGGTTATACAATA

TCGAAGCACAGCACACACTAA

ACCCGTATCTTCTACAATCAA

CAGGATTTGTATCGCTGTGTA

CACCTTTGAATCAAACTGACA

CTGGTGAAGTCTGAACTGGAA

ACGGATGTTGTCAGGAATCAT



PTPRR

PTPRS

PTPRV

PTPRZ1

RNGTT
SGPP1

SKIP
SNAP23

SPAP1
TA-PP2C

TENC1

TPTE

TPTE2

protein tyrosine phosphatase, receptor type,
R

protein tyrosine phosphatase, receptor type,
S

protein tyrosine phosphatase, receptor type,
\Y

protein tyrosine phosphatase, receptor-type,
Z polypeptide 1

RNA guanylyltransferase and 5'-
phosphatase

sphingosine-1-phosphate phosphatase 1
skeletal muscle and kidney enriched inositol
phosphatase

synaptosomal-associated protein, 23kDa
SH2 domain containing phosphatase
anchor protein 1

T-cell activation protein phosphatase 2C
tensin like C1 domain containing
phosphatase

transmembrane phosphatase with tensin
homology

transmembrane phosphoinositide 3-
phosphatase and tensin homolog 2

100
50

42

-8

25
25

90

27

39
173

207
174

28
91

184

64

65

CGCCACCAGATTGTCAATTCA

CACGGCATCAGGCGTGCACAA

AACGCTGAAGCAGTATATCTA

ACGCTGGAATTTGGTAGTGAA

CAGGGTTGTTAAGTTGTACTA
AGAGATTAACTTTCCATATAA

CAGCCAAGTGTCGTCCACATA
CTGGCAAGGCTTATAAGACAA

TCAGAAGATGGCTTACCATAA
AAAGGGATGGTACAAGTCTAA

ACAGCACGTGGTCGTACTATA

CAGATTGGCAACCAAGACTAA

ACCTGGAGAACTGATAATAAA

TCGCCTCATTGGAAAGAAGAA

CGCGTCTACTACACCATGGAA

AAGGTGGGCAGTCATGTCCAA

TAGCCATATACCAATACCTAA

CGGGATTTCTATATGGACATA
ATCGGTATATTACCTATGGAA

CTGGAATTAGCCGCTTAAATA
CAGGCCTATTAACATCATACA

TTCAAATATAGTAAAGATAAA
CACAAATTGTACGTAATGATA

CAAGGTGGCGACGCACAGAAA

CTGAAATATGTTCAACTGCAA

CTGATAATAAATTGTGGTTTA

TAGGTTTATCACACAGCCTAA

CAGGACATTCTCTCTGCACAA

ATCCCTTTCCATGGGCATAAA

CCGCCAAATTTATATCATTAA

TACCATCTGCAGTATTATAAA
CTGCCATTACCTTTCATGTTA

CACGTTCGACTTGGAGCTGAA
TACCACATGAATTCAGATTTA

CAGGACCTGATGGCTATAGAA
CCCTCAAAGCCTAGAAATTTA

ACGGCCATCCTAGATGACGAA

TCGGTACTTGATAACATTACA

ACAGGCAAATTTCAGAAACAA

AACCCTTTGTGTCTATACCAA

AAGAACAAACCCGACAGTAAA

ATGCCACAGAGTGGACCTATA

CAGACTAATTACACTGAGATA

ATGGATTTAAAGGGCGGCTAA
TGCGTAATTACTAGACCAGAA

ACGGTCGGAGTCCGGAAGAAA
AAGAGGTTGTTACCTCAGTAA

ATGCCGGCAAATATTACTGTA
CTCAATTCTCAGGGACTTTAA

CTCGGTCTCTGTCGACTACAA

CAGACTTGTGTTATTCTAGCA

AATGATTGAAATAGAGCTATA



