METHODS, SYSTEMS AND COMPOSITIONS RELATING

TO CELL CONVERSION VIA PROTEIN-INDUCED IN-VIVO CELL REPROGRAMMING

GRANT REFERENCE
[0001] This invention was made with government support under Grant No. 1 R01 CA172480-
01A1, awarded by the National Institutes of Health/National Cancer Institute. The Government has

certain rights in the invention.

FIELD OF THE INVENTION
[0002] The present invention relates generally to methods, systems and compositions for
treatment of a pathological condition in a subject in need thereof. In specific aspects, the present
invention relates to methods, systems and compositions for protein-induction of cell conversion in

vivo for treatment of a pathological condition in a subject in need thereof.

BACKGROUND OF THE INVENTION
[0003] Despite recent medical progress, there is a continuing need for methods and

compositions for treatment of disease and injury.

SUMMARY

[0004] Methods of treating a subject in need thereof are provided according to embodiments
of the present disclosure which include administering a pharmaceutical composition comprising a
protein transduction reagent-modified reprogramming protein to the subject, wherein the protein
transduction reagent is non-covalently bound to the reprogramming protein and wherein the protein
transduction reagent comprises a cation reagent and a lipid.

[0004a] In one aspect, there is provided a pharmaceutical composition comprising a protein
transduction reagent-modified reprogramming protein for use in therapy, wherein the protein
transduction reagent is non-covalently bound to the reprogramming protein and wherein the protein
transduction reagent comprises a cation reagent and a lipid, wherein the cation reagent is a
polyethylenimine (PEI); and wherein the lipid is selected from the group consisting of DOTMA,
(N-1(-(2,3-dioleyloxy)propyl-N,N,N-trimethyl-ammonium chloride; DOGS, (dioctadecylamido-
glycylspermine); DOTAP, 1,2-dioleoyl-3-trimethylammonium-propane; DOPE, 1,2-dioleoyl-sn-
glycero-3-phosphoethanolamine; ~ POPC, 1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine;
DMPE 1,2-dimyristoyl-sn-glycero-3-phosphocholine and combinations thereof.
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[0004b] In another aspect, there is provided use of a protein transduction reagent-
modified reprogramming protein in the manufacture of a medicament for the treatment of a
condition characterized by damaged, and/or defective cells in a subject, wherein the protein
transduction reagent is non-covalently bound to the reprogramming protein and wherein the
protein transduction reagent comprises a cation reagent and a lipid; wherein the cation reagent
is a polyethylenimine (PEI); and wherein the lipid is selected from the group consisting of
DOTMA, (N-1(-(2,3-dioleyloxy)propyl-N,N,N-trimethyl-ammonium  chloride; DOGS,
(dioctadecylamido-glycylspermine); DOTAP, 1,2-dioleoyl-3-trimethylammonium-propane;
DOPE, 1,2-dioleoyl-sn-glycero-3-phosphoethanolamine; POPC, 1-palmitoyl-2-oleoyl-sn-
glycero-3-phosphocholine;  DMPE  1,2-dimyristoyl-sn-glycero-3-phosphocholine  and
combinations thereof; and

wherein the condition is selected from the group consisting of cancer, heart disease, liver
disease, atherosclerosis, neurological disease, neurodegenerative disease, blood disease,

diabetes, pancreatic disease, obesity, muscle disease, breast disease and vascular disease.

[0005] Methods of treating a subject in need thereof are provided according to
embodiments of the present disclosure which include administering a pharmaceutical
composition comprising a protein transduction reagent-modified reprogramming protein to the
subject, wherein the protein transduction reagent is non-covalently bound to the reprogramming
protein and wherein the protein transduction reagent comprises a cation reagent and a lipid,
wherein the subject has a disease selected from the group consisting of: cancer; pancreatic
disease or injury; heart disease or heart injury such as acute myocardial infarction, chronic
myocardial infarction and heart failure; liver injury or liver disease such as familial hyper-
cholesterolaemia (FH), Crigler-Najjar syndrome and hereditary tryosinemia I; atherosclerosis;

neurological disease or injury such as spinal cord



injury, traumatic brain injury, amyotrophic lateral sclerosis, spinal muscular atrophy and
Parkinson’s disease; arthritis; joint disease or injury; blood disease; diabetes; obesity; muscle
disease or injury; cartilage disease or injury; breast disease or injury; and vascular disease or
injury.

[0006] Methods of treating a subject having a condition characterized by damaged and/or
defective cells are provided according to embodiments of the present disclosure including:
administering a pharmaceutical composition including a protein transduction reagent-modified
reprogramming protein to the subject, wherein the protein transduction reagent is non-
covalently bound to the reprogramming protein and wherein the protein transduction reagent
comprises a cation reagent and a lipid.

[0007] Methods of treating a subject having cancer including: administering a
pharmaceutical composition including a protein transduction reagent-modified reprogramming
protein to the subject, wherein the protein transduction reagent is non-covalently bound to the
reprogramming protein and wherein the protein transduction reagent comprises a cation reagent
and a lipid.

[0008] Methods of treating a subject having cancer are provided according to
embodiments of the present disclosure which include administering a pharmaceutical
composition including a protein transduction reagent-modified reprogramming protein selected
from the group consisting of: protein transduction reagent-modified Sox2, protein transduction
reagent-modified Oct4 and protein transduction reagent-modified Nanog.

[0009] Methods of treating a subject having cancer are provided according to
embodiments of the present disclosure which include administering a pharmaceutical
composition including protein transduction reagent-modified Sox2, protein transduction
reagent-modified Oct4 and protein transduction reagent-modified Nanog.

[0010] Methods of treating a subject having a brain tumor or breast cancer and are
provided according to embodiments of the present disclosure which include administering a
pharmaceutical composition including a protein transduction reagent-modified reprogramming
protein selected from the group consisting of: protein transduction reagent-modified Sox2,
protein transduction reagent-modified Oct4 and protein transduction reagent-modified Nanog.
[0011] Methods of treating a subject having a brain tumor or breast cancer and are
provided according to embodiments of the present disclosure which include administering a
pharmaceutical composition including protein transduction reagent-modified Sox2, protein

transduction reagent-modified Oct4 and protein transduction reagent-modified Nanog.



[0012] Methods of treating a subject having a condition characterized by damaged and/or
defective cells are provided according to embodiments of the present disclosure including:
administering a pharmaceutical composition including a protein transduction reagent-modified
reprogramming protein to the subject, wherein the protein transduction reagent is non-covalently
bound to the reprogramming protein and wherein the protein transduction reagent comprises a
cation reagent and a lipid, wherein the condition is a heart disease or heart damage and the
pharmaceutical composition comprises one or more of: protein transduction reagent-modified
Gata4, protein transduction reagent-modified Hand2, protein transduction reagent-modified MEF2c
and protein transduction reagent-modified Tbox5; wherein the condition is a liver disease or liver
damage and the pharmaceutical composition comprises one or more of: protein transduction
reagent-modified Hnfla, protein transduction reagent-modified Foxal, protein transduction
reagent-modified Foxa2 and protein transduction reagent-modified Foxa3; wherein the condition is
a liver disease or liver damage and the pharmaceutical composition comprises one or more of:
protein transduction reagent-modified Gata4, protein transduction reagent-modified Hnfla and
protein transduction reagent-modified Foxa3; wherein the condition is atherosclerosis and the
pharmaceutical composition comprises one or more of: protein transduction reagent-modified
CEBPu, protein transduction reagent-modified CEBPf and protein transduction reagent-modified
PU.1; wherein the condition is a neurodegenerative disease or neuronal tissue damage and the
pharmaceutical composition comprises one or more of: protein transduction reagent-modified Brn2,
protein transduction reagent-modified Sox2 and protein transduction reagent-modified Foxgl; one
or more of: protein transduction reagent-modified Ascl, protein transduction reagent-modified
Lmx1a, protein transduction reagent-modified Nurrl, protein transduction reagent-modified Brn2
and protein transduction reagent-modified Mytll; one or more of: protein transduction reagent-
modified Ascl, protein transduction reagent-modified Brn2, protein transduction reagent-modified
Mytll and protein transduction reagent-modified NeuroD1; protein transduction reagent-modified
Ngn2; one or both of: protein transduction reagent-modified Sox2 and protein transduction reagent-
modified NeuroD1; one or more of: protein transduction reagent-modified Brn2, protein
transduction reagent-modified Ascll, protein transduction reagent-modified Mytll, protein
transduction reagent-modified Lhx3 and protein transduction reagent-modified Hb9; one or more
of: protein transduction reagent-modified Brn2, protein transduction reagent-modified Ascll,
protein transduction reagent-modified Mytl1, protein transduction reagent-modified Lhx3, protein
transduction reagent-modified Hb9, protein transduction reagent-modified Lsll and protein

transduction reagent-modified Ngn2; protein transduction reagent-modified DIx2; protein



transduction reagent-modified DIx2 and protein transduction reagent-modified Ascll; one or more
of: protein transduction reagent-modified Ascl, protein transduction reagent-modified Brn2, protein
transduction reagent-modified Mytll, protein transduction reagent-modified Lmxla and protein
transduction reagent-modified Foxa2; or one or more of: protein transduction reagent-modified
Ascl, protein transduction reagent-modified Lmxla and protein transduction reagent-modified
Nurrl; wherein the condition is a disease or disorder of the blood and the pharmaceutical
composition comprises: protein transduction reagent-modified Oct4; wherein the condition is
diabetes, a pancreatic disease or pancreatic tissue damage and the pharmaceutical composition
comprises one or more of: protein transduction reagent-modified Ngn3, protein transduction
reagent-modified Pdx1 and protein transduction reagent-modified Pax4 or one or more of: protein
transduction reagent-modified Ngn3, protein transduction reagent-modified Pdx1 and protein
transduction reagent-modified MafA; wherein the condition is obesity and the pharmaceutical
composition comprises one or more of: protein transduction reagent-modified Prdm16 and protein
transduction reagent-modified C/EBPb; wherein the condition is a muscle disease or muscle
damage and the pharmaceutical composition comprises protein transduction reagent-modified
MyoD; wherein the condition is arthritis or joint disease or injury and the pharmaceutical
composition comprises or one or more of: protein transduction reagent-modified Sox9, protein
transduction reagent-modified Runx2, protein transduction reagent-modified Sox5 and protein
transduction reagent-modified Sox6; wherein the condition is a breast disease or breast tissue
damage and the pharmaceutical composition comprises one or more of: protein transduction
reagent-modified Sox9, protein transduction reagent-modified Slug, protein transduction reagent-
modified Stat5a, protein transduction reagent-modified Gata3 and protein transduction reagent-
modified Brca-11; wherein the condition is a vascular disease or blood vessel damage and the
pharmaceutical composition comprises one or more of: protein transduction reagent-modified Ergl,
protein transduction reagent-modified Er71, protein transduction reagent-modified Flil and protein
transduction reagent-modified Gata2 or one or more of: protein transduction reagent-modified
Heyl, protein transduction reagent-modified Hey?2, protein transduction reagent-modified FoxC1
and protein transduction reagent-modified FoxC2 or one or both of: protein transduction reagent-
modified Sox7 and protein transduction reagent-modified Sox18.

[0012a] A pharmaceutical composition is provided in the present disclosure, comprising a
protein transduction reagent-modified reprogramming protein.

[0013] Pharmaceutical compositions are provided according to embodiments of the present
disclosure which include one or more protein transduction reagent-reprogramming proteins selected
from the group consisting of: protein transduction reagent-modified Gata4, protein transduction

reagent-modified Hand2, protein transduction reagent-modified MEF2c, protein transduction



reagent-modified Tbox, protein transduction reagent-modified Hnfla, protein transduction
reagent-modified Foxal, protein transduction reagent-modified Foxa2 and protein transduction
reagent-modified Foxa3, protein transduction reagent-modified Hnfla, protein transduction
reagent-modified CEBPa, protein transduction reagent-modified CEBPJ, protein transduction
reagent-modified PU.1, protein transduction reagent-modified Brn2, protein transduction
reagent-modified Sox2 and protein transduction reagent-modified Foxgl, protein transduction
reagent-modified Ascl, protein transduction reagent-modified Lmxla, protein transduction
reagent-modified Nurrl, protein transduction reagent-modified Mytll, protein transduction
reagent-modified NeuroD1, protein transduction reagent-modified Ngn2, protein transduction
reagent-modified Lhx3, protein transduction reagent-modified Hb9, protein transduction
reagent-modified Lsll, protein transduction reagent-modified DIx2, protein transduction
reagent-modified Ascl, protein transduction reagent-modified Oct4, protein transduction
reagent-modified Ngn3, protein transduction reagent-modified Pdx1, protein transduction
reagent-modified Pax4, protein transduction reagent-modified MafA, protein transduction
reagent-modified Prdm16, protein transduction reagent-modified MyoD, protein transduction
reagent-modified Sox9, protein transduction reagent-modified Runx2, protein transduction
reagent-modified Sox5 and protein transduction reagent-modified Sox6, protein transduction
reagent-modified Slug, protein transduction reagent-modified StatSa, protein transduction
reagent-modified Gata3, protein transduction reagent-modified Brca-11, protein transduction
reagent-modified Ergl, protein transduction reagent-modified Er71, protein transduction
reagent-modified Flil, protein transduction reagent-modified Gata2,protein transduction
reagent-modified Heyl, protein transduction reagent-modified Hey2, protein transduction
reagent-modified FoxCl and protein transduction reagent-modified FoxC2, protein
transduction reagent-modified Sox7 and protein transduction reagent-modified Sox18.

[0014] Pharmaceutical compositions are provided according to embodiments of the
present disclosure which include two or more protein transduction reagent-modified
reprogramming proteins selected from the group consisting of: protein transduction reagent-
modified Gata4, protein transduction reagent-modified Hand2, protein transduction reagent-
modified MEF2c and protein transduction reagent-modified Tbox5; two or more of: protein
transduction reagent-modified Hnfla, protein transduction reagent-modified Foxal, protein
transduction reagent-modified Foxa2 and protein transduction reagent-modified Foxa3; two or
more of: protein transduction reagent-modified Gata4, protein transduction reagent-modified
Hnfla and protein transduction reagent-modified Foxa3; protein transduction reagent-modified
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transduction reagent-modified CEBPJ, and protein transduction reagent-modified PU.1; two or
more of: protein transduction reagent-modified Brn2, protein transduction reagent-modified Sox2
and protein transduction reagent-modified Foxgl; two or more of: protein transduction reagent-
modified Ascl, protein transduction reagent-modified Lmxla, protein transduction reagent-
modified Nurrl, protein transduction reagent-modified Brn2 and protein transduction reagent-
modified Mytl1; two or more of: protein transduction reagent-modified Ascl, protein transduction
reagent-modified Brn2, protein transduction reagent-modified Mytll and protein transduction
reagent-modified NeuroD1; protein transduction reagent-modified Ngn2; protein transduction
reagent-modified Sox2 and protein transduction reagent-modified NeuroD1; two or more of:
protein transduction reagent-modified Bm2, protein transduction reagent-modified Ascll, protein
transduction reagent-modified Mytll, protein transduction reagent-modified Lhx3 and protein
transduction reagent-modified Hb9; two or more of: protein transduction reagent-modified Brn2,
protein transduction reagent-modified Ascll, protein transduction reagent-modified Mytl1, protein
transduction reagent-modified Lhx3, protein transduction reagent-modified HbY, protein
transduction reagent-modified Lsll and protein transduction reagent-modified Ngn2; protein
transduction reagent-modified DIx2; protein transduction reagent-modified DIx2 and protein
transduction reagent-modified Ascll; two or more of: protein transduction reagent-modified Ascl,
protein transduction reagent-modified Brn2, protein transduction reagent-modified Mytl1, protein
transduction reagent-modified Lmxla and protein transduction reagent-modified Foxa2; two or
more of: protein transduction reagent-modified Ascl, protein transduction reagent-modified
Lmx1la and protein transduction reagent-modified Nurrl; protein transduction reagent-modified
Ngn3, protein transduction reagent-modified Pdx1 and protein transduction reagent-modified
Pax4; two or more of: protein transduction reagent-modified Ngn3, protein transduction reagent-
modified Pdx1 and protein transduction reagent-modified MafA; protein transduction reagent-
modified Prdm16 and protein transduction reagent-modified C/EBPpB; two or more of: protein
transduction reagent-modified Sox9, protein transduction reagent-modified Runx2, protein
transduction reagent-modified Sox5 and protein transduction reagent-modified Sox6; two or more
of: protein transduction reagent-modified Sox9, protein transduction reagent-modified Slug,
protein transduction reagent-modified StatSa, protein transduction reagent-modified Gata3 and
protein transduction reagent-modified Brca-11; two or more of: protein transduction reagent-
modified Ergl, protein transduction reagent-modified Er71, protein transduction reagent-modified
Flil and protein transduction reagent-modified Gata2; two or more of: protein transduction

reagent-modified Heyl, protein transduction reagent-modified Hey2, protein transduction reagent-



modified FoxCl and protein transduction reagent-modified FoxC2; or protein transduction reagent-
modified Sox7 and protein transduction reagent-modified Sox18.

[0015] Methods according to the present disclosure allow of delivery of protein-transduction
reagent-modified reprogramming proteins to cancer cells, such as tumor cells, as well as diseased
cells of diseased tissues.

[0016] Methods according to embodiments of the present disclosure provide in vivo
conversion of diseased cells into normal cells via protein-induced in situ cell reprogramming.
Methods according to embodiments of the present disclosure provide in vivo conversion of cancer
cells into normal cells via protein-induced in situ cell reprogramming.

[0017] Use of protein-transduction reagent-modified reprogramming proteins to reprogram
cancer cells or diseased cells in situ into stem cells or transient protein-induced multipotent stem
cells that are then induced to differentiate into normal cells in the tissue where the cancer cells or
diseased cells were located is provided according to embodiments of the present disclosure.

[0018] Methods of treating cancer are provided according to embodiments of the present
disclosure which treat the cancer in vivo not by killing the cancer cells but instead by converting the
cancer cells into non-cancerous cells by administration, such as systemic or local administration, of

one or more protein transduction reagent-modified reprogramming proteins.



Ta

BRIEF DESCRIPTION OF THE DRAWINGS
[0019] Figure 1A is a representative MRI image of a 9L-intracranial tumor bearing rat brain
showing enhanced permeability and retention effect in a 9L brain tumor for QQ-ferritin showing
that the intravenous (i.v.) injected QQ-ferritin was delivered into 9L brain tumor via enhanced
permeability and retention effect, causing an enhanced negative MRI image of brain tumor in the
9L-brain tumor bearing rat;
[0020] Figure 1B is a representative MRI image of a 9L-intracranial tumor bearing rat brain
showing no enhanced permeability and retention effect in a 9L brain tumor for ferritin without QQ
modification showing that the i.v. injected ferritin did not reach into 91, brain tumor and no
enhanced negative MRI image of brain tumor was observed in the 9L-brain tumor bearing rat;
[0021] Figure 2A is a representative MR image of a mouse bearing a 4T1 breast tumor prior
to a tail-vein injection of QQ-ferritin;
[0022] Figure 2B is a representative MRI image of a mouse bearing a 4T1 breast tumor 0.5
hours after a tail-vein injection of QQ-ferritin;

[0023] Figure 2C is a representative MRI image of a mouse bearing a 4T1 breast tumor 2
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hours after a tail-vein injection of QQ-ferritin;

[0024] Figure 2D is a representative MRI image of a mouse bearing a 4T1 breast tumor 3.5
hours after a tail-vein injection of QQ-ferritin;

[0025] Figure 2E is a representative MRI image of a mouse bearing a 4T1 breast tumor 8
hours after a tail-vein injection of QQ-ferritin;

[0026] Figure 2F is a representative MRI image of a mouse bearing a 4T1 breast tumor 18
hours after a tail-vein injection of QQ-ferritin;

[0027] Figure 3A is a graph showing proliferation of U251 cells and U251-piPSCs monitored
by Ki67 assay;

[0028] Figure 3B is a graph showing dose-dependent chemotherapeutic drug sensitivity of
patient-derived primary human GBM (12-14) cells (squares) and GBM (12-14)-piPSCs (circles)
against the alkylating agent temozolomide;

[0029] Figure 3C is a graph showing dose-dependent chemotherapeutic drug sensitivity of
9L-cells (squares) and 9L-piPSCs (circles) against carboplatin;

[0030] Figure 4A is an image showing Western blots of several epithelial and mesenchymal
markers of U251 cells and U251-piPSCs, including E-cadherin (E-cad), B-catenin (p-cat), vimentin
(VMT), indicating a mesenchymal-to-epithelial transition (MET) during cell reprogramming. In
addition, cell reprogramming of 9L-cells into 9L-piPSCs also caused an enhanced expression of
glial fibrillary acidic protein (GFAP), a marker for astrocytes;

[0031] Figure 4B is a graph showing that the tumorigenicity reduction of U251 cells after cell
reprogramming according to aspects of the present invention is confirmed by in vitro assays for
cell migration of U251-cells and U251-piPSCs, indicating significantly reduced migration of
U251-piPSCs (p <0.01) in vitro;

[0032] Figure 4C is a graph showing that the tumorigenicity reduction of U251 cells after cell
reprogramming according to aspects of the present invention is confirmed by in vitro assays for
invasion of U251-cells and U251-piPSCs, indicating significantly reduced invasion by U251-
piPSCs (p <0.01) in vitro;

[0033] Figure 4D is a graph showing reduced proliferation of 4T1-piPSCs and 67NR-piPSCs
as compared to those properties of the parental 4T 1 cells and 67NR cells, indicating a significantly
reduced tumorigenicity of 4T1 cells and 67NR cells after cell reprogramming into 4T 1-piPSCs and
67NR-piPSCs in vitro;

[0034] Figure 4E is a graph showing reduced mammary sphere formation of 4T1-piPSCs as

compared to those properties of the parental 4T1 cells, indicating a significantly reduced
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tumorigenicity of 4T1 cells after cell reprogramming into 4T 1-piPSCs in vitro;

[0035] Figure 4F is a graph showing reduced migration of 4T1-piPSCs as compared to those
properties of the parental 4T1 cells, indicating a significantly reduced tumorigenicity of 4T1 cells
after cell reprogramming into 4T 1-piPSCs in vitro;

[0036] Figure 4G is a graph showing reduced invasion of 4T1-piPSCs as compared to those
properties of the parental 4T1 cells, indicating a significantly reduced tumorigenicity of 4T1 cells
after cell reprogramming into 4T 1-piPSCs in vitro;

[0037] Figure 5A is an image showing cell morphology of U251 cells;

[0038] Figure 5B is an image showing changes in cell morphology of U251 cells indirectly
co-cultured with U251-piPSCs for 40-64 hours, indicative of mesenchymal-to-epithelial transition
and demonstrating a bystander effect of the U251-piPSCs on U251 cells;

[0039] Figure 5C is a graph showing significantly reduced proliferation of U251-piPSCs and
U251 cells indirectly co-cultured with U251-piPSCs at a 1:1 ratio of the U251-piPSCs and U251
cells, indicating a significantly reduced tumorigenicity of the co-cultured U251 cells and
supporting the observation of a bystander effect;

[0040] Figure 5D is a graph showing significantly reduced migration of U251-piPSCs and
U251 cells indirectly co-cultured with U251-piPSCs at 1:1 and 8:1 ratios (U251:U251-piPSCs), (p
< 0.005), indicating a significantly reduced tumorigenicity of the co-cultured U251 cells and
supporting the observation of a bystander effect;

[0041] Figure 5E is a graph showing significantly reduced invasion of U251-piPSCs and
U251 cells indirectly co-cultured with U251-piPSCs at 1:1 and 8:1 ratios (U251:U251-piPSCs), (p
< 0.005), indicating a significantly reduced tumorigenicity of the co-cultured U251 cells and
supporting the observation of a bystander effect;

[0042] Figure SF is a graph showing significantly reduced proliferation of 4T1 cells co-
cultured with 4T 1-piPSCs for 40 hours, indicating a significantly reduced tumorigenicity of the co-
cultured 4T1 cells and supporting the observation of a bystander effect;

[0043] Figure 5G is a graph showing significantly reduced migration of 4T1 cells co-cultured
with 4T1-piPSCs for 40 hours, indicating a significantly reduced tumorigenicity of the co-cultured
4T1 cells and supporting the observation of a bystander effect;

[0044] Figure SH is a graph showing significantly reduced invasion of 4T1 cells co-cultured
with 4T1-piPSCs for 40 hours, indicating a significantly reduced tumorigenicity of the co-cultured
4T1 cells and supporting the observation of a bystander effect;

[0045] Figure 6A is a graph showing tumor volume (mm3) in rats intracranially-implanted
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with either 9L cells or 9L-piPSCs (n = 10) at day 14 and showing significantly reduced volume of
the intracranial 9L-piPSC tumors as compared with those of 9L-tumors, indicating a significantly
reduced tumorigenicity of 9L-cells after cell reprogramming into 9L-piPSCs in vivo;

[0046] Figure 6B is a graph showing tumor weight (grams) in rats subcutaneously-implanted
with 9L cells and 9L-piPSCs at day 25 after implantation (n = 6) and showing significantly
reduced weight of the subcutancous 9L-piPSC tumors as compared with those of 9L-tumors,
indicating a significantly reduced in vivo tumorigenicity of 9L-cells after cell reprogramming into
9L-piPSCs in vivo;

[0047] Figure 6C is a graph showing 4T1- and 4T1-piPSC tumor growth curve as measured
using tumor volume over 25 days after 4T1- and 4T 1-piPSC implantation, indicating a significant
in vivo tumor stasis of 4T 1 cells after cell reprogrammed into 4T 1-piPSCs in vivo;

[0048] Figure 6D is a graph showing 4T1- and 4T1-piPSC tumor growth curve as measured
using tumor weight at day 25 after 4T1- and 4T1-piPSC implantation, indicating a significant in
vivo tumor stasis of 4T1 cells after cell reprogrammed into 4T1-piPSCs in vivo;

[0049] Figure 6E is a graph showing lung metastases in mice implanted with 4T1 cells or
4T1-piPSCs at day 25 after cell implantation, indicating a major in vivo metastasis inhibition
caused by cell reprogramming of 4T1 cells into 4T1-piPSCs in vivo; the lung was divided into 200
fields and number of metastases was counted and reported in the y-axis;

[0050] Figure 6F is a Kaplan-Meier survival curve of mice implanted with 4T1 cells and 4T'1-
piPSCs in the #4 fat pads, demonstrating a significantly prolonged survival of the 4T1-piPSCs
during this 250-day survival experiment, indicating that cell reprogramming of malignant cancer
cells into piPSCs significantly reduces tumorigenicity and metastatic properties of the parental
cancer cells;

[0051] Figure 7A is a graph showing dose-dependent 91 tumor growth curves measured by
tumor volume in rats treated with QQ-reagent in PBS buffer (n = 10), QQ-SON proteins 1 pg/day
(n=135), QQ-SON proteins 5 pg/day (n = 5), and QQ-SON proteins 10 pg/day (n = 10) for 18 daily
treatments where the treatment started at day 5 after 9L cell implantation and the rats were
sacrificed at day 23;

[0052] Figure 7B is a graph showing 9L tumor weight in rats treated with QQ-reagent in PBS
buffer (n = 10), QQ-SON proteins 1 pg/day (n = 5), QQ-SON proteins 5 pg/day (n = 5), and QQ-
SON proteins 10 pg/day (n = 10) for 18 daily treatments where the treatment started at day 5 after
9L cell implantation and the rats were sacrificed at day 23;

[0053] Figure 7C is a Kaplan—Meier survival curve (130-days) of rats having subcutancous
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9L tumors treated with QQ-reagents in PBS (solid line, n = 6; median survival = 21 days) or QQ-
SON proteins (dashed line, 10ug/day, n = 8; median survival = 127 days) for 30 daily treatments,
the endpoint is when tumor volume reaches 12 cm’;

[0054] Figure 7D is a graph showing effects of various QQ-SON protein dosages on 4T1-
tumor growth monitored by tumor volume in the breast over a 25-day time course;

[0055] Figure 7E is a graph showing effects of various QQ-SON protein dosages on 4T1-
tumor weight in the breast at day 25;

[0056] Figure 7F is a graph showing changes of tumor volumes at different time points,
determined by MRI imaging, of 4T 1-tumor bearing mice treated either with QQ-SON proteins (n =
8) or QQ-PBS as a control (n = 8), showing major tumor stasis without primary tumor removal;
[0057] Figure 7G is a graph showing tumor weight of 4T 1-tumor bearing mice treated either
with QQ-SON proteins (n = 8) or QQ-PBS as the control (n = 8) at day 35, showing major tumor
stasis without primary tumor removal;

[0058] Figure 7H is a Kaplan-Meier survival curve of 4T 1-breast cancer bearing mice treated
with QQ-PBS (Control, dotted line) and QQ-SON proteins (Treatment, solid line) during a 60-day
survival experiment without primary 4T1 breast cancer removed as shown in Figure 7H. The
treatment started at day 5 after 4T1-cell implantation. Mice that met the endpoint, including tumor
size burden, labored breath, uncontrollable pain, etc. were sacrificed;

[0059] Figure 71 is a graph showing the percentage of QQ-SON or QQ-PBS treated 4T1
tumor-bearing mice having metastatic lesions in the lung, without primary tumor removal, as
observed by MRI at indicated days, indicating a major metastasis inhibition in the 4T1-bearing
mice caused by QQ-SON protein treatment without primary tumor removal;

[0060] Figure 7] is a graph showing the percentage of QQ-SON or QQ-PBS treated 4T1
tumor-bearing mice having metastatic lesions in lymph nodes, without primary tumor removal, as
observed by MRI at indicated days, indicating a major metastasis inhibition in the 4T1-bearing
mice caused by QQ-SON protein treatment without primary tumor removal;

[0061] Figure 7K is a graph showing the percentage of QQ-SON or QQ-PBS treated 4T1
tumor-bearing mice having metastatic lesions in the liver, without primary tumor removal, as
observed by MRI at indicated days, indicating a major metastasis inhibition in the 4T1-bearing
mice caused by QQ-SON protein treatment without primary tumor removal;

[0062] Figure 7L is a graph showing the percentage of QQ-SON or QQ-PBS treated 4T1
tumor-bearing mice having metastatic lesions in the spleen, without primary tumor removal, as

observed by MRI at indicated days, indicating a major metastasis inhibition in the 4T1-bearing
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mice caused by QQ-SON protein treatment without primary tumor removal;
[0063] Figure 7M is a graph showing the average number per mouse of QQ-SON or QQ-PBS
treated 4T1 tumor -bearing mice having metastatic lesions in the lung, without primary tumor
removal, as observed by MRI at indicated days, indicating a major metastasis inhibition in the 4T1-
bearing mice caused by QQ-SON protein treatment without primary tumor removal;
[0064] Figure 7N is a graph showing the average number per mouse of QQ-SON or QQ-PBS
treated 4T1 tumor-bearing mice having metastatic lesions in the lymph nodes, without primary
tumor removal, as observed by MRI at indicated days, indicating a major metastasis inhibition in
the 4T1-bearing mice caused by QQ-SON protein treatment without primary tumor removal;
[0065] Figure 70 is a graph showing the average number per mouse of QQ-SON or QQ-PBS
treated 4T1 tumor-bearing mice having metastatic lesions in the liver, without primary tumor
removal, as observed by MRI at indicated days, indicating a major metastasis inhibition in the 4T1-
bearing mice caused by QQ-SON protein treatment without primary tumor removal;
[0066] Figure 7P is a graph showing the average number per mouse of QQ-SON or QQ-PBS
treated 4T1 tumor-bearing mice having metastatic lesions in the spleen, without primary tumor
removal, as observed by MRI at indicated days, indicating a major metastasis inhibition in the 4T1-
bearing mice caused by QQ-SON protein treatment without primary tumor removal; and
[0067] Figure 8 is a Kaplan-Meier survival curve (250-day survival) of 4T1-breast cancer
bearing mice after surgical removal of the primary 4T1-breast cancer at day 18 and QQ-SON
protein treatment started at day 6.

DETAILED DESCRIPTION
[0068] Scientific and technical terms used herein are intended to have the meanings
commonly understood by those of ordinary skill in the art. Such terms are found defined and used
in context in various standard references illustratively including J. Sambrook and D.W. Russell,
Molecular Cloning: A Laboratory Manual, Cold Spring Harbor Laboratory Press; 3rd Ed., 2001;
F.M. Ausubel, Ed., Short Protocols in Molecular Biology, Current Protocols; 5th Ed., 2002; B.
Alberts et al., Molecular Biology of the Cell, 4th Ed., Garland, 2002; D.L. Nelson and M.M. Cox,
Lehninger Principles of Biochemistry, 4th Ed., W.H. Freeman & Company, 2004; Engelke, D.R.,
RNA Interference (RNA1): Nuts and Bolts of RNAi Technology, DNA Press LLC, Eagleville, PA,
2003; Herdewijn, P. (Ed.), Oligonucleotide Synthesis: Methods and Applications, Methods in
Molecular Biology, Humana Press, 2004; A. Nagy, M. Gertsenstein, K. Vintersten, R. Behringer,
Manipulating the Mouse Embryo: A Laboratory Manual, 3rd edition, Cold Spring Harbor
Laboratory Press; December 15, 2002, ISBN-10: 0879695919; Kursad Turksen (Ed.), Embryonic
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stem cells: methods and protocols in Methods Mol Biol. 2002;185, Humana Press; Current
Protocols in Stem Cell Biology, ISBN: 9780470151808.

[0069] The singular terms "a," "an,"” and "the" are not intended to be limiting and include
plural referents unless explicitly stated otherwise or the context clearly indicates otherwise.

[0070] Methods, systems and compositions according to aspects of the present invention
provide protein-induced cell reprogramming in vivo to treat a subject in need thereof.

[0071] Methods, systems and compositions according to aspects of the present invention
provide for conversion of diseased or injured cells into normal cells by introducing one or more
QQ-modified reprogramming proteins into the disecased or injured cells in vivo without
introduction of nucleic acids encoding the one or more reprogramming proteins.

[0072] Methods, systems and compositions according to aspects of the present invention
provide for conversion of cancer cells into non-cancerous cells by introducing one or more QQ-
modified reprogramming proteins into the cancer cells in vivo without introduction of nucleic acids
encoding the one or more reprogramming proteins.

[0073] Methods of treating a subject in need thereof are provided according to aspects of the
present invention which include systemically and/or locally administering a pharmaceutical
composition comprising a protein transduction reagent-modified reprogramming protein to the
subject, wherein the protein transduction reagent is non-covalently bound to the reprogramming
protein and wherein the protein transduction reagent comprises a cation reagent and a lipid.

[0074] Pharmaceutical compositions which include a protein transduction reagent-modified
reprogramming protein are provided according to aspects of the present invention.

[0075] A "protein transduction reagent-modified reprogramming protein” is a reprogramming
protein that has been treated with the protein transduction reagent, also termed a “QQ reagent”
herein. The term “protein transduction reagent” refers to a composition effective to enable a
protein non-covalently bound to the protein transduction reagent to be delivered into mammalian
cells and once present in mammalian cells, to dissociate from the protein to allow proper delivery
of the protein to its proper subcellular location. The protein transduction reagent, also termed a
“QQ reagent” herein, includes at least one cation reagent, at least one lipid, and optionally an
enhancer. The term “QQ modified reprogramming protein” and grammatical variants thereof as
used herein is equivalent to “protein transduction reagent-modified reprogramming protein™ and
grammatical variants thereof as used herein. Similarly, one or more proteins termed “QQ” protein
signifies that the proteins is modified by treatment with a protein transduction reagent and is a

“protein transduction reagent-modified reprogramming protein. For example, the term “QQ-SON”
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refers to a mixture of Sox2, Oct4 and Nanog proteins modified by treatment with a protein
transduction reagent as described herein to produce protein transduction reagent-modified
reprogramming Sox2, Oct4 and Nanog proteins.

[0076] One example of an appropriate cation reagent is polyethylenimine (PEI), such as, but
not limited to, PEI Mw 1,200 (PEI 1.2K), PEI Mw 2000 (PEI 2K), PEI Mw 4000 (PEI 4K) and
PEI Mw 8000 (PEI 8K). The lipid can be any lipid known to those of skill in the art to have the
same general properties as those listed herein. Examples of such lipids include, but are not limited
to, DOTMA (N-1(~(2,3-dioleyloxy)propyl-N,N,N-trimethyl-ammonium chloride;
DOGS (dioctadecylamido-glycylspermine); DOTAP, 1,2-dioleoyl-3-trimethylammonium-propane;
DOPE, 1,2-dioleoyl-sn-glycero-3-phosphoethanolamine; POPC, 1-palmitoyl-2-oleoyl-sn-glycero-
3-phosphocholine; and DMPE 1,2-dimyristoyl-sx-glycero-3-phosphocholine.

[0077] Optionally, the protein transduction reagent includes polyethylenimine as a cation
reagent and the lipid is DOTAP or DOTMA and DOPE or DOGS; POPC and DMPE; or DOTAP
or DOTMA, DOPE or DOGS, POPC and DMPE. Optionally, the protein transduction reagent is
QQ1la, QQ2a, QQ3a, QQ4a, QQ5a, QQ6a, QQ7a, QQRa, QQYa as described in Table 1.

[0078] The optional enhancer can be any enhancer that significantly enhances cell loading of
cationized proteins. Examples of such enhancers in cell cultures include, but are not limited to
MG@G132, protease inhibitor, CaCl,, DMSO and growth factors. Other enhancers can also be used,
including, but not limited to, cell membrane surfactants. The reagent can also include stabilizers
and other inert carriers that do not affect the function of the reagent. As shown in Table 1, the
concentrations and specific compounds utilized can vary.

[0079] The term “reprogramming protein” as used herein refers to a DNA binding
transcription factor protein, or effective portion thereof, which affects transcription of a gene and
which induces a change from a first differentiated cell type to a second, different, differentiated cell
type. The change from a first differentiated cell type to a second, different, differentiated cell type
typically proceeds through an intermediate, less differentiated, cell type, such as a transient stem
cell including protein-induced pluripotent stem cells. Reprogramming proteins and nucleic acids
that encode them have been isolated from humans and other species. Reprogramming proteins
include, but are not limited to, Ascl, Ascll, Brca-11, Brn2, C/EBPa, CEBPB , c-MYC, DIx2,
EKLF, Ergl, Er71, Flil, Foxal, Foxa2, Foxa3, FoxCl, FoxC2, FOXG1, FOXP3, Gatal, Gata2,
Gata3, Gatad, Gata6, GFI1, Hand2, Hb9, Heyl, Hey2, HNF4A, Hnfla, Kif4, Lhx3, LIN28A,
Lmxla, Lsll, MafA, MEF2c, Mytll, MYF5, MyoD, NAB2, Nanog, NeuroD1, NEUROG?Z,
NEUROGE, Nurrl, Gcet4, Pdx1, Pax4, PAXS, Pax6, Prdml16, PU.1, ROR gamma, Runx2,
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SLC7A10, Slug, Sox2, Sox5, Sox6, Sox7, Sox9, Sox18, Stat5a, T-bet and Tbox5. Amino acid
sequences for such reprogramming proteins are known, as exemplified by the sequences shown
herein as SEQ ID NOs:1-63, along with nucleic acids encoding them shown herein as SEQ ID
NOs: 65-127.

[0080] A reprogramming protein to be QQ-modified is obtained by methods such as isolation,
synthesis, or recombinant expression of a nucleic acid encoding the reprogramming protein. Such
proteins may also be obtained commercially.

[0081] The term “nucleic acid” refers to RNA or DNA molecules having more than one
nucleotide in any form including single-stranded, double-stranded, oligonucleotide or
polynucleotide. The term “nucleotide sequence” refers to the ordering of nucleotides in an
oligonucleotide or polynucleotide in a single-stranded form of nucleic acid.

[0082] Recombinant expression of a reprogramming protein to be QQ-modified includes
expression of a nucleic acid encoding the protein wherein the nucleic acid is included in an
expression construct.

[0083] A host cell may be transfected with the expression construct encoding the desired
reprogramming protein such that the reprogramming protein is expressed in the cell.

[0084] The terms “expression construct” and “expression cassette” are used herein to refer to
a double-stranded recombinant DNA molecule containing a desired nucleic acid coding sequence
for a reprogramming factor to be expressed and containing one or more regulatory elements
necessary or desirable for the expression of the operably linked coding sequence.

[0085] Expression constructs operable to express a desired protein include, for example, in
operable linkage: a promoter, a DNA sequence encoding a desired protein and a transcription
termination site.

[0086] The term “regulatory element” as used herein refers to a nucleotide sequence which
controls some aspect of the expression of nucleic acid sequences. Exemplary regulatory elements
illustratively include an enhancer, an internal ribosome entry site (IRES), an intron; an origin of
replication, a polyadenylation signal (polyA), a promoter, a transcription termination sequence, and
an upstream regulatory domain, which contribute to the replication, transcription, post-
transcriptional processing of a nucleic acid sequence. Those of ordinary skill in the art are capable
of selecting and using these and other regulatory elements in an expression construct with no more
than routine experimentation. Expression constructs can be generated recombinantly or

synthetically using well-known methodology.
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[0087] The term “operably linked” as used herein refers to a nucleic acid in functional
relationship with a second nucleic acid.
[0088] A regulatory element included in an expression cassette is a promoter in particular
aspects.
[0089] The term “promoter” is well-known in the art and refers to one or more DNA

sequences operably linked to a nucleic acid sequence to be transcribed and which bind an RNA
polymerase and allow for initiation of transcription. A promoter is typically positioned upstream
(57) of a nucleic acid encoding a peptide or protein to be expressed.

[0090] An included promoter can be a constitutive promoter or can provide inducible
expression. One of skill in the art is familiar with various well-known promoters and is able to
select a promoter suitable for use in expressing a peptide or protein in a particular environment,
such as in a specified cell type.

[0091] For expression in a yeast host cell, suitable promoters include, but are not limited to,
an ADH1 promoter, a PGK1 promoter, an ENO promoter, a PYK1 promoter and the like; or a
regulatable promoter such as a GALI promoter, a GAL 10 promoter, an ADH2 promoter, a PH0OS
promoter, a CUP1 promoter, a GAL7 promoter, a MET25 promoter, a MET3 promoter, a CYC1
promoter, a HIS 3 promoter, an ADH1 promoter, a PGK promoter, a GAPDH promoter, an ADC1
promoter, a TRP1 promoter, a URA3 promoter, a LEU2 promoter, an ENO promoter, a TP1
promoter, and AOXI.

[0092] For expression in a prokaryotic host cell include, suitable promoters include, but are
not limited to, a bacteriophage T7 RNA polymerase promoter; a trp promoter; a lac operon
promoter; a trc promoter; a tac promoter,; an araBAD promoter; an ssaG promoter; a pagC
promoter, a sigma70 promoter, a dps promoter, an spv promoter, an SPI-2 promoter; an actA
promoter, an rps M promoter; a tetracycline promoter, an SP6 promoter, a bacteriophage T3
promoter, a gpt promoter and a bacteriophage lambda P promoter.

[0093] Additional suitable bacterial and eukaryotic promoters are well-known, for example as
described in Sambrook et al., Molecular Cloning, A Laboratory Manual, 2nd ed. 1989; and 3rd ed.,
2001; Kriegler, Gene Transfer and Expression: A Laboratory Manual (1990); and Ausubel et al.,
Current Protocols in Molecular Biology, 2014.

[0094] For expression in an eukaryotic cell, promoters that can be included in an expression
construct include, but are not limited to, cytomegalovirus immediate early promoter; herpes
simplex virus thymidine kinase promoter; carly and late SV40 promoters; a phosphoglycerate

kinase (PGK) promoter; a promoter present in long terminal repeats from a retrovirus; and a mouse
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metallothionein-I promoter, a beta-actin promoter, a ROSA26 promoter, a heat shock protein 70
(Hsp70) promoter, an EF-1 alpha gene encoding elongation factor 1 alpha (EF1) promoter, an
eukaryotic initiation factor 4A (elF-4A1) promoter, a chloramphenicol acetyltransferase (CAT)
promoter and the long terminal repeat region of Rous Sarcoma virus (RSV promoter).

[0095] In addition to a promoter, one or more enhancer sequences may be included such as,
but not limited to, cytomegalovirus (CMV) early enhancer element and an SV40 enhancer element.
[0096] Additional included sequences include an intron sequence such as the beta globin
intron or a generic intron, a transcription termination sequence, and an mRNA polyadenylation
(pA) sequence such as, but not limited to SV40-pA, beta-globin-pA and SCF-pA.

[0097] An expression construct may include sequences necessary for amplification in
bacterial cells, such as a selection marker (e.g. kanamycin or ampicillin resistance gene) and a
replicon.

[0098] An internal ribosome entry site (IRES) is an optionally included nucleic acid sequence
that permits translation initiation at an internal site in an mRNA. IRES are well-known in the art,
for example as described in Pelletier, J. et al., Nature, 334:320-325, 1988; Vagner, S. et al., EMBO
Rep., 2:893-898, 2001; and Hellen, C. U. et al, Genes Dev. 15:1593-1612, 2001.

[0099] The term “transcription termination site” refers to a DNA sequence operable to
terminate transcription by an RNA polymerase. A transcription termination site is generally
positioned downstream (3”) of a nucleic acid encoding a peptide or protein to be expressed.

[00100] A leader sequence is optionally included in an expression construct.

[00101] Codon optimization of a nucleic acid encoding a desired protein may be used to
improve expression in a particular expression system, for example by improving the efficiency of
translation. A selected nucleic acid encoding a desired protein may be codon optimized for
expression in any designated host cell, prokaryotic or eukaryotic, such as, but not limited to,
bacteria, insect cells, yeast, fungus, bird eggs and mammalian cells.

[00102]  An expressed protein optionally includes an N-terminal clement such as a leader
sequence and/or N-terminal methionine.

[00103]  In addition to one or more nucleic acids encoding a desired reprogramming protein,
one or more nucleic acid sequences encoding additional proteins can be included in an expression
vector. For example, a nucleic acid sequence encoding a reporter, including, but not limited to,
beta-galactosidase, green fluorescent protein and antibiotic resistance reporters is optionally

included. In a further example, a his-tag, GST-tag or MBP-tag is optionally included.
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[00104] A nucleic acid encoding a reprogramming protein can be cloned into an expression
vector for transformation into prokaryotic or eukaryotic cells and expression of the encoded
peptides and/or protein(s). As used herein, "expression vectors" are defined as polynucleotides
which, when introduced into an appropriate host cell, an expression system, can be transcribed and
translated, producing the encoded polypeptide(s).

[00105] Expression vectors are known in the art and include plasmids, cosmids, viruses and
bacteriophages, for example. Expression vectors can be prokaryotic vectors, insect vectors, or
eukaryotic vectors, for example.

[00106] For example, an expression construct including, in operable linkage: a promoter, a
DNA sequence encoding a desired protein and a transcription termination site, is included in a
plasmid, cosmid, virus or bacteriophage expression vector.

[00107] Particular vectors are known in the art and one of skill in the art will recognize an
appropriate vector for a specific purpose.

[00108] Any suitable expression vector/host cell system can be used for expression of a
transcription factor for administration to a subject according to aspects of the present invention.
[00109]  Expression of a reprogramming protein using a recombinant expression vector is
accomplished by introduction of the expression vector into an eukaryotic or prokaryotic host cell
expression system such as an insect cell, mammalian cell, yeast cell, fungus, bird egg, bacterial cell
or any other single or multicellular organism recognized in the art.

[00110] Host cells containing the recombinant expression vector are maintained under
conditions wherein the desired protein is produced. Host cells may be cultured and maintained
using known cell culture techniques such as described in Celis, Julio, ed., 1994, Cell Biology
Laboratory Handbook, Academic Press, N.Y. Various culturing conditions for these cells,
including media formulations with regard to specific nutrients, oxygen, tension, carbon dioxide and
reduced serum levels, can be selected and optimized by one of skill in the art.

[00111]  Bacterial cells can be used as the host cells to produce reprogramming proteins.
Recombinant protein expression in bacterial cells and purification of the produced protein may be
performed using known protocols, such as described in Paulina Balbas, Argelia Lorence ed., 2004,
Recombinant Gene Expression: Reviews and Protocols, Humana Press, New Jersey; Peter E.
Vaillancourt, 2003, E. Coli Gene Expression Protocols, Springer Science & Business Media.
[00112]  Optionally, recombinantly produced reprogramming proteins are purified to remove

endotoxin when an endotoxin producing host cell type is used. For example, an additional washing
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step can be added during protein purification stage using 10 column volume of 0.2% of Triton
X114 to remove endotoxin from bacterially expressed recombinant reprogramming proteins.
[00113]  Alternatively, in order to produce recombinant reprogramming proteins which do not
trigger endotoxic response in human cells, a genetically modified bacterial strain, ClearColi™
BL21(DE3) can be used as host cells such that no endotoxin removal is required.

[00114]  For expression in a host cell, any of the well-known procedures for introducing
recombinant nucleic acids into host cells may be used, such as calcium phosphate transfection,
polybrene, protoplast fusion, electroporation, sonoporation, liposomes and microinjection,
examples of which are described in Sambrook et al., Molecular Cloning: A Laboratory Manual,
Cold Spring Harbor Laboratory Press, 2001; and Ausubel, F. et al., (Eds.), Current Protocols in
Molecular Biology, 2014.

[00115]  Cell free expression systems is optionally used to express a reprogramming protein,
such as described in Ausubel, F. et al., (Eds.), Current Protocols in Molecular Biology, 2014.
[0001] Human reprogramming proteins shown herein as SEQ ID NOs: 1-63, and encoded by
the nucleic acid sequences of SEQ ID NOs:65-127, and variants thereof, can be used in methods
according to aspects described herein.

[00116] As used herein, the term "variant” refers to a variation of a nucleic acid sequence
encoding a reprogramming protein or a variation of a reprogramming protein in which one or more
nucleotides or amino acid residues have been modified by nucleotide or amino acid substitution,
addition, or deletion while retaining the function of the reference nucleic acid sequence or
reprogramming protein. Variants of a nucleic acid sequence or reprogramming protein described
herein are characterized by conserved functional properties compared to the corresponding nucleic
acid sequence or reprogramming protein.

[00117] Mutations can be introduced using standard molecular biology techniques, such as
chemical synthesis, site-directed mutagenesis and PCR-mediated mutagenesis.

[00118] One of skill in the art will recognize that one or more amino acid mutations can be
introduced without altering the functional properties of a desired reprogramming protein. For
example, one or more amino acid substitutions, additions, or deletions can be made without
altering the functional properties of a desired reprogramming protein.

[00119]  Biological activity of a reprogramming protein variant is readily determined by one of
skill in the art, for instance using any of the functional assays described herein or other functional
assays known in the art.

[00120]  Variants of a reprogramming protein described herein are characterized by conserved
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functional properties compared to the corresponding reprogramming protein and have 75%, 80%,
85%, 90%, 95%, 96%, 97%, 98%, 99% or greater identity to the amino acid sequence of a
reference reprogramming protein.

[00121]  When comparing a reference reprogramming protein to a variant, amino acid similarity
may be considered in addition to identity of amino acids at corresponding positions in an amino
acid sequence. “Amino acid similarity” refers to amino acid identity and conservative amino acid
substitutions in a putative homologue compared to the corresponding amino acid positions in a
reference protein.

[00122]  Variants of a reprogramming protein described herein are characterized by conserved
functional properties compared to the corresponding reprogramming protein and have 75%, 80%,
85%, 90%, 95%, 96%, 97%, 98%, 99% or greater similarity to the amino acid sequence of a
reference reprogramming protein.

[00123]  Conservative amino acid substitutions can be made in reference proteins to produce
variants.

[00124] Conservative amino acid substitutions are art recognized substitutions of one amino
acid for another amino acid having similar characteristics. For example, each amino acid may be
described as having one or more of the following characteristics: electropositive, electronegative,
aliphatic, aromatic, polar, hydrophobic and hydrophilic. A conservative substitution is a
substitution of one amino acid having a specified structural or functional characteristic for another
amino acid having the same characteristic. Acidic amino acids include aspartate, glutamate; basic
amino acids include histidine, lysine, arginine; aliphatic amino acids include isoleucine, leucine
and valine; aromatic amino acids include phenylalanine, glycine, tyrosine and tryptophan; polar
amino acids include aspartate, glutamate, histidine, lysine, asparagine, glutamine, arginine, serine,
threonine and tyrosine; and hydrophobic amino acids include alanine, cysteine, phenylalanine,
glycine, isoleucine, leucine, methionine, proline, valine and tryptophan; and conservative
substitutions include substitution among amino acids within each group. Amino acids may also be
described in terms of relative size, alanine, cysteine, aspartate, glycine, asparagine, proline,
threonine, serine, valine, all typically considered to be small.

[00125] A variant can include synthetic amino acid analogs, amino acid derivatives and/or non-
standard amino acids, illustratively including, without limitation, alpha-aminobutyric acid,
citrulline, canavanine, cyanoalanine, diaminobutyric acid, diaminopimelic acid, dihydroxy-

phenylalanine, djenkolic acid, homoarginine, hydroxyproline, norleucine, norvaline, 3-
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phosphoserine, homoserine, 5-hydroxytryptophan, 1-methylhistidine, 3-methylhistidine, and
ornithine.

[00126]  Percent identity is determined by comparison of amino acid or nucleic acid sequences,
including a reference amino acid or nucleic acid sequence and a putative homologue amino acid or
nucleic acid sequence. To determine the percent identity of two amino acid sequences or of two
nucleic acid sequences, the sequences are aligned for optimal comparison purposes (e.g., gaps can
be introduced in the sequence of a first amino acid or nucleic acid sequence for optimal alignment
with a second amino acid or nucleic acid sequence). The amino acid residues or nucleotides at
corresponding amino acid positions or nucleotide positions are then compared. When a position in
the first sequence is occupied by the same amino acid residue or nucleotide as the corresponding
position in the second sequence, then the molecules are identical at that position. The percent
identity between the two sequences is a function of the number of identical positions shared by the
sequences (i.e., % identity=number of identical overlapping positions/total number of positions X
100%). The two sequences compared are generally the same length or nearly the same length.
[00127] The determination of percent identity between two sequences can also be
accomplished using a mathematical algorithm. Algorithms used for determination of percent
identity illustratively include the algorithms of S. Karlin and S. Altshul, PNAS, 90:5873-5877,
1993; T. Smith and M. Waterman, Adv. Appl. Math. 2:482-489, 1981, S. Needleman and C.
Wunsch, J. Mol. Biol., 48:443-453, 1970, W. Pearson and D. Lipman, PNAS, 85:2444-2448, 1988
and others incorporated into computerized implementations such as, but not limited to, GAP,
BESTFIT, FASTA, TFASTA; and BLAST, for example incorporated in the Wisconsin Genetics
Software Package, Genetics Computer Group, 575 Science Drive, Madison, Wis.) and publicly
available from the National Center for Biotechnology Information.

[00128] A non-limiting example of a mathematical algorithm utilized for the comparison of
two sequences is the algorithm of Karlin and Altschul, 1990, PNAS 87:2264-2268, modified as in
Karlin and Altschul, 1993, PNAS. 90:5873-5877. Such an algorithm is incorporated into the
NBLAST and XBLAST programs of Altschul et al.,, 1990, J. Mol. Biol. 215:403. BLAST
nucleotide searches are performed with the NBLAST nucleotide program parameters set, e.g., for
score=100, word length=12 to obtain nucleotide sequences homologous to a nucleic acid
molecules of the present invention. BLAST protein searches are performed with the XBLAST
program parameters set, e.g., to score 50, word length=3 to obtain amino acid sequences
homologous to a protein molecule of the present invention. To obtain gapped alignments for

comparison purposes, Gapped BLAST are utilized as described in Altschul et al., 1997, Nucleic



10

15

20

25

30

WO 2015/061779 PCT/US2014/062400

22

Acids Res. 25:3389-3402. Alternatively, PSI BLAST is used to perform an iterated search which
detects distant relationships between molecules. When utilizing BLAST, Gapped BLAST, and PSI
Blast programs, the default parameters of the respective programs (e.g., of XBLAST and
NBLAST) are used. Another preferred, non-limiting example of a mathematical algorithm utilized
for the comparison of sequences is the algorithm of Myers and Miller, 1988, CABIOS 4:11-17.
Such an algorithm is incorporated in the ALIGN program (version 2.0) which is part of the GCG
sequence alignment software package. When utilizing the ALIGN program for comparing amino
acid sequences, a PAM 120 weight residue table, a gap length penalty of 12, and a gap penalty of 4
is used.

[00129]  The percent identity between two sequences is determined using techniques similar to
those described above, with or without allowing gaps. In calculating percent identity, typically only
exact matches are counted.

[00130] One of skill in the art will recognize that one or more nucleic acid or amino acid
mutations can be introduced without altering the functional properties of a given nucleic acid or
protein, respectively.

[00131]  As noted, human reprogramming proteins shown herein as SEQ ID NOs: 1-63, are
encoded by the nucleic acid sequences of SEQ ID NOs:65-127. It is appreciated that due to the
degenerate nature of the genetic code, alternate nucleic acid sequences encode a particular
reprogramming protein, and that such alternate nucleic acids may be expressed to produce the
desired reprogramming protein.

[00132]  The term “complementary” refers to Watson-Crick base pairing between nucleotides
and specifically refers to nucleotides hydrogen bonded to one another with thymine or uracil
residues linked to adenine residues by two hydrogen bonds and cytosine and guanine residues
linked by three hydrogen bonds. In general, a nucleic acid includes a nucleotide sequence
described as having a “percent complementarity” to a specified second nucleotide sequence. For
example, a nucleotide sequence may have 80%, 90%, or 100% complementarity to a specified
second nucleotide sequence, indicating that 8 of 10, 9 of 10 or 10 of 10 nucleotides of a sequence
are complementary to the specified second nucleotide sequence. For instance, the nucleotide
sequence 3’-TCGA-5" is 100% complementary to the nucleotide sequence 5’-AGCT-3’. Further,
the nucleotide sequence 3’-TCGA-5" is 100% complementary to a region of the nucleotide
sequence 5’-TTAGCTGG-3’.

[00133] The terms “hybridization” and “hybridizes” refer to pairing and binding of

complementary nucleic acids. Hybridization occurs to varying extents between two nucleic acids
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depending on factors such as the degree of complementarity of the nucleic acids, the melting
temperature, Tm, of the nucleic acids and the stringency of hybridization conditions, as is well
known in the art. The term “stringency of hybridization conditions” refers to conditions of
temperature, ionic strength, and composition of a hybridization medium with respect to particular
common additives such as formamide and Denhardt’s solution. Determination of particular
hybridization conditions relating to a specified nucleic acid is routine and is well known in the art,
for instance, as described in J. Sambrook and D.W. Russell, Molecular Cloning: A Laboratory
Manual, Cold Spring Harbor Laboratory Press; 3rd Ed., 2001; and F.M. Ausubel, Ed., Short
Protocols in Molecular Biology, Current Protocols; 5th Ed., 2002. High stringency hybridization
conditions are those which only allow hybridization of substantially complementary nucleic acids.
Typically, nucleic acids having about 85-100% complementarity are considered highly
complementary and hybridize under high stringency conditions. Intermediate stringency conditions
are exemplified by conditions under which nucleic acids having intermediate complementarity,
about 50-84% complementarity, as well as those having a high degree of complementarity,
hybridize. In contrast, low stringency hybridization conditions are those in which nucleic acids
having a low degree of complementarity hybridize.

[00134]  The terms “specific hybridization” and “specifically hybridizes” refer to hybridization
of a particular nucleic acid to a target nucleic acid without substantial hybridization to nucleic acids
other than the target nucleic acid in a sample.

[00135] Stringency of hybridization and washing conditions depends on several factors,
including the Tm of the probe and target and ionic strength of the hybridization and wash
conditions, as is well-known to the skilled artisan. Hybridization and conditions to achieve a
desired hybridization stringency are described, for example, in Sambrook et al., Molecular
Cloning: A Laboratory Manual, Cold Spring Harbor Laboratory Press, 2001; and Ausubel, F. et al.,
(Eds.), Short Protocols in Molecular Biology, Wiley, 2002.

[00136] An example of high stringency hybridization conditions is hybridization of nucleic
acids over about 100 nucleotides in length in a solution containing 6X SSC, 5X Denhardt’s
solution, 30% formamide, and 100 micrograms/ml denatured salmon sperm at 37°C overnight
followed by washing in a solution of 0.1X SSC and 0.1% SDS at 60°C for 15 minutes. SSC is
0.15M NaCl/0.015M Na citrate. Denhardt’s solution is 0.02% bovine serum albumin/0.02%
FICOLL/0.02% polyvinylpyrrolidone.

[00137] A reprogramming protein modified by QQ is an isolated protein according to aspects

of the present invention. The term “isolated protein” indicates that the protein has been separated
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from biological materials, such as cells, cellular debris and other proteins, which may be present in
the system in which the protein is produced. The term “isolated protein” may, but does not
necessarily, indicate that the protein is purified. Purified protein included in methods and
compositions of the present invention contains least about 1 — 100% of the mass, by weight, such
as about 25%, 50%, 75%, 85%, 95%, 99% or greater than about 99% of the mass, by weight, of the
protein included.

[00138] The term “subject” refers to an individual in need of treatment for a disease or injury
responsive to the beneficial effects of cell reprogramming, and generally includes mammals and
birds, such as, but not limited to, humans, other primates, cats, dogs, sheep, cows, goats, horses,
pigs, poultry, rabbits and rodents, such as rats, mice and guinea pigs. According to aspects of the
present invention, the subject is human.

[00139] Condition characterized by damaged, and/or defective cells.

[00140] The terms “treating” and “treatment” used to refer to trcatment of a condition
characterized by damaged, and/or defective cells such as a disease or injury of a subject include:
inhibiting or ameliorating the disease or injury in the subject, such as slowing progression of the
disease and/or reducing or ameliorating a sign or symptom of the disease or injury.

[00141]  Conditions characterized by angiogenesis are treated according to aspects of methods
of the present invention and are characterized by effective delivery of QQ-modified
reprogramming proteins via the enhanced permeability and retention effect (EPR effect) of the
angiogenic blood vessels.

[00142] Conditions characterized by damaged, and/or defective cells treated according to
aspects of the present invention are various human conditions, including, but not limited to, cancer;
cardiovascular disease or injury such as acute and chronic myocardial infarction, ischemia, heart
injury, coronary artery disease, congenital heart disease, cardiomyopathies such as alcoholic
cardiomyopathy, arrhythmogenic right ventricular cardiomyopathy, hypertensive cardiomyopathy,
dilated cardiomyopathy, hypertrophic cardiomyopathy, inflammatory cardiomyopathy, ischemic
cardiomyopathy, cardiomyopathy secondary to a systemic metabolic disease, myocardiodystrophy,
noncompaction cardiomyopathy, restrictive cardiomyopathy, and valvular cardiomyopathy;
vascular disease or blood vessel damage; anemias; ischemic and hemorrhagic stroke; metabolic
diseases or conditions, such as diabetes, type I and type II, and obesity; neurological diseases and
injuries such as spinal cord injury, traumatic brain injury, Huntington's disease, schizophrenia,
Alzheimer's disease, amyotrophic lateral sclerosis, ataxias, autism, Lyme disease, meningitis,

migraine, motor neuron diseases, movement disorders such as Parkinson's disease, neuropathy,
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pain, neuropathic pain, spinal cord disorders, peripheral and central nerve disorders, autonomic
nervous system disorders, seizure disorders such as epilepsy, sleep disorders, dementias such as
Alzheimer's disease, muscular dystrophy, Charcot-Marie-Tooth Neuropathy Type 1A and
demyelinating diseases such as acute disseminated encephalomyelitis, adrenoleukodystrophy,
adrenomyeloneuropathy, multiple sclerosis, neuromyelitis optica, optic neuritis, and transverse
myelitis; wounds; inflammatory conditions; liver diseases and injuries such as liver disease such as
familial hyper-cholesterolaemia (FH), Crigler-Najjar syndrome, hereditary tryosinemia I, fulminant
hepatic failure, viral hepatitis, drug-induced liver injury, cirrhosis, inherited hepatic insufficiency
such as due to Wilson's disease, Gilbert's syndrome, or al-antitrypsin deficiency, hepatobiliary
carcinoma, autoimmune liver disease, such as autoimmune chronic hepatitis or primary biliary
cirrhosis; autoimmune diseases; osteoarthritis; theumatoid arthritis; cartilage disease or injury such
as due to joint disorder, osteoarthritis, cartilage injury, traumatic rupture or detachment,
achondroplasia, costochondritis, spinal disc herniation, relapsing polychonritis, tumor, chondroma,
chondrosarcoma, and pleomorphic adenoma; Crohn's disease and genetic abnormalities.

[00143] Particular cancers treated using methods and compositions described herein are
characterized by abnormal cell proliferation including, but not limited to, pre-neoplastic
hyperproliferation, cancer in-situ, neoplasms and metastasis. The terms “treating” and “treatment”
used to refer to treatment of a cancer in a subject include: inhibiting or ameliorating the cancer in
the subject, such as slowing progression of the cancer and/or reducing or ameliorating a sign or
symptom of the cancer.

[00144] A therapeutically effective amount of a composition including an anti-cancer
composition of the present invention is an amount which has a beneficial effect in a subject being
treated. In subjects having cancer, such as a condition characterized by abnormal cell proliferation
including, but not limited to, pre-neoplastic hyperproliferation, cancer in-situ, neoplasms,
metastasis, a tumor, a benign growth or other condition responsive to an inventive composition, a
therapeutically effective amount of a QQ-modified protein is effective to ameliorate one or more
signs and/or symptoms of the cancer. For example, a therapeutically effective amount of a
composition is effective to detectably decrease proliferation of cells of a cancer characterized by
abnormal cell proliferation including, but not limited to, pre-neoplastic hyperproliferation, cancer
in-situ, neoplasms, metastasis, a tumor, a benign growth or other condition responsive to an
administered QQ-modified protein.

[00145] Such cancers include solid and non-solid cancers such as cancer of the bladder; breast;

colorectal; cervical; esophagus; head and neck; kidney; lung; cancers of the nervous system such as
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glioblastoma, astrocytoma, ependymoma, neuroblastoma, retinoblastoma, meningiomas, granular
cell tumors and nerve sheath tumors; ovary; pancreas; prostate; skin; stomach; testicle; throat
cancer; urachus; or vagina.

[00146] A pharmaceutical composition according to aspects of the present invention includes a
QQ-modified reprogramming protein and a pharmaceutically acceptable carrier.

[00147] The term “pharmaceutically acceptable carrier” as used herein refers to a carrier or
diluent that is generally non-toxic to an intended recipient and which does not significantly inhibit
activity of a QQ-modified protein or other active agent included in the composition.

[00148] A composition according to the present invention generally includes about 0.1-99% of
a QQ-modified reprogramming protein.

[00149] Pharmaceutical compositions suitable for delivery to a subject may be prepared in
various forms illustratively including physiologically acceptable sterile aqueous or nonaqueous
solutions, dispersions, suspensions or emulsions, and sterile powders for reconstitution into sterile
injectable solutions or dispersions.

[00150] Pharmaceutical compositions optionally include a buffer, a solvent, or a diluent.

[00151] Examples of suitable aqueous and nonaqueous carriers include water, ethanol, polyols
such as propylene glycol, polyethylene glycol and glycerol; vegetable oils such as olive oil; and
injectable organic esters such as ethyloleate; and suitable mixtures of any two or more thereof.
[00152] Such formulations are administered by a suitable route including parenteral
administration. Optionally, administration includes systemic or local administration.

[00153] These compositions may also contain adjuvants such as preserving, wetting,
emulsifying, and dispensing agents. Prevention of the action of microorganisms can be ensured by
various antibacterial and antifungal agents, for example, parabens, chlorobutanol, phenol, sorbic
acid, and the like. One or more isotonic agents is optionally included, for example, sugars and or
salts such as sodium chloride.

[00154] In particular aspects, QQ-modified proteins are administered by topical application.
[00155] A topical formulation can be an ointment, lotion, cream or gel in particular aspects.
Topical dosage forms such as ointment, lotion, cream or gel bases are described in Remington: The
Science and Practice of Pharmacy, 21% Ed., Lippincott Williams & Wilkins, 2006, p.880-882 and
p.886-888; and in Allen, L. V. et al.,, Ansel’s Pharmaceutical Dosage Forms and Drug Delivery
Systems, 81 Ed., Lippincott Williams & Wilkins, 2005, p.277-297.

[00156] Pharmaceutically acceptable carriers and formulation of pharmaceutical compositions

are known in the art, illustratively including, but not limited to, as described in Remington: The
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Science and Practice of Pharmacy, 21% Ed., Lippincott, Williams & Wilkins, Philadelphia, PA,
2006; and Allen, L.V. et al., Ansel’s Pharmaceutical Dosage Forms and Drug Delivery Systems,
8" Ed., Lippincott, Williams & Wilkins, Philadelphia, PA, 2005.

[00157] A pharmaceutical composition including a QQ-modified protein is suitable for
administration to a subject by a variety of systemic and/or local routes including, but not limited to,
parenteral, oral, rectal, nasal, pulmonary, epidural, ocular, otic, intraarterial, intracardiac,
intracerebroventricular, intracranial, intradermal, intravenous, intramuscular, intraperitoneal,
intraosseous, intrathecal, intratumoral, intravesical, subcutancous, topical, transdermal, and
transmucosal, such as by sublingual, buccal, vaginal, and inhalational routes of administration.
[00158]  Administration of pharmaceutical composition

[00159] An inventive composition may be administered acutely or chronically. For example, a
composition as described herein may be administered as a unitary dose or in multiple doses over a
relatively limited period of time, such as seconds — hours. In a further embodiment, administration
may include multiple doses administered over a period of days — years, such as for chronic
treatment of cancer.

[00160] A therapeutically effective amount of a QQ-modified protein will vary depending on
the route of administration and form of the composition being administered and the particular
composition administered, the severity and type of condition being treated in the subject, the
species of the subject, the age and sex of the subject and the general physical characteristics of the
subject to be treated. One of skill in the art could determine a therapeutically effective amount in
view of these and other considerations typical in medical practice without undue experimentation
in view of the present disclosure and what is known in the art. In general it is contemplated that a
therapeutically effective amount would be in the range of about 0.001 ng/kg — 100 mg/kg body
weight, optionally in the range of about 0.01 ng/kg — 1 mg/kg, and further optionally in the range
of about 0.1 ng/kg — 0.1 mg/kg. Further, dosage may be adjusted depending on whether treatment
is to be acute or continuing.

[00161] Usually between 1 and 100 doses of a QQ-modified protein are administered to treat a
subject in need thereof, although more doses can be given. A QQ-modified protein can be
administered twice a day, daily, biweekly, weekly, every other week, monthly or at some other
interval, for a treatment course extending one day, 1 week, 2 weeks, 4 weeks, 1 month, 2 months,
3-6 months or longer. A course of treatment is optionally repeated and may extend to chronic

treatment if necessary.
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[00162] Administration of a QQ-modified protein according to aspects of a method of the
present invention includes administration according to a dosage regimen to produce a desired
response. A suitable schedule for administration of doses depends on several factors including age,
weight, gender, medical history and health status of the subject, type of composition used and route
of administration, for example. One of skill in the art is able to readily determine a dose and
schedule of administration for a particular subject.

[00163] Methods according to embodiments of the present invention include administration of
a QQ-modified protein as a pharmaceutical formulation, such as by systemic or local
administration. Exemplary routes of administration include, but are not limited to, parenteral, oral,
rectal, nasal, pulmonary, epidural, ocular, otic, intraarterial, intracardiac, intracerebroventricular,
intracranial, intradermal, intravenous, intramuscular, intraperitoneal, intraosseous, intrathecal,
intratumoral, intravesical, subcutancous, topical, transdermal, and transmucosal, such as by
sublingual, buccal, vaginal, and inhalational routes of administration.

[00164] The QQ-modified protein may be administered parenterally, for example, by injection
such as intravenous injection, intramuscular injection, intraperitoneal injection, subcutaneous
injection, transdermal injection, intrathecal injection, intracranial injection, intracerebrospinal
injection, and/or continuous infusion such as by an intravenous or intracerebrospinal continuous
infusion device.

[00165]  According to aspects, a protein transduction reagent-modified reprogramming protein
is a DNA binding transcription factor. Administration of a protein transduction reagent-modified
reprogramming protein is effective to reprogram one or more cell types in situ at the site of disease
or damage to treat the disease or damage in vivo according to aspects described herein.
Administration of a protein transduction reagent-modified reprogramming protein is effective to
reprogram one or more cell types in situ at the site of disease or damage, generating transient stem
cells which then differentiate into normal cells in situ at the site of disease or damage in vivo to
treat the disease or damage according to aspects described herein.

[00166] Methods of treating cancer according to aspects of the present invention include
administering one or more of: protein transduction reagent-modified Sox2, protein transduction
reagent-modified Oct4 and protein transduction reagent-modified Nanog. Methods of treating
cancer according to aspects of the present invention include administering two or more of’ protein
transduction reagent-modified Sox2, protein transduction reagent-modified Oct4 and protein
transduction reagent-modified Nanog. Methods of treating cancer according to aspects of the

present invention include administering: protein transduction reagent-modified Sox2, protein
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transduction reagent-modified Oct4 and protein transduction reagent-modified Nanog. Such
methods produce new normal cells at the site of the cancer by reprogramming cancer cells at the
site.

[00167]  Methods of treating brain tumor according to aspects of the present invention include
administering one or more of: protein transduction reagent-modified Sox2, protein transduction
reagent-modified Oct4 and protein transduction reagent-modified Nanog. Methods of treating brain
tumor according to aspects of the present invention include administering two or more of: protein
transduction reagent-modified Sox2, protein transduction reagent-modified Oct4 and protein
transduction reagent-modified Nanog. Methods of treating brain tumor according to aspects of the
present invention include administering: protein transduction reagent-modified Sox2, protein
transduction reagent-modified Oct4 and protein transduction reagent-modified Nanog. Such
methods produce new normal cells at the site of the brain tumor by reprogramming brain tumor
cells at the site.

[00168] Methods of treating brain tumor according to aspects of the present invention
including administrating one or more of: protein transduction reagent-modified Sox2 and protein
transduction reagent-modified NeuroD. Methods of treating pancreatic cancer according to aspects
of the present invention including administrating: protein transduction reagent-modified Sox2 and
protein transduction reagent-modified NeuroD. Such methods produce new normal cells at the site
of pancreatic cancer by reprogramming brain tumor cells at the site.

[00169]  Methods of treating breast cancer according to aspects of the present invention include
administering one or more of: protein transduction reagent-modified Sox2, protein transduction
reagent-modified Oct4 and protein transduction reagent-modified Nanog. Methods of treating
breast cancer according to aspects of the present invention include administering two or more of:
protein transduction reagent-modified Sox2, protein transduction reagent-modified Oct4 and
protein transduction reagent-modified Nanog. Methods of treating breast cancer according to
aspects of the present invention include administering: protein transduction reagent-modified Sox2,
protein transduction reagent-modified Oct4 and protein transduction reagent-modified Nanog.
Such methods produce new normal cells at the site of the breast cancer by reprogramming breast
cancer cells at the site.

[00170] Methods of treating breast cancer according to aspects of the present invention
including administrating one or more of: protein transduction reagent-modified Sox9, protein
transduction reagent-modified Slug, protein transduction reagent-modified Gata3, protein

transduction reagent-modified Brca-1 and protein transduction reagent-modified State5a. Methods
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of treating breast cancer according to aspects of the present invention including administrating two
or more of: protein transduction reagent-modified Sox9, protein transduction reagent-modified
Slug, protein transduction reagent-modified Gata3, protein transduction reagent-modified Brca-1
and protein transduction reagent-modified StateSa. Methods of treating breast cancer according to
aspects of the present invention including administrating three or more of: protein transduction
reagent-modified Sox9, protein transduction reagent-modified Slug, protein transduction reagent-
modified Gata3, protein transduction reagent-modified Brca-1 and protein transduction reagent-
modified State5a. Methods of treating breast cancer according to aspects of the present invention
including administrating four or more of: protein transduction reagent-modified Sox9, protein
transduction reagent-modified Slug, protein transduction reagent-modified Gata3, protein
transduction reagent-modified Brca-1 and protein transduction reagent-modified State5a. Methods
of treating breast cancer according to aspects of the present invention including administrating:
protein transduction reagent-modified Sox9, protein transduction reagent-modified Slug, protein
transduction reagent-modified Gata3, protein transduction reagent-modified Brca-1 and protein
transduction reagent-modified StateSa. Such methods produce new normal cells at the site of breast
cancer by reprogramming breast cancer cells at the site.

[00171]  Methods of treating pancreatic cancer according to aspects of the present invention
including administrating one or more of: protein transduction reagent-modified Sox2, protein
transduction reagent-modified Oct4 and protein transduction reagent-modified Nanog. Methods of
treating pancreatic cancer according to aspects of the present invention including administrating
two or more of: protein transduction reagent-modified Sox2, protein transduction reagent-modified
Oct4 and protein transduction reagent-modified Nanog. Methods of treating pancreatic cancer
according to aspects of the present invention including administrating: protein transduction
reagent-modified Sox2, protein transduction reagent-modified Oct4 and protein transduction
reagent-modified Nanog. Such methods produce new normal cells at the site of pancreatic cancer
by reprogramming pancreatic cancer cells at the site.

[00172]  Methods of treating pancreatic cancer according to aspects of the present invention
including administrating one or more of: protein transduction reagent-modified PDX1, protein
transduction reagent-modified PAX4, protein transduction reagent-modified MafA and protein
transduction reagent-modified Ngn3. Methods of treating pancreatic cancer according to aspects of
the present invention including administrating two or more of: protein transduction reagent-
modified PDX1, protein transduction reagent-modified PAX4, protein transduction reagent-
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cancer according to aspects of the present invention including administrating three or more of:
protein transduction reagent-modified PDX1, protein transduction reagent-modified PAX4, protein
transduction reagent-modified MafA and protein transduction reagent-modified Ngn3. Methods of
treating pancreatic cancer according to aspects of the present invention including administrating:
protein transduction reagent-modified PDX1, protein transduction reagent-modified PAX4, protein
transduction reagent-modified MafA and protein transduction reagent-modified Ngn3. Such
methods produce new normal cells at the site of pancreatic cancer by reprogramming pancreatic
cancer cells at the site.

[00173] Methods of treating a heart disease or heart damage, such as damage due to acute or
chronic myocardial infarction, according to aspects of the present invention include administering
one or more of: protein transduction reagent-modified Gatad, protein transduction reagent-
modified Hand2, protein transduction reagent-modified MEF2¢ and protein transduction reagent-
modified Tbox5. Methods of treating a heart disease or heart damage according to aspects of the
present invention include administering two or more of: protein transduction reagent-modified
Gatad4, protein transduction reagent-modified Hand2, protein transduction reagent-modified
MEF2c and protein transduction reagent-modified Tbox5. Methods of treating a heart disease or
heart damage according to aspects of the present invention include administering three or more of:
protein transduction reagent-modified Gata4, protein transduction reagent-modified Hand2, protein
transduction reagent-modified MEF2c and protein transduction reagent-modified Tbox5. Methods
of treating a heart disease or heart damage according to aspects of the present invention include
administering: protein transduction reagent-modified Gata4, protein transduction reagent-modified
Hand2, protein transduction reagent-modified MEF2c and protein transduction reagent-modified
Tbox5. Such methods produce new cardiomyocytes, smooth muscle cells and endothelial cells at
the site of the disease or damage by reprogramming fibroblasts at the site.

[00174] Methods of treating a liver disease or liver damage according to aspects of the present
invention include administering one or more of: protein transduction reagent-modified Gata4,
protein transduction reagent-modified Hnfla and protein transduction reagent-modified Foxa3.
Methods of treating a liver disease or liver damage according to aspects of the present invention
include administering two or more of: protein transduction reagent-modified Gatad, protein
transduction reagent-modified Hnfla and protein transduction reagent-modified Foxa3. Methods of
treating a liver disease or liver damage according to aspects of the present invention include
administering: protein transduction reagent-modified Gata4, protein transduction reagent-modified

Hnfla and protein transduction reagent-modified Foxa3. Such methods produce new hepatocytes
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at the site of the disease or damage by reprogramming fibroblasts at the site. Examples of such
liver disease or liver damage include familial hyper-cholesterolaemia (FH), Crigler-Najjar
syndrome and hereditary tryosinaemica L.

[00175]  Methods of treating a liver disease or liver damage according to aspects of the present
invention include administering one or more of: protein transduction reagent-modified Hnfla,
protein transduction reagent-modified Foxal, protein transduction reagent-modified Foxa2 and
protein transduction reagent-modified Foxa3. Methods of treating a liver disease or liver damage
according to aspects of the present invention include administering two or more of: protein
transduction reagent-modified Hnfla, protein transduction reagent-modified Foxal, protein
transduction reagent-modified Foxa2 and protein transduction reagent-modified Foxa3. Methods of
treating a liver disease or liver damage according to aspects of the present invention include
administering: protein transduction reagent-modified Hnfla, protein transduction reagent-modified
Foxal, protein transduction reagent-modified Foxa2 and protein transduction reagent-modified
Foxa3. Such methods produce new hepatocytes at the site of the discase or damage by
reprogramming fibroblasts at the site. Examples of such liver disease or liver damage include
familial hyper-cholesterolaemia (FH), Crigler-Najjar syndrome and hereditary tryosinaemica L.
[00176] Methods of treating atherosclerosis according to aspects of the present invention
include administering one or more of: protein transduction reagent-modified CEBP/o/B and protein
transduction reagent-modified PU.1. Methods of treating atherosclerosis according to aspects of
the present invention include administering both of: CEBP/o/B and protein transduction reagent-
modified PU.1. Such methods produce new foam cells and macrophages at the site of the
atherosclosis by reprogramming fibroblasts at the site.

[00177]  Methods of treating a neurodegenerative disease or neuronal tissue damage according
to aspects of the present invention include administering one or more of: protein transduction
reagent-modified Brn2, protein transduction reagent-modified Sox2 and protein transduction
reagent-modified Foxgl. Methods of treating a neurodegenerative disease or neuronal tissue
damage according to aspects of the present invention include administering two or more of: protein
transduction reagent-modified Brn2, protein transduction reagent-modified Sox2 and protein
transduction reagent-modified Foxgl. Methods of treating neurodegenerative disease or neuronal
tissue damage according to aspects of the present invention include administering: protein
transduction reagent-modified Brn2, protein transduction reagent-modified Sox2 and protein
transduction reagent-modified Foxgl. Such methods produce new neurons at the site of the disease

or damage by reprogramming fibroblasts at the site.
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[00178]  Methods of treating a neurodegenerative disease or neuronal tissue damage according
to aspects of the present invention include administering one or more of: protein transduction
reagent-modified Ascl, protein transduction reagent-modified Lmxla, protein transduction
reagent-modified Nurrl, protein transduction reagent-modified Brn2 and protein transduction
reagent-modified Mytll. Methods of treating neurodegenerative disease or neuronal tissue damage
according to aspects of the present invention include administering two or more of: protein
transduction reagent-modified Ascl, protein transduction reagent-modified Lmxla, protein
transduction reagent-modified Nurrl, protein transduction reagent-modified Bm2 and protein
transduction reagent-modified Mytll. Methods of treating neurodegenerative disease or neuronal
tissue damage according to aspects of the present invention include administering three or more of:
protein transduction reagent-modified Ascl, protein transduction reagent-modified Lmx1a, protein
transduction reagent-modified Nurrl, protein transduction reagent-modified Bm2 and protein
transduction reagent-modified Mytll. Methods of treating neurodegenerative disease or neuronal
tissue damage according to aspects of the present invention include administering four or more of:
protein transduction reagent-modified Ascl, protein transduction reagent-modified Lmx1a, protein
transduction reagent-modified Nurrl, protein transduction reagent-modified Bm2 and protein
transduction reagent-modified Mytll. Methods of treating neurodegenerative disease or neuronal
tissue damage according to aspects of the present invention include administering: protein
transduction reagent-modified Ascl, protein transduction reagent-modified Lmxla, protein
transduction reagent-modified Nurrl, protein transduction reagent-modified Bm2 and protein
transduction reagent-modified Mytl1. Such methods produce new glutamatergic neurons at the site
of the disease or damage by reprogramming fibroblasts at the site.

[00179]  Methods of treating a neurodegenerative disease or neuronal tissue damage according
to aspects of the present invention include administering one or more of: protein transduction
reagent-modified Ascl, protein transduction reagent-modified Brn2, protein transduction reagent-
modified Mytll and protein transduction reagent-modified NeuroD1. Methods of treating
neurodegenerative disease or neuronal tissue damage according to aspects of the present invention
include administering two or more of: protein transduction reagent-modified Ascl, protein
transduction reagent-modified Brn2, protein transduction reagent-modified Mytll and protein
transduction reagent-modified NeuroD1. Methods of treating neurodegenerative disease or
neuronal tissue damage according to aspects of the present invention include administering three or
more of: protein transduction reagent-modified Ascl, protein transduction reagent-modified Brn2,

protein transduction reagent-modified Mytll and protein transduction reagent-modified NeuroD1.
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Methods of treating neurodegenerative disease or neuronal tissue damage according to aspects of
the present invention include administering: protein transduction reagent-modified Ascl, protein
transduction reagent-modified Bm?2 , protein transduction reagent-modified Mytll and protein
transduction reagent-modified NeuroD1. Such methods produce new glutamatergic neurons at the
site of the disease or damage by reprogramming fibroblasts at the site.

[00180] Methods of treating a neurodegenerative disease or neuronal tissue damage according
to aspects of the present invention include administering: protein transduction reagent-modified
Ngn2. Such methods produce new glutamatergic neurons at the site of the disease or damage by
reprogramming astrocytes at the site.

[00181]  Methods of treating a neurodegenerative disease or neuronal tissue damage according
to aspects of the present invention include administering one or more of: protein transduction
reagent-modified Sox2 and protein transduction reagent-modified NeuroD1. Methods of treating
neurodegenerative disease or neuronal tissue damage according to aspects of the present invention
include administering: protein transduction reagent-modified Sox2 and protein transduction
reagent-modified NeuroD1. Such methods produce new neural stem cells at the site of the disease
or damage.

[00182] Methods of treating a neurological disease or neuronal tissue damage according to
aspects of the present invention include administering one or more of: protein transduction reagent-
modified Brn2, protein transduction reagent-modified Ascll, protein transduction reagent-modified
Mytll, protein transduction reagent-modified Lhx3 and protein transduction reagent-modified Hb9.
Methods of treating neurological disease or neuronal tissue damage according to aspects of the
present invention include administering two or more of: protein transduction reagent-modified
Brn2, protein transduction reagent-modified Ascll, protein transduction reagent-modified Mytll,
protein transduction reagent-modified Lhx3 and protein transduction reagent-modified HD9.
Methods of treating neurological disease or neuronal tissue damage according to aspects of the
present invention include administering three or more of: protein transduction reagent-modified
Brn2, protein transduction reagent-modified Ascll, protein transduction reagent-modified Mytll,
protein transduction reagent-modified Lhx3 and protein transduction reagent-modified HD9.
Methods of treating neurological disease or neuronal tissue damage according to aspects of the
present invention include administering four or more of: protein transduction reagent-modified
Brn2, protein transduction reagent-modified Ascll, protein transduction reagent-modified Mytll,
protein transduction reagent-modified Lhx3 and protein transduction reagent-modified HD9.

Methods of treating neurological disease or neuronal tissue damage according to aspects of the
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present invention include administering: protein transduction reagent-modified B2, protein
transduction reagent-modified Ascll, protein transduction reagent-modified Mytll, protein
transduction reagent-modified Lhx3 and protein transduction reagent-modified Hb9. Such methods
produce new motor neurons at the site of the disease or damage by reprogramming fibroblasts at
the site. Examples of such neurological diseases include amyotrophic lateral sclerosis (ALS).

[00183]  Methods of treating a neurological disease or neuronal tissue damage according to
aspects of the present invention include administering one or more of: protein transduction reagent-
modified Brn2, protein transduction reagent-modified Ascll, protein transduction reagent-modified
Mytll, protein transduction reagent-modified Lhx3, protein transduction reagent-modified Hb9,
protein transduction reagent-modified Lsll and protein transduction reagent-modified Ngn2.
Methods of treating neurological disease or neuronal tissue damage according to aspects of the
present invention include administering two or more of: protein transduction reagent-modified
Brn2, protein transduction reagent-modified Ascll, protein transduction reagent-modified Mytll,
protein transduction reagent-modified Lhx3, protein transduction reagent-modified Hb9, protein
transduction reagent-modified Lsll and protein transduction reagent-modified Ngn2. Methods of
treating neurological disease or neuronal tissue damage according to aspects of the present
invention include administering three or more of: protein transduction reagent-modified B2,
protein transduction reagent-modified Ascll, protein transduction reagent-modified Mytl1, protein
transduction reagent-modified Lhx3, protein transduction reagent-modified HbY, protein
transduction reagent-modified Lsll and protein transduction reagent-modified Ngn2. Methods of
treating neurological disease or neuronal tissue damage according to aspects of the present
invention include administering four or more of: protein transduction reagent-modified Brn2,
protein transduction reagent-modified Ascll, protein transduction reagent-modified Mytl1, protein
transduction reagent-modified Lhx3, protein transduction reagent-modified HbY, protein
transduction reagent-modified Lsll and protein transduction reagent-modified Ngn2. Methods of
treating neurological disease or neuronal tissue damage according to aspects of the present
invention include administering five or more of: protein transduction reagent-modified B2,
protein transduction reagent-modified Ascll, protein transduction reagent-modified Mytl1, protein
transduction reagent-modified Lhx3, protein transduction reagent-modified HbY, protein
transduction reagent-modified Lsll and protein transduction reagent-modified Ngn2. Methods of
treating neurological disease or neuronal tissue damage according to aspects of the present
invention include administering six or more of: protein transduction reagent-modified Brn2,

protein transduction reagent-modified Ascll, protein transduction reagent-modified Mytl1, protein
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transduction reagent-modified Lhx3, protein transduction reagent-modified HbY, protein
transduction reagent-modified Lsll and protein transduction reagent-modified Ngn2. Methods of
treating neurological disease or neuronal tissue damage according to aspects of the present
invention include administering: protein transduction reagent-modified Brn2, protein transduction
reagent-modified Ascll, protein transduction reagent-modified Mytll, protein transduction
reagent-modified Lhx3, protein transduction reagent-modified Hb9, protein transduction reagent-
modified Lsl1 and protein transduction reagent-modified Ngn2. Such methods produce new motor
neurons at the site of the disease or damage by reprogramming fibroblasts at the site. Examples of
such neurological diseases include amyotrophic lateral sclerosis (ALS).

[00184] Methods of treating a neurological disease or neuronal tissue damage according to
aspects of the present invention include administering: protein transduction reagent-modified. Such
methods produce new GABA neurons at the site of the disease or damage by reprogramming
fibroblasts at the site. Examples of such neurological diseases include spinal muscular atrophy
(SMA).

[00185]  Methods of treating a neurological disease or neuronal tissue damage according to
aspects of the present invention include administering: protein transduction reagent-modified DIx2.
Such methods produce new GABA neurons at the site of the disease or damage by reprogramming
fibroblasts at the site. Examples of such neurological diseases include amyotrophic lateral sclerosis
(ALS), spinal muscular atrophy (SMA) and Parkinson’s disease.

[00186] Methods of treating a neurological disease or neuronal tissue damage according to
aspects of the present invention include administering: protein transduction reagent-modified DIx2
and protein transduction reagent-modified Ascll. Such methods produce new GABA neurons at
the site of the disease or damage by reprogramming astrocytes at the site. Examples of such
neurological diseases include spinal muscular atrophy (SMA).

[00187]  Methods of treating a neurological disease or neuronal tissue damage according to
aspects of the present invention include administering one or more of: protein transduction reagent-
modified Ascl, protein transduction reagent-modified Brn2, protein transduction reagent-modified
Mytll, protein transduction reagent-modified Lmx1la and protein transduction reagent-modified
Foxa2. Methods of treating neurological disease or neuronal tissue damage according to aspects of
the present invention include administering two or more of: protein transduction reagent-modified
Ascl, protein transduction reagent-modified Brn2, protein transduction reagent-modified Mytll,
protein transduction reagent-modified Lmx1la and protein transduction reagent-modified Foxa2.

Methods of treating neurological disease or neuronal tissue damage according to aspects of the
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present invention include administering three or more of: protein transduction reagent-modified
Ascl, protein transduction reagent-modified Brn2, protein transduction reagent-modified Mytll,
protein transduction reagent-modified Lmx1la and protein transduction reagent-modified Foxa2.
Methods of treating neurological disease or neuronal tissue damage according to aspects of the
present invention include administering four or more of: protein transduction reagent-modified
Ascl, protein transduction reagent-modified Brn2, protein transduction reagent-modified Mytll,
protein transduction reagent-modified Lmx1la and protein transduction reagent-modified Foxa2.
Methods of treating neurological disease or neuronal tissue damage according to aspects of the
present invention include administering: protein transduction reagent-modified Ascl, protein
transduction reagent-modified Brn2, protein transduction reagent-modified Mytll, protein
transduction reagent-modified Lmxla and protein transduction reagent-modified Foxa2. Such
methods produce new dopamine neurons at the site of the disease or damage by reprogramming
fibroblasts at the site. Examples of such neurological diseases include Parkinson’s disease.

[00188]  Methods of treating a neurological disease or neuronal tissue damage according to
aspects of the present invention include administering one or more of: protein transduction reagent-
modified Ascl, protein transduction reagent-modified Lmxla and protein transduction reagent-
modified Nurrl. Methods of treating a neurological disease or neuronal tissue damage according to
aspects of the present invention include administering two or more of: protein transduction
reagent-modified Ascl, protein transduction reagent-modified Lmxla and protein transduction
reagent-modified Nurrl. Methods of treating neurological disease or neuronal tissue damage
according to aspects of the present invention include administering: protein transduction reagent-
modified Ascl, protein transduction reagent-modified Lmxla and protein transduction reagent-
modified Nurrl. Such methods produce new neurons at the site of the disease or damage by
reprogramming fibroblasts at the site. Examples of such neurological diseases include Parkinson’s
disease.

[00189]  Methods of treating a disease or disorder of the blood according to aspects of the
present invention include administering: protein transduction reagent-modified Oct4. Such
methods produce new hematopoietic cells at the site of the disease or damage by reprogramming
fibroblasts at the site.

[00190] Methods of treating diabetes, a pancreatic disease or pancreatic tissue damage
according to aspects of the present invention include administering one or more of: protein
transduction reagent-modified Ngn3, protein transduction reagent-modified Pdx1 and protein

transduction reagent-modified Pax4. Methods of treating diabetes, a pancreatic disease or
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pancreatic tissue damage according to aspects of the present invention include administering two
or more of: protein transduction reagent-modified Ngn3, protein transduction reagent-modified
Pdx1 and protein transduction reagent-modified Pax4. Methods of treating diabetes, a pancreatic
disease or pancreatic tissue damage according to aspects of the present invention include
administering: protein transduction reagent-modified Ngn3, protein transduction reagent-modified
Pdx1 and protein transduction reagent-modified Pax4. Such methods produce new pancreatic beta-
cells at the site of the disease or damage by reprogramming fibroblasts at the site.

[00191] Methods of treating diabetes, a pancreatic disease or pancreatic tissue damage
according to aspects of the present invention include administering one or more of: protein
transduction reagent-modified Ngn3, protein transduction reagent-modified Pdx1 and protein
transduction reagent-modified MafA. Methods of treating diabetes, a pancreatic disease or
pancreatic tissue damage according to aspects of the present invention include administering two
or more of: protein transduction reagent-modified Ngn3, protein transduction reagent-modified
Pdx1 and protein transduction reagent-modified MafA. Methods of treating diabetes, a pancreatic
disease or pancreatic tissue damage according to aspects of the present invention include
administering: protein transduction reagent-modified Ngn3, protein transduction reagent-modified
Pdx1 and protein transduction reagent-modified MafA. Such methods produce new pancreatic
beta-cells at the site of the disease or damage by reprogramming pancreatic exocrine cells at the
site.

[00192] Methods of treating obesity according to aspects of the present invention include
administering one or both of: protein transduction reagent-modified Prdm16 and protein
transduction reagent-modified C/EBPb. Methods of treating obesity according to aspects of the
present invention include administering both: protein transduction reagent-modified Prdm16 and
protein transduction reagent-modified C/EBPb. Such methods produce new brown adipocytes at
the site of the disease or damage by reprogramming white adipocytes at the site.

[00193] Methods of treating a muscle disease or muscle damage according to aspects of the
present invention include administering: protein transduction reagent-modified MyoD. Such
methods produce new muscle cells at the site of the disease or damage by reprogramming
fibroblasts at the site.

[00194] Methods of treating arthritis, osteoarthritis, cartilage degeneration and/or cartilage
injury according to aspects of the present invention include administering one or more of: protein
transduction reagent-modified Sox9, protein transduction reagent-modified Runx2, protein

transduction reagent-modified Sox5 and protein transduction reagent-modified Sox6. Methods of
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treating arthritis, osteoarthritis, cartilage degeneration and/or cartilage injury according to aspects
of the present invention include administering two or more of: protein transduction reagent-
modified Sox9, protein transduction reagent-modified Runx2, protein transduction reagent-
modified Sox5 and protein transduction reagent-modified Sox6. Methods of treating arthritis,
osteoarthritis, cartilage degeneration and/or cartilage injury according to aspects of the present
invention include administering three or more of: protein transduction reagent-modified Sox9,
protein transduction reagent-modified Runx2, protein transduction reagent-modified Sox5 and
protein transduction reagent-modified Sox6. Methods of treating arthritis, osteoarthritis, cartilage
degeneration and/or cartilage injury according to aspects of the present invention include
administering: protein transduction reagent-modified Sox9, protein transduction reagent-modified
Runx?2, protein transduction reagent-modified Sox5 and protein transduction reagent-modified
Sox6. Such methods produce new chondrocytes at the site of the disease or damage by
reprogramming fibroblasts at the site.

[00195]  Methods of treating a breast disease or breast tissue damage according to aspects of the
present invention include administering one or more of: protein transduction reagent-modified
Sox9, protein transduction reagent-modified Slug, protein transduction reagent-modified StatSa,
protein transduction reagent-modified Gata3 and protein transduction reagent-modified Brca-1.
Methods of treating a breast disease or breast tissue damage according to aspects of the present
invention include administering protein transduction reagent-modified Brca-1. Methods of treating
a breast discase or breast tissue damage according to aspects of the present invention include
administering two or more of: protein transduction reagent-modified Sox9, protein transduction
reagent-modified Slug, protein transduction reagent-modified Stat5a, protein transduction reagent-
modified Gata3 and protein transduction reagent-modified Brca-1. Methods of treating a breast
disease or breast tissue damage according to aspects of the present invention include administering
both: protein transduction reagent-modified Sox9 and protein transduction reagent-modified Slug.
Methods of treating a breast disease or breast tissue damage according to aspects of the present
invention include administering both: protein transduction reagent-modified Stat5a and protein
transduction reagent-modified Gata3. Methods of treating a breast discase or breast tissue damage
according to aspects of the present invention include administering three or more of: protein
transduction reagent-modified Sox9, protein transduction reagent-modified Slug, protein
transduction reagent-modified Stat5a, protein transduction reagent-modified Gata3 and protein
transduction reagent-modified Brca-1. Methods of treating a breast disease or breast tissue damage

according to aspects of the present invention include administering four or more of: protein
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transduction reagent-modified Sox9, protein transduction reagent-modified Slug, protein
transduction reagent-modified Stat5a, protein transduction reagent-modified Gata3 and protein
transduction reagent-modified Brca-1. Methods of treating a breast disease or breast tissue damage
according to aspects of the present invention include administering: protein transduction reagent-
modified Sox9, protein transduction reagent-modified Slug, protein transduction reagent-modified
Stat5a, protein transduction reagent-modified Gata3 and protein transduction reagent-modified
Brca-1. Such methods produce new mammary duct cells at the site of the disease or damage by
reprogramming fibroblasts at the site.

[00196]  Methods of treating a vascular disease or blood vessel damage according to aspects of
the present invention include administering one or more of: protein transduction reagent-modified
Ergl, protein transduction reagent-modified Er71, protein transduction reagent-modified Flil and
protein transduction reagent-modified Gata2. Methods of treating a vascular disease or blood
vessel damage according to aspects of the present invention include administering two or more of:
protein transduction reagent-modified Ergl, protein transduction reagent-modified Er71, protein
transduction reagent-modified Flil and protein transduction reagent-modified Gata2. Methods of
treating a vascular disease or blood vessel damage according to aspects of the present invention
include administering three or more of: protein transduction reagent-modified Ergl, protein
transduction reagent-modified Er71, protein transduction reagent-modified Flil and protein
transduction reagent-modified Gata2. Methods of treating a vascular disease or blood vessel
damage according to aspects of the present invention include administering: protein transduction
reagent-modified Ergl, protein transduction reagent-modified Er71, protein transduction reagent-
modified Flil and protein transduction reagent-modified Gata2. Such methods produce new
endothelial cells at the site of the disease or damage by reprogramming cells at the site.

[00197]  Methods of treating a vascular disease or blood vessel damage according to aspects of
the present invention include administering one or more of: protein transduction reagent-modified
Heyl, protein transduction reagent-modified Hey?2, protein transduction reagent-modified FoxCl1
and protein transduction reagent-modified FoxC2. Methods of treating a vascular disease or blood
vessel damage according to aspects of the present invention include administering two or more of:
protein transduction reagent-modified Heyl, protein transduction reagent-modified Hey?2, protein
transduction reagent-modified FoxC1 and protein transduction reagent-modified FoxC2. Methods
of treating a vascular disease or blood vessel damage according to aspects of the present invention
include administering three or more of: protein transduction reagent-modified Heyl, protein

transduction reagent-modified Hey2, protein transduction reagent-modified FoxCl and protein
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transduction reagent-modified FoxC2. Methods of treating a vascular disease or blood vessel
damage according to aspects of the present invention include administering: protein transduction
reagent-modified Heyl, protein transduction reagent-modified Hey2, protein transduction reagent-
modified FoxC1 and protein transduction reagent-modified FoxC2. Such methods produce new
arterial endothelial cells at the site of the disease or damage by reprogramming cells at the site.
[00198]  Methods of treating a vascular disease or blood vessel damage according to aspects of
the present invention include administering one or both of: protein transduction reagent-modified
Sox7 and protein transduction reagent-modified Sox18. Methods of treating a vascular disease or
blood vessel damage according to aspects of the present invention include administering both:
protein transduction reagent-modified Sox7 and protein transduction reagent-modified Sox18.
Such methods produce new venous endothelial cells at the site of the disease or damage by
reprogramming cells at the site.

[00199] Combination Treatments

[00200] Combinations of therapeutic agents are administered according to aspects of the present
invention.

[00201] In some aspects, two or more QQ-modified proteins are administered to a subject to
treat a disorder in a subject in need thereof.

[00202] In further aspects, at least one QQ-modified protein and at least one additional
therapeutic agent are administered to a subject to treat a disorder in a subject in need thereof.
[00203] In still further aspects, at least one QQ-modified protein and at least two additional
therapeutic agents are administered to a subject to treat a disorder in a subject in need thereof.
[00204] In some aspects, two or more QQ-modified proteins are administered to a subject to
treat cancer in a subject in need thereof. In further aspects, at least one QQ-modified protein and at
least one additional therapeutic agent are administered to a subject to treat cancer in a subject in
need thereof. In still further aspects, at least one QQ-modified protein and at least two additional
therapeutic agents are administered to a subject to treat cancer in a subject in need thereof.

[00205] The term “additional therapeutic agent” is used herein to denote a chemical compound,
a mixture of chemical compounds, a biological macromolecule (such as a nucleic acid, an
antibody, a protein or portion thereof, e.g., a peptide), or an extract made from biological materials
such as bacteria, plants, fungi, or animal (particularly mammalian) cells or tissues which is a
biologically, physiologically, or pharmacologically active substance (or substances) that acts

locally or systemically in a subject.
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[00206] Additional therapeutic agents included in aspects of methods and compositions of the
present invention include, but are not limited to, antibiotics, antivirals, antincoplastic agents,
analgesics, antipyretics, antidepressants, antipsychotics, anti-cancer agents, antihistamines, anti-
osteoporosis  agents, anti-osteonecrosis agents, antiinflammatory agents, anxiolytics,
chemotherapeutic agents, diuretics, growth factors, hormones, non-steroidal anti-inflammatory
agents, steroids and vasoactive agents.

[00207] Combination therapies utilizing one or more QQ-modified proteins and one or more
additional therapeutic agents may show synergistic effects, e.g., a greater therapeutic effect than
would be observed using either the one or more QQ-modified proteins or one or more additional
therapeutic agents alone as a monotherapy.

[00208] According to aspects, combination therapies include: (1) pharmaceutical compositions
that include one or more QQ-modified proteins in combination with one or more additional
therapeutic agents; and (2) co-administration of one or more QQ-modified proteins with one or
more additional therapeutic agents wherein the one or more QQ-modified proteins and the one or
more additional therapeutic agents have not been formulated in the same composition. When using
separate formulations, the one or more QQ-modified proteins may be administered at the same
time, intermittent times, staggered times, prior to, subsequent to, or combinations thercof, with
reference to the administration of the one or more additional therapeutic agents.

[00209] Combination treatments can allow for reduced effective dosage and increased
therapeutic index of the one or more QQ-modified proteins and the one or more additional
therapeutic agents used in methods of the present invention.

[00210] Optionally, a method of treating a subject having cancer or at risk of having cancer
further includes an adjunct anti-cancer treatment. An adjunct anti-cancer treatment can be
administration of an anti-cancer agent.

[00211]  Anti-cancer agents are described, for example, in Goodman et al., Goodman and
Gilman's The Pharmacological Basis of Therapeutics, 8th Ed., Macmillan Publishing Co., 1990.
[00212] Anticancer agents illustratively include acivicin, aclarubicin, acodazole, acronine,
adozelesin, aldesleukin, alitretinoin, allopurinol, altretamine, ambomycin, ametantrone, amifostine,
aminoglutethimide, amsacrine, anastrozole, anthramycin, arsenic trioxide, asparaginase, asperlin,
azacitidine, azetepa, azotomycin, batimastat, benzodepa, bicalutamide, bisantrene, bisnafide
dimesylate, bizelesin, bleomycin, brequinar, bropirimine, busulfan, cactinomycin, calusterone,
capecitabine, caracemide, carbetimer, carboplatin, carmustine, carubicin, carzelesin, cedefingol,

celecoxib, chlorambucil, cirolemycin, cisplatin, cladribine, crisnatol mesylate, cyclophosphamide,
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cytarabine, dacarbazine, dactinomycin, daunorubicin, decitabine, dexormaplatin, dezaguanine,
dezaguanine mesylate, diaziquone, docetaxel, doxorubicin, droloxifene, dromostanolone,
duazomycin, edatrexate, eflomithine, elsamitrucin, enloplatin, enpromate, epipropidine, epirubicin,
erbulozole, esorubicin, estramustine, ctanidazole, etoposide, etoprine, fadrozole, fazarabine,
fenretinide, floxuridine, fludarabine, fluorouracil, flurocitabine, fosquidone, fostriecin, fulvestrant,
gemcitabine, hydroxyurea, idarubicin, ifosfamide, ilmofosine, interleukin II (IL-2, including
recombinant interleukin II or rIL2), interferon alfa-2a, interferon alfa-2b, interferon alfa-nl,
interferon alfa-n3, interferon beta-la, interferon gamma-Ib, iproplatin, irinotecan, lanreotide,
letrozole, leuprolide, liarozole, lometrexol, lomustine, losoxantrone, masoprocol, maytansine,
mechlorethamine hydrochlride, megestrol, melengestrol acctate, melphalan, menogaril,
mercaptopurine, methotrexate, metoprine, meturedepa, mitindomide, mitocarcin, mitocromin,
mitogillin, mitomalcin, mitomycin, mitosper, mitotane, mitoxantrone, mycophenolic acid,
nelarabine, nocodazole, nogalamycin, ormnaplatin, oxisuran, paclitaxel, pegaspargase, peliomycin,
pentamustine, peplomycin, perfosfamide, pipobroman, piposulfan, piroxantrone hydrochloride,
plicamycin, plomestane, porfimer, porfiromycin, prednimustine, procarbazine, puromycin,
pyrazofurin, riboprine, rogletimide, safingol, semustine, simtrazene, sparfosate, sparsomycin,
spirogermanium, spiromustine, spiroplatin, streptonigrin, streptozocin, sulofenur, talisomycin,
tamoxifen, tecogalan, tegafur, teloxantrone, temoporfin, teniposide, teroxirone, testolactone,
thiamiprine, thioguanine, thiotepa, tiazofurin, tirapazamine, topotecan, toremifene, trestolone,
triciribine, trimetrexate, triptorelin, tubulozole, uracil mustard, uredepa, vapreotide, verteporfin,
vinblastine, vincristine sulfate, vindesine, vinepidine, vinglycinate, vinleurosine, vinorelbine,
vinrosidine, vinzolidine, vorozole, zeniplatin, zinostatin, zoledronate, and zorubicin.

[00213]  An adjunct anti-cancer treatment can be a radiation treatment of a subject or an affected
area of a subject’s body.

[00214] Embodiments of inventive compositions and methods are illustrated in the following
examples. These examples are provided for illustrative purposes and are not considered limitations
on the scope of inventive compositions and methods.

[00215] Examples

[00216] Example |

[00217]  Reprogramming protein expression and preparation

[00218] Plasmid construction

[00219] DNA encoding each of Oct4, Sox2, Klf4, and c-Myc, Nanog, GATA4, Hand2, Mef2c

and Tbox5 reprogramming proteins were separately subcloned into an sHT-pET30a bacterial
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expression vector, in which a short his-tag: ‘HHHHHHSS’ (SEQ ID NO:64) replaced the long his-
tag in the pET30a expression vector from Novagen. A factor Xa (IEGR) cleavage site is placed
between the short his-tag and the coding genes. The sequences of the bacterial expression vectors
were confirmed by DNA sequencing.

[00220]  Protein expression and purification

[00221] The DNA constructs of reprogramming proteins were transformed into E.Coli strain
BL-21(DE3) or ClearColi™ BL21(DE3) bacterial cells individually. The ClearColi"™ BL21(DE3)
bacterial cells were used for production of recombinant reprogramming proteins which are
endotoxin-free. A single colony was selected for bacterial protein expression. After brief
optimization, protein expression was induced by 0.5-1.2 mM IPTG depending on different proteins
and continued to culture at 18 C° for 12-16 hours. The cells were harvested in the binding buffer
containing 6M urea and sonicated several times to extract proteins. The recombinant
reprogramming proteins were purified using a His-Bind Resin column (Novagen) according to the
manual with modifications. Usually the protein extraction supernatant was loaded on the column
twice, washed with 5 x column volume of the binding buffers. When using regular bacterial strain,
BL21(DE3) to produce recombinant reprogramming proteins, an additional washing step can be
added during protein purification stage using 10 column volume of 0.2% of Triton X-114 to
remove endotoxin from bacterially expressed recombinant reprogramming proteins. The column
loaded with recombinant proteins is washed again using 10 x column volume washing buffer
containing 15-50 mM imidazole. The purified proteins were eluted from the column using elusion
buffer containing 500 mM imidazole. The purified proteins were dialyzed extensively against
water and lyophilized into protein powders.

[00222]  Example 2

[00223] QQ-modification: Modification of expressed reprogramming proteins with protein
transduction reagent to produce protein transduction reagent-modified reprogramming proteins
[00224] The protein transduction reagent (QQ reagent) can be adjusted by altering the
composition to include reagents as shown in Table 1 to obtain the best protein transduction
efficiency for the particular reprogramming protein and cell type.

[00225] For in vivo applications, to make total volume 1ml:

Table 1

Protein

transduction |PEI  |PEI  |PEI  |pEr | DOTAP | DOPE

reagent (QQ | 1.2K 2K 4K 8K or or POPC | DMPE
' DOTMA | DOGS

reagent)
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QQla égbul - - - 25-100ul %(S)Eml - -
Q02 ooow = Lo |- 25100 o |- |-
Q0% ooow |~ oo |ioow |10 oo |- |-
Q0% ooow [ioow | lioow |21 oo |- |-
QQ3a égz)ul }gz)ul }gz)ul }gbm 25-100ul %(S)E)ul i i
Q062 10- 10- 10- 10- i B 25- 25-

200ul 100ul | 100pl | 100ul 100ul 100ul
QQ7a égz)ul }gz)ul }gz)ul }gbm 25-100ul %(S)E)ul %(S)E)ul %(S)E)ul
QQ8a égz)ul ) ) }8@1 25-100u %(S)E)ul %(S)E)ul %(S)E)ul
QQYa égz)ul ) }gz)ul }gbm ) ) %(S)E)ul %(S)E)ul

The polyethylenimine (PEI) concentration for the stock solution:

1.2K 2K 4K 8K
Smg/ml 2mg/ml 2mg/ml 2mg/ml

Lipid concentration for the stock solution:

DOTAP DOTMA DOPE DOGS POPC DMPE
Img/ml Img/ml Img/ml Img/ml Img/ml Img/ml

PBS buffer containing reprogramming proteins in 1-6 M urea and specified PE], lipids is used to
make 1 ml total volume.

[00226]  The reprogramming protein(s) is first dissolved in sodium phosphate buffer (pH7.0,
NaCl 50 mM) at concentrations of 0.5-10 mg/ml, depending on protein solubility. Protein
solubility was found to influence cationization efficiency. To completely dissolve proteins, an
overnight stir of the protein solution at room temperature is performed (with or without DTT at 3
mM for overnight, depending on if the reprogramming protein has cysteine residues). Proteins can
also be dissolved in 1-6 M urea to improve protein solubility.

[00227] A lipid DOTAP/DOPE (1:1) emulsion was prepared using a method as the following:
1 mg of DOTAP/DOPE (0.5 mg:0.5 mg=1:1) mixture was dissolved in chloroform and dried under
N2 gas. The dried lipid film was then dissolved in PBS buffer, pH7.0 and the lipid solution was
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sonicated for 3x30 seconds using a power of 7-8 on a sonicator from Fisher Scientific (Sonic
Dismembrator, Model 100) with micro probe. The lipid solution was further incubated at 37°C for
2 hours until the suspension becomes semi-clear. The prepared emulsion was stored at 4°C and is
stable for one month.

[00228]  The other ingredients of the QQ reagents (not including the lipid emulsion or the
optional Ca or DMSO) were mixed in a tube, according to the recipe described above. The QQ
reagent is then titrated into the protein solution very slowly, drop by drop, while stirring and then
add the lipid emulsion. Once this is completed, the resulting protein solution is left at room
temperature for 4 hours before use. During this period, gentle stirring is necessary to mix the QQ
reagent with protein solution and also to allow the protein modification reaction to complete. If
precipitation is observed, the protein solution can be centrifuged at 14,000 rpm for 15 minutes to
remove the precipitate. If the precipitate occurs, a BCA protein assay will be carried out using the
supernatant to check the amount of protein remaining in solution. To ensure the efficiency of
protein transfer into the cells, the concentration of modified protein has to be high enough at >0.1
mg/ml.

[00229] Typically, QQ-modified proteins are prepared at 0.5-1.5 mg/ml concentration,
depending on protein solubility, for in vivo administration.

[00230] QQ modification may be performed on each protein individually or on a mixture of
proteins to be administered together to a subject.

[00231] Optionally, the QQ modification is performed on each protein individually, the QQ-
modified proteins mixed together for several hours and then aliquoted into small tubes at 1ml/tube
and stored at -20°C where they are stable for several months.

[00232]  If the majority of the reprogramming protein is precipitated, another QQ reagent can
be used for protein modification. The QQ series reagents cover a wide range of cationization
reagents along with different lipids and enhancers, thus any precipitation problem is solved. The
above procedure can be repeated to prepare higher concentrations of protein transduction reagent-
modified reprogramming protein.

[00233]  The protein transduction reagent-modified reprogramming protein is passed through a
desalting column to separate the protein transduction reagent-modified reprogramming protein
from remaining unreacted materials. The purified proteins are passed through a filter (0.22 pm
cutoff, for sterilization before in vivo administration. The purified protein fractions can be
concentrated before or after sterilization, such as by using a spin column, and are stable and can be

stored at -20°C for between a few weeks to a few months.
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[00234] Different QQ reagents can also be used for the best efficiency of protein transfer as
well as the least cell toxicity. In addition, different proteins are modified with different QQ
reagents for best efficiency of protein transfer into cells. In general, for better in vivo delivery
efficiency, QQ5a-QQ9a are used. However, this may cause larger in vivo toxicity. When using
QQ5a-QQYa, use of lower concentrations of larger PEI and lipids is emphasized.

[00235]  For good in vivo delivery efficiency, QQ1a-QQ4a is used with less in vivo toxicity.
QQ1-QQ4 can be used with higher lipid concentrations.

[00236] Example 3

[00237] The reprogramming proteins were dissolved in 50 mM sodium phosphate pH 7.4 with
2 M urea. Protein transduction reagents (QQ-reagents) were freshly prepared based on the recipe.
QQ-reagent used in this example is a cocktail of polyethylenimine (PEI) 1,200 (1.2K, 0.05-1.0
mg/ml) and DOTAP/DOPE (25-100ug/ml). The QQ-modification of reprogramming proteins was
performed by mixing the QQ-reagent with one or more reprogramming proteins, such as
Oct4/Sox2/Nanog: 1 mg/ml, for 4-hours at room temperature or overnight in a cold room.

[00238] Example 4

[00239] QQ-Protein delivery into brain tumors in rats by an intravenous injection

[00240]  Ferritin is a ubiquitous iron-containing protein useful as a negative contrast reagent for
magnetic resonance imaging (MRI).

[00241] In this example, ferritin or ferritin treated with QQ reagent to produce QQ-ferritin is
intravenously injected into rats having brain tumors generated by implantation of rat gliosarcoma
cell line 9L cells.

[00242]  Cells of a rat gliosarcoma cell line 9L were freshly prepared and adjusted to 1x10°
cells/ml before implantation. The intracranial xenografts were performed according to standard
protocols. Fisher rats were anesthetized and placed in a stereotactic frame, and the skull was
exposed. A hole was made 3 mm to the right and 1 mm anterior of the bregma, and 9L cells (5 x
10* cells in 5 ul) were injected using a 10-pl Hamilton syringe with a 26s-gauge needle mounted in
a stercotactic holder (Bonaduz, GR, Switzerland). The syringe was lowered to a depth of 3.5 mm
and then raised to a depth of 3.0 mm. The tumor cells were injected at a rate of 0.5 ul/10 s, and the
craniotomy covered with Horsley's bone wax. 12-days after 9L-cell implantation, QQ-modified
ferritin or ferritin alone, 100ug/100ul/rat, was injected via the rat tail vein. Four hours after
injection, the rats were anesthetized and the rat brains were imaged by MRI. After MRI, the
animals were sacrificed. The extracted brains were fixed in 4% paraformaldehyde overnight and

then embedded in paraffin for further analysis. Six micrometer thin sections were cut from each of
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the blocks and were stained with hematoxylin and eosin. The sizes of brain tumors were
microscopically determined.

[00243] Figures 1A and 1B show MRI evidence of targeted delivery of QQ-ferritin into 9L-
brain tumor in rats and no detectable ferritin in 9L-brain tumor of rats injected with ferritin alone.
Figure 1A is a representative MRI image of a rat with 9L-brain tumor injected with QQ-ferritin via
tail-vein. The arrow points to a 9L-brain tumor and the black color is indicative of ferritin delivered
to the tumor. Figure 1B: A representative MRI image of a rat with 9L-brain tumor injected with
ferritin without QQ modification. No ferritin is observed in the brain tumor in this case although
the rat was sacrificed and confirmed to have a large 9L-brain tumor.

[00244]  Double immunostains of the QQ-ferritin injected 9L-brain tumor tissue sections were
performed using an antibody for a blood vessel marker, CD31, and an antibody for ferritin. The
nuclei of the 9L-cancer cells in the sections were stained with DAPI. Overlapping immunostaining
for the CD31 and ferritin were observed in blood vessels of the brain tumors, indicating that QQ-
ferritin leaked out from the blood vessels by the enhanced permeability and retention effect (EPR
effect) of the angiogenic blood vessels associated with brain tumor. In the QQ-ferritin treated
animal, immunostaining for ferritin was observed inside the cytosol of the tumor cells near or next
to the blood vessels, indicating that the QQ-ferritin penetrated into tumor cells. In contrast, ferritin
immunostaining in the 9L-tumor sections treated with ferritin without QQ-modification showed
that the ferritin without QQ modification did not penetrate into tumor cells, although
immunostaining indicated that this unmodified ferritin also leaked out of the tumor-associated
angiogenic blood vessels. These unmodified ferritin nanoparticles were observed between cells and
likely did not accumulate due to the fluid between cells inside the tissues so that no tumor was
observed by MRI without QQ-modification of the ferritin.

[00245]  These data provide MRI evidence of the targeted delivery of ferritin to brain tumor in
rats by the QQ-protein delivery technology, which is confirmed by histology analysis and
immunostaining of the brain tissue sections.

[00246] Example 5

[00247] QQ-protein delivery into breast cancer in mice by an intravenous injection.

[00248] In this example, ferritin or ferritin treated with QQ reagent to produce QQ-ferritin is
intravenously injected into mice having orthotopic breast tumors generated by implantation of
mouse metastatic breast cancer cell line 4T1 cells. Implantation of mouse metastatic breast cancer

cell line 4T1 cells in mice is a mouse model for spontaneous metastatic breast cancer.
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[00249]  4T1 cells were implanted into the breast (#4 fat pad) of 2 month old female BALB/c
mice (20,000 4T1 cells in 50 pl/mouse). At day 18 after 4T1 cell implantation, 4T1 tumors had
grown in the mouse breast to a size of ~1.0-1.5 cm in diameter. QQ-modified ferritin
(100ug/50ul/mouse) was injected via tail-vein. The mice were anesthetized and subjected to MRI
imaging before injection of the QQ-modified ferritin and at 0.5 hours, 2 hours, 3.5 hours, 8 hours
and 18 hours following the injection.

[00250]  Figures 2A-F are representative MRI images from this time course showing QQ-
delivered ferritin in the primary tumor of breast cancer bearing mouse as darkened areas in the
primary tumor. This primary tumor darkness was time-dependent and reached a maximum at 8-
hours, then started to decrease in intensity.

[00251]  MRI results were confirmed by histology analysis using Prussian blue stain and ferritin
immunostaining. Immunohistochemical stain and Prussian blue stain of the primary tumor tissue
sections of 4T1-breast cancer bearing mouse at 18-hour after QQ-ferritin injection showed positive
ferritin and Prussian blue stains inside the primary tumor. This histological result confirmed the
MRI observation of QQ-delivered ferritin inside the primary tumor of 4T1-tumor bearing mice.
[00252] Example 6

[00253] QQ-protein delivery of Oct4 and K14 protein into the nuclei of 4T 1-breast cancer cells
of the primary tumor of 4T1 breast cancer bearing mice

[00254]  4T1 cells (2 x 10* cells/50ul/mouse) were implanted into female BALB/c mice. 15-
days after tumor cell implantation Alexa Fluor594 labeled Klf4 was prepared. QQ-modified
unlabeled Oct4 (QQ-Oct4) and QQ-modified Alexa Fluor594 labeled Kif4 were then prepared.
Intra-tumoral injection of 50 pg QQ-Oct4 and QQ-Alexa Fluor594 labeled Klf4 proteins was
performed. The mice were sacrificed 5 hours after injection and tumor tissue sections were
prepared for immunostaining and fluorescence microscopy. Immunostaining for Oct4 in the
primary 4T1-breast cancer tissue sections demonstrated nuclear localization of Oct4 in the 4T1-
cancer cells and co-localization with DAPI. Fluorescence microscopic imaging also showed
nuclear localization of Klf4 in the primary 4T1-breast cancer tissue sections and co-localization
with DAPL

[00255] Example 7

[00256] QQ-protein delivery of GATA4, OCT4 and SOX2 to the injured hearts of rats after

acute myocardial infarction
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[00257] QQ-modified and fluorescence labeled GATA4, Sox2 and Oct4 are administered by an
intraperitoneal injection to rats after myocardial infarction and the QQ-modified proteins and
fluorescence labeled were delivered to injured heart tissues in the animals.

[00258] GATAA4, Sox2 and Oct4 are cach labeled with Alexa Fluor488 according to methods
specified by the manufacturer. The labeled GATA4, Sox2 and Oct4 proteins were purified with
small spin columns. The Alexa Fluor488-GATA4, Alexa Fluor488-Sox2 and Alexa Fluor488-Oct4
are then QQ-modified to generate QQ-modified Alexa Fluord88-GATA4, QQ-modified Alexa
Fluord88-Sox2 and QQ-modified Alexa Fluord88-Oct4.

[00259]  Lewis rats were anesthetized and coronary artery ligation surgery was performed to
create myocardial infarction in the Lewis rats. 24-hours after coronary artery ligation surgery, QQ-
modified Alexa Fluor488-labeled GATA4, QQ-modified Alexa Fluord88-labeled Sox2 and QQ-
modified Alexa Fluor488-labeled Oct4 (200 pg/100 ul/rat) were intraperitoneally injected into
Lewis rats. 7-hours after fluorescence labeled protein injections, the rats were sacrificed and heart
tissue sections were prepared for either Trichrome staining for infarction sizes or for
immunostaining with an a-actinin antibody, which is a heart muscle marker indicative of mature
cardiomyocytes.

[00260]  Fluorescence microscopic analysis showed colocalization of Alexa Fluor488-GATA4
protein with a-actinin immunofluorescence, indicating that intraperitoneal injection of QQ-
fluorescence labeled GATA4 resulted in delivery of the GATA4 protein into the scar zone of the
injured heart tissue after coronary artery ligation. Similarly, fluorescence microscopic analysis of
Alexa Fluor488-Sox2 and a-actinin immunofluorescence indicated that intraperitoneal injection of
QQ- modified Alexa Fluord488 labeled-Sox2 resulted in location of the Sox2 protein in the border
zone of the injured heart tissue after coronary artery ligation. Finally, fluorescence images of Alexa
Fluord88-Oct4 showed localization of injected QQ-modified Alexa Fluord88-Oct4 in the remote
normal heart tissue zone. These results indicate that fluorescence labeled and QQ-modified
GATAA4, Sox2 and Oct4 administered by intraperitoneal injection reached injured heart tissues in
the scar zone, the border zone and the normal heart tissue zones. These data demonstrate that QQ-
protein delivery targeted deliver these proteins into the injured heart tissues.

[00261] Example 8

[00262] Malignant glioma cells including 9L-, U251-, U87- and a primary GBM cell line from
a patient were reprogrammed into protein induced pluripotent stem cells (piPSCs) using QQ-
modified Sox2, Oct4 and Nanog (SON) proteins as follows: At day 0, glioma cells were seeded for
24-hours to allow them to grow in a 50 mm petri dish. At day 2, QQ-SON proteins were added to
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the culture medium at 0.5-2.0 ug/ml and cultured for 24 hours. Next day, fresh QQ-SON proteins
were added into new culture medium and cultured for 24 hours. Such cycles were repeated for 5-7
cycles depending on glioma cells used for cell reprogramming. At the end of cell reprogramming,
the culture media were changed to maintaining medium for 2 days. During cell reprogramming,
piPSC colonies appeared. At day 8, whole dish passage was performed to expand the generated
piPSCs. Immunostaining of the whole dish passaged glioma-piPSCs including both monolayer and
colony of the 9L-piPSCs using pluripotency markers including nuclear markers Oct4, Nanog, Rex-
1 and surface markers ALP, Tral-60, and Tral-81 showed nearly all cells were positive for these
pluripotency markers. In contrast, immunostains of 9L-cells showed negative stains for these
markers. These data indicate high conversion efficiency of cell reprogramming of 9L-cells into 9L-
piPSCs using the QQ-SON proteins.

[00263]  This is confirmed by immunostaining of whole well (96-well) of 9L-piPSCs using
Nanog and Oct4. When counting positive 9L-piPSC clones compared with negative clones, an
average of 96+2% conversion efficiency is found, see Table 2. A control immunostaining of 9L
cells showed negative stains for these two pluripotency markers Nanog and Oct4. The conversion
efficiency of 9L-piPSCs from 9L cells was calculated by positively stained colonies and monolayer
9L-piPSCs versus total colonies and monolayer cells as stained with DAPI using the software
provided by EVOS Auto fluorescence microscope. Immunostaining of the 9L-piPSCs of

duplicated 96-wells were used to calculate average conversion efficiency and standard deviation.

Table 2: Conversion efficiency of QQ-SON protein-induced
cell reprogramming of 9L-gliosacoma cells
Marker Oct4 Nanog Average
Whole Wells Counted 2 2 2
Conversion
Efficiency (%) 94.0+1.0 98.020.1 96.04+2.0

Cell reprogramming of 9L cells to generate 9L-piPSCs using the QQ-SON proteins (0.5ug/ml.
Sox2:0ct4:Nanog=1:1:1, 5 continue cycles).

[00264]  Using a similar cell reprogramming protocol, 4T1-piPSCs were generated from 4T1
mouse breast cancer cells. The reprogramming conversion efficiency of 4T1 cells into 4T1-piPSCs

is 96+1.3% using the same whole well counting method (96-wells), see Table 3.

Table 3: Conversion efficiency of QQ-SON protein-induced cell
reprogramming of 4T 1-breast cancer cells
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Pluripotent Number of Wells Number of Conversion
Marker Colonies/Well Efficiency (%)
Nanog 2 13444200 98+1
Rex 1 2 19434234 96+1
Sox 2 2 1862+198 94+2
Average 96+1.3

[00265] Example 9

[00266]  Cells of human glioblastoma cell line U251 are reprogrammed into U251-piPSCs
using QQ-modified Sox2, Oct4 and Nanog (SON) proteins as follows: At day 0, U251glioblastoma
cells were seeded for 24-hours to allow them to grow in a 50 mm petri dish. At day 2, QQ-SON
proteins were added to the culture medium at 0.5-2.0 pg/ml and cultured for 24 hours. Next day,
fresh QQ-SON proteins were added into new culture medium and cultured for 24 hours. Such
cycles were repeated for 5-7 cycles. At the end of cell reprogramming, the culture media were
changed to maintaining medium for 2 days. During cell reprogramming, U251-piPSCs colonies
appeared. At day 8, whole dish passage was performed to expand the generated U251-piPSCs.
[00267]  Proliferative activity of U251 and U251-piPSCs was assayed by determining the
number of Ki67-positive cells. Figure 3A is a graph showing results of this assay indicating that
cell reprogramming of glioma cells into piPSCs significantly reduces their proliferation, error Bar
represents standard error of three independent experiments.

[00268] Example 10

[00269]  Cells of a patient-derived primary human glioblastoma multiforme (GBM) cell line,
GBM (12-14), is reprogrammed into GBM-piPSCs using QQ-modified Sox2, Oct4 and Nanog
(SON) proteins as follows: At day 0, GBM cells were seeded for 24-hours to allow them to grow in
a 50 mm petri dish. At day 2, QQ-SON proteins were added to the culture medium at 0.5-2.0 pg/ml
and cultured for 24 hours. Next day, fresh QQ-SON proteins were added into new culture medium
and cultured for 24 hours. Such cycles were repeated for 5-7 cycles. At the end of cell
reprogramming, the culture media were changed to maintaining medium for 2 days. During cell
reprogramming, GBM1-piPSCs colonies appeared. At day 8, whole dish passage was performed to
expand the generated GBM-piPSCs.

[00270]  Dose-dependent chemotherapeutic drug sensitivity of patient-derived primary human
GBM (12-14) cells (squares) and GBM (12-14)-piPSCs (circles) against the alkylating agent

temozolomide was determined and results are shown in Figure 3B. Experiments were done in
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triplicate, mean = SD, p < 0.01. Drug sensitivity of the GBM-piPSCs was significantly enhanced to
temozolomide as compared with the parental glioblastoma cells.

[00271] Example 11

[00272]  Cells of rat gliosarcoma cell line 9L are reprogrammed into 9L-piPSCs using QQ-
modified Sox2, Oct4 and Nanog (SON) proteins as follows: At day 0, 9L glioma cells were seeded
for 24-hours to allow them to grow in a 50 mm petri dish. At day 2, QQ-SON proteins were added
to the culture medium at 0.5-2.0 ug/ml and cultured for 24 hours. Next day, fresh QQ-SON
proteins were added into new culture medium and cultured for 24 hours. Such cycles were repeated
for 5-7 cycles. At the end of cell reprogramming, the culture media were changed to maintaining
medium for 2 days. During cell reprogramming, 9L-piPSCs colonies appeared. At day 8, whole
dish passage was performed to expand the generated 9L-piPSCs.

[00273]  Dose-dependent chemotherapeutic drug sensitivity of 9L-cells (squares) and 9L-
piPSCs (circles) against carboplatin was determined by an MTT assay and results are shown in
Figure 3C. Experiments were done in triplicate, mean = SD, p < 0.01. Drug sensitivity of the 9L-
piPSCs was significantly enhanced to carboplatin as compared with the parental 9L cells.

[00274] Example 12

[00275]  Cells of mouse mammary tumor cell line 4T1 are reprogrammed into 4T1-piPSCs
using QQ-modified Sox2, Oct4 and Nanog (SON) proteins as follows: At day 0, 4T1 cells were
seeded for 24-hours to allow them to grow in a 50 mm petri dish. At day 2, QQ-SON proteins were
added to the culture medium at 0.5-2.0 pg/ml and cultured for 24 hours. Next day, fresh QQ-SON
proteins were added into new culture medium and cultured for 24 hours. Such cycles were repeated
for 5-7 cycles. At the end of cell reprogramming, the culture media were changed to maintaining
medium for 2 days. During cell reprogramming, 4T1-piPSCs colonies appeared. At day 8, whole
dish passage was performed to expand the generated 4T 1-piPSCs.

[00276] Proliferative activity of 4T1-cells and 4T1-piPSCs was assayed by determining the
number of Ki67-positive cells and it was found that cell reprogramming of 4T1 mammary tumor
cells into 4T 1-piPSCs significantly reduces their proliferation.

[00277] Mammary sphere formation of 4T1-piPSCs was reduced as compared with that of
4T1-cells.

[00278]  Dose-dependent chemotherapeutic drug sensitivity of 4Tl1-cells and 4T1-piPSCs
against doxorubicin and paclitaxel was determined using an MTT assay. Drug sensitivity of the
4T1-piPSCs was significantly enhanced to doxorubicin and paclitaxel as compared with the

parental 4T1 cells.
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[00279] Example 13

[00280]  Glioma cell-derived piPSC differentiation into three germ layers in vitro

[00281] Embryonic bodies (EBs) were prepared for glioma-piPSCs using the hanging-drop
method. The glioma-piPSCs EBs were placed into a spontaneous differentiation medium for 10-
days, followed by immunostaining with markers of ectoderm, mesoderm and endoderm, showing
positive immunostains of PAX6 for ectoderm, positive immunostains of desmin for mesoderm and
positive immunostains of a-fetoprotein (AFP) for endoderm. Immunostaining of control 9L cells
was negative for these markers. Similar results have been also obtained for 4T1-piPSCs, indicating
that the 4T 1-piPSCs also differentiated into three germ layers.

[00282] Example 14

[00283]  Glioma cell-derived piPSC differentiation into neural-lineage in vitro

[00284]  Glioma-piPSCs EBs were placed into a specific neural-lineage inducing differentiation
medium for 14-days, followed by immunostaining with neural lineage markers, showing positive
immunostains of Tuj I for neurons, positive immunostains of GFAP for astrocytes and positive
immunostains of nestin for neural stem cells. These neural-specifically differentiated cells also
displayed neural cell morphology. Immunostaining of control 9L cells was negative for these
markers.

[00285] Example 15

[00286] Cell reprogramming causes a mesenchymal-to-epithelial transition (MET) and
reduction of tumorigenicity in vitro.

[00287]  Results of Western blot analysis of several epithelial and mesenchymal markers of
U251 cells and U251-piPSCs, including E-cadherin (E-cad), B-catenin (B-cat), vimentin (VMT),
see Figure 4A, indicate an MET during cell reprogramming which is confirmed by cell
morphology changes and qRT-PCR results. GFAP protein level is also significantly enhanced after
cell reprogramming into U251-piPSCs from U251 cells, indicating that cell reprogramming caused
a significant reduction of tumorigenicity of U251 cells in vitro during cell reprogramming. Actin
protein expression was used as an internal control. Immunostaining of U251 cells and U251-
piPSCs using an anti-GFAP antibody, confirmed up-regulated protein expression of GFAP in
U251-piPSCs as shown in Western blot. In addition, the GFAP-expressing cells displayed
morphologies of neural cells.

[00288] The tumorigenicity reduction of U251 cells after cell reprogramming has been

confirmed by in vitro assays for cell migration, Figure 4B, and invasion, Figure 4C, of U251-cells
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and U251-piPSCs, indicating significantly reduced migration and invasion of U251-piPSCs (p <
0.01).

[00289] Similarly, immunostainings of 41-piPSCs and 4T1 cells using an epithelial marker: E-
cadherin and a mesenchymal marker fibronectin were compared and showed that while 4T1 cells
display positive E-cadherin immunostaining, 4T1-piPSCs showed much stronger E-cadherin
immunostaining. In contrast, 4T1 cells displayed stronger fibronectin immunostaining and 4T1-
piPSCs exhibited nearly negative fibronectin immunostaining. This results confirm a MET of 4T1
cells during cell reprogramming into 4T 1-piPSCs. In addition, 4T1-piPSCs also exhibited reduced
proliferation, Figure 4D, reduced mammary sphere formation, Figure 4E, reduced migration,
Figure 4F, and reduced invasion, Figure 4G, as compared to those properties of the parental 4T1
cells, indicating a significantly reduced tumorigenicity of 4T1 cells after cell reprogramming into
4T1-piPSCs in vitro.

[00290] Example 16

[00291]  Co-culture between glioma cells and glioma-piPSCs indicated that glioma-piPSCs
displayed a bystander effect to change the phenotypes of their surrounding glioma cells and
reduced tumorigenicity in vitro.

[00292]  Cell morphology changes of U251 cells indirectly co-cultured with U251-piPSCs for
40-64 hours are observed indicating a mesenchymal-to-epithelial transition (MET) of the co-
cultured glioma cells. Figure 5A is an image showing cell morphology of U251 cells and Figure
5B is an image showing changes in cell morphology of U251 cells indirectly co-cultured with
U251-piPSCs for 40-64 hours.

[00293]  This MET was confirmed by immunostaining of U251 cells, U251-piPSCs, first (1)
co-cultured U251 cells and second (2" co-cultured U251 cells using an anti-pan-cadherin
antibody, showing cytosol/nuclear localization of pan-cadherin in U251 cells and
membrane/nuclear localization of U251-piPSCs and 1872 co-cultured U251 cells, suggesting a
major enhancement of cell-cell adhesion among U251-piPSCs as well as among the 152 co-
cultured U251 cells. This is an indication of MET during cell reprogramming and the 1%/2™ co-
cultured U251 cells. A 2™ co-culture is the indirect co-culture experiment that places the 1 co-
cultured cells into the transwell insert and fresh U251 cells in the basolateral chamber. Double
immunostains of the U251 cells and indirectly co-cultured U251 cells using distinctly labeled anti-
GFAP and anti-Tujl antibodies, showing significant GFAP protein expression in the co-cultured
U251 cells with neural morphology whereas U251 cells (spindle morphology) do not express
GFAP.
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[00294] Results of proliferation assay of U251 cells, U251-piPSCs and indirectly co-cultured
U251 cells by Ki-67 immunostaining show significantly reduced proliferation of U251-piPSCs and
the co-cultured U251 cells, Figure 5C. Results of migration assays, Figure 5D, and invasion assays,
Figure 5E, of U251 cells, U251-piPSCs, directly co-cultured U251 cells at 1:1 and 8:1 ratios
(U251:U251-piPSCs), show significantly reduced migration and invasion of the U251 cells after
co-cultures with U251-piPSCs (p < 0.005).

[00295] Following a similar co-culture experiment, MET of co-cultured 4T1 cells with 4T1-
piPSCs was observed. Immunostains of co-cultured 4T1 cells and 4T 1-piPSCs showed that both
cells had high protein expression of E-cadherin and lower protein expression of fibronectin,
confirming a MET of the co-cultured 4T1 cells. In addition, the co-cultured 4T1 cells also
displayed a significantly reduced proliferation, Figure 5F, migration, Figure 5G, and invasion,
Figure SH, indicating a significantly reduced tumorigenicity of the 4T1 cells after co-cultured with
4T1-piPSCs for 40-hours.

[00296]  Co-culture of patient-derived primary brain tumor cells, GBM (12-14), with U251-
piPSCs also causes a mesenchymal-to-epithelial transition and reduced tumorigenicity of the co-
cultured patient-derived primary brain tumor cells — a bystander effect of U251-piPSCs.

[00297]  These results indicate that a bystander effect of piPSCs changes the phenotypes of
surrounding cancer cells for tumorigenicity and malignancy reduction. This bystander effect
indicates that a smaller number of piPSCs can change malignant phenotype of a large numbers of
surrounding tumor cells via this bystander effect, serving a cellular mechanism of a cell-converting
cancer therapy.

[00298] Example 17

[00299] Significantly reduced tumorigenicity and metastasis/infiltration inhibition in vivo of
piPSCs generated from malignant cancer cells.

[00300] In a first set of animals, equal numbers of 9L cells or 9L-piPSCs ( 5x10* cells/5pul)
were implanted into Fisher rats intracranially. In a second set of animals, equal numbers of 9L cells
or 9L-piPSCs (1x10° cells/100ul) were implanted into Fisher rats subcutaneously.

[00301]  Tumor volume (mm?®) of intracranial-implanted rats with either 9L cells or 9L-piPSCs,
n = 10 was measured at day 14, see Figure 6A. Tumor weight in grams of subcutaneously-
implanted rats with 9L cells and 9L-piPSCs was measured at day 25 after 4T 1-cell implantation, n
= 6, see Figure 6B. Results showed a significantly reduced volume of the intracranial 9L-piPSC
tumors and a significantly reduced weight of the subcutancous 9L-piPSC tumors as compared with

those of 9L-tumors, indicating a significantly reduced tumorigenicity of 9L-cells after cell
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reprogramming into 9L-piPSCs. This result is also confirmed by hematoxylin and eosin (H&E)
staining of the tumors from 9L-cell and 9L-piPSC implanted animals, indicating a major inhibition
of 9L-cell infiltration, since the 9L-piPSC intracranial tumor showed a clear intact border, whereas
9L-intracranial tumor showed a broken border with a major infiltration of the 9L-tumor cells into
normal brain tissues.

[00302] Example 18

[00303]  Significantly reduced tumorigenicity and metastasis/infiltration inhibition in vivo of
piPSCs generated from malignant breast cancer cells.

[00304]  Equal numbers of 4T1 cells and 4T1-piPSCs (2 x 10* cells/50ul) were implanted into
the #4 fat pads of 2-3 month old female BALB/c mice (20 grams). 4T1 breast tumors were
observed at day 5-7 after cell implantation. The tumor volume and body weight of the mice were
monitored every day. At day 25, the mice were sacrificed and the tumors were weighed. For the
survival experiment, animals were sacrificed once they reached tumor burden.

[00305] 4T1 and 4T1-piPSC tumor growth were measured by tumor volume, Figure 6C, and
tumor weight, Figure 6D, at day 25 after 4T1- and 4T 1-piPSC implantation, indicating a significant
tumor stasis of 4T1 cells after cell reprogrammed into 4T 1-piPSCs.

[00306] Lung metastases of the mice that were implanted with 4T1 cells and 4T 1-piPSCs were
analyzed at day 25 after cell implantation. While all the mice implanted with 4T1 cells displayed
many metastatic lesions, no lung metastases were observed in the mice implanted with 4T 1-piPSCs
at day 25 after cell implantation, Figure 6E, indicating a major metastasis inhibition caused by cell
reprogramming of 4T1 cells into 4T1-piPSCs. This result was confirmed by H&E stain of the lung
tissue sections of 4T 1-bearing mice and 4T 1-piPSC bearing mice, showing no lung metastasis in
the mice implanted with 4T 1-piPSCs.

[00307] A Kaplan-Meier survival curve of the mice implanted with 4T1 cells and 4T1-piPSCs
in the #4 fat pads, Figure 6F, demonstrates a significantly prolonged survival of the 4T1-piPSC
bearing mice during this 250-day survival experiment. These results demonstrate that cell
preprogramming of malignant cancer cells into piPSCs significantly reduces tumorigenicity and
metastatic property of the parental cancer cells, thus significantly prolonging the survival of the
mice implanted with 4T1-piPSCs.

[00308] Example 19

[00309] Tumor cell derived piPSCs differentiate into different normal tissues in vivo

depending on different differentiating tissue environments.



10

15

20

25

30

WO 2015/061779 PCT/US2014/062400

58

[00310] H&E stains of the brain tissue sections of 9L-intracranial implanted rats showed major
glioma angiogenesis into normal brain tissues and severe bleeding inside brain tumors, whereas
much less angiogenesis and bleeding were observed in the 9L-piPSC-intracranial implanted rats. In
addition, 9L-piPSC-intracranial implanted rats also showed newly differentiated neural rosettes
near the tumors in the brain. Further, H&E stain of the tumor tissue slides of subcutaneously-
implanted rats with 9L-piPSCs, showed immature sweat glands with cuboidal and low columnar
epithelial cells and melanocytes with brown color of melanin within the tumors. H&E stains of
tumor tissue slides of rats subcutaneously implanted with 9L-piPSCs also showed skin epithelium
with two layers of epidermis and early simple columnar epithelial cells with longer shape and
nuclei in the base of the cells.

[00311]  Similarly, H&E staining of the tumor masses of the 4T1-piPSC-bearing mice showed
in vivo differentiation of the implanted 4T1-piPSCs into normal breast tissues including adipocytes
including both brown and white adipocytes and mature and immature mammary ducts.

[00312] These results indicate that tumor cell derived-piPSCs differentiate into different
normal tissue cells in vivo depending on different differentiating tissue environments.

[00313] Example 20

[00314]  Lineage tracing shows tumor cell derived piPSCs differentiate into normal tissues.
[00315] To ensure that tumor cell derived piPSCs differentiate into normal tissues, GFP-
expressing 9L- and 4T 1-cells were prepared.

[00316] GFP-9L-piPSCs and GFP-4T1-piPSCs were prepared.

[00317]  Lineage-tracing experiments were performed using both cell types. For GFP-9L-
piPSCs, the cells were subcutaneously implanted into left flanks of Fisher rats. For GFP-4T1-
piPSCs, the cells were implanted into the #4 fat pad of female BALB/c mice. Small tumor mass
were observed at day 10-15 for GFP-9L-piPSC-implanted rats and at day 20-25 days for GFP-4T1-
piPSC-implanted mice. The animals were sacrificed at different days after cell implantation and
tumor masses were collected and used to make tissue sections for H&E stains and immunostaining,
Immunostaining with Tuj I and Nestin neural marker antibodies, adiponectin (an adipocytes
marker), cytokeratin 8, 14, 18 (CKS, 14, 18) or cytokeratin 5,8 (CK5,8) (mammary duct markers)
were performed using differentially detectable labels.

[00318]  H&E stain of both the center and edges of tumor mass of the 4T 1-piPSC-bearing mice
showed appearance of potential adipocytes and immature mammary ducts in the tumor mass.
[00319] Immunostains of the tissue section of the GFP-9L-piPSCs tumor mass obtained from

the lineage tracing experiment using an anti-Tuj I antibody showed positive Tuj I immunostaining
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that overlapped with GFP fluorescence of GFP-expressing cells of the same tissue sections. Only
overlapping Tuj I and GFP fluorescence images were observed in the tissue sections, indicating
that these Tuj I-positive cells originated from the GFP-expressing 9L-piPSCs. The Tuj I/GFP-
positive cells displayed neuronal cell morphology. This data demonstrates that the GFP-expressing
9L-piPSCs differentiated in vivo into Tuj I-positive neuronal lineage cells.

[00320] Immunostains of the tissue section of the GFP-9L-piPSCs tumor mass obtained from
the lineage tracing experiment using an anti-nestin antibody showed positive nestin
immunostaining that overlapped with GFP fluorescence of GFP-expressing cells of the same tissue
sections. Only overlapping nestin and GFP fluorescence images were observed in the tissue
sections, indicating that these nestin-positive cells originated from the GFP-expressing 9L-piPSCs.
This data demonstrates that the GFP-expressing 9L-piPSCs differentiated in vivo into nestin-
positive neural lineage cells.

[00321] Immunostains of the tumor tissue sections of the 4T1-piPSC-bearing mice with an
anti-adiponectin antibody showed adiponectin-positive immunostaining that overlapped with green
fluorescence from the GFP-expressing cells. Only overlapping adiponectin and GFP fluorescence
were observed in the tissue sections in cells with adipocyte morphology, indicating presence of
adipocytes in the middle of the tumor mass of the 4T1-piPSC-bearing mice and these adipocytes
originated from differentiation of the implanted GFP-4T1-piPSCs, since these adipocytes
expressed GFP.

[00322]  Immunostains of the tumor tissue sections of the 4T1-piPSC-bearing mice with anti-
CK8,18,14 and anti-CK5,8 antibodies showed CKS8,18,14- and anti-CK5,8-positive
immunostaining that overlapped with green fluorescence from the GFP-expressing cells. Only
overlapping CK8,18,14- or anti-CKS5,8-positive and GFP fluorescence were observed in the tissue
sections in cells with morphology of mammary ducts, indicating presence of immature mammary
ducts that originated from differentiation of the implanted GFP-4T1-piPSCs, since these mammary
ducts expressed GFP.

[00323] Example 21

[00324] QQ-SON protein-induced cell reprogramming treatment of tumors in vivo

[00325]  To generate 9L-tumor bearing rats, 9L cells (1 x 10 cells/100ul) were implanted into
Fisher rats subcutaneously. 5-days after 9L-implantation, QQ-SON protein was administered by
intra-tumor injection every day at 1 ug/day (n =5), 5 ug/day (n = 5), or 10 pug/day (n = 10) for 18

daily treatments. QQ-reagent in PBS buffer was administered by intra-tumor injection to control
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rats (n = 10). The tumor volume and body weight of the rats were monitored every day. At day 23,
the rats were sacrificed and the tumors were weighed.

[00326] Tumor growth was measured by volume, seec Figure 7A and tumor weight in grams,
see Figure 7B. The rats were sacrificed at day 23 and tumors were weighed. This data indicates
that QQ-SON treatment induced in situ cell reprogramming that results in tumor stasis.

[00327] To determine the effect of QQ-SON protein treatment on the survival of the rats
subcutaneously implanted with 9L-cells, at day 5 after 9L cell implantation rats were treated with
QQ-reagents in PBS (n = 8; median survival = 21 days) or QQ-SON proteins (10pg/day, n = 8;
median survival = 127 days) for 30 daily treatments. Animals were sacrificed once they reached
tumor burden (< 12 cm?®). Kaplan—Meier survival curve (130-days) is shown in Figure 7C. This
data indicated that QQ-SON protein treatment significantly prolonged the survival of 9L-tumor
bearing rats.

[00328] Example 22

[00329]  QQ-SON protein-induced cell reprogramming treatment of tumors in vivo

[00330]  To generate orthotopic 4T1 breast cancer-bearing mice, 4T1 cells (2 x 10* cells/50ul)
were implanted into the #4 fat pads of 2-3 month old female BALB/c mice (20 grams). 4T1 breast
tumors were observed at day 5-7 after cell implantation. The tumor volume and body weight of the
mice were monitored every day. At day 25, the mice were sacrificed and the tumors were weighed.
For the survival experiment, animals were sacrificed once they reached endpoints including tumor
burden (<2 gram), metastasis causing labored breath, uncontrollable pain, etc.

[00331]  Various dosages of QQ-SON proteins were administered, 0.5 pug QQ-modified SON
proteins/mouse, 1.25 pg QQ-modified SON proteins/mouse, or 2.5 ug QQ-modified SON
proteins/mouse, and compared with QQ-PBS control. Efficacy was determined by measurement of
tumor volume over a 25-day time course, Figure 7D, and measurement of tumor weight in grams,
Figure 7E, at day 25.

[00332] In a further experiment, tumor volume of the mice treated either with QQ-SON
proteins (n = 8) or QQ-PBS as the control (n = 8) during a 35-day time course was determined by
MR, see Figure 7F, and tumor weights of both groups were determined by weighing at day 35, see
Figure 7G. QQ-SON protein treatment caused major tumor stasis without primary tumor removal.
[00333] Mice were analyzed to determine number and percentage of metastases in the lung,
Figures 71 and 7M, lymph nodes, Figures 7J and 7N, liver, Figures 7K and 70, and spleen, Figures
7L and 7P, of the QQ-SON and QQ-PBS treated 4T 1-bearing mice without primary tumor removal
as observed by MRI at indicated days. These results demonstrate that, as compared to QQ-PBS
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treated mice, QQ-SON treated mice displayed metastasis at much later dates after 4T1-cell
implantation and much less metastatic lesions in the lung, lymph nodes and no metastasis lesion
was observed in the liver and spleen. This data indicates a major metastasis inhibition in the 4T1-
bearing mice caused by QQ-SON protein treatment without primary tumor removal.

[00334] Example 23

[00335] Histological analysis of the tumor tissue sections treated with QQ-PBS and QQ-SON
proteins without primary tumor removed.

[00336] H&E stains of a 9L-tumor tissue slides of a rat treated with QQ-reagents in PBS buffer
for 18 daily treatments, showing uniform tumor cells with extensive angiogenesis. Immunostains
of a nearby tissue slide with anti-VE-cadherin antibody confirmed angiogenesis. This rat was
sacrificed at day 26 after subcutaneous 9L cell implantation with a tumor of 13.5 cm?® (around 15.5
g). In contrast, H&E stains of a tumor tissue slide of a rat treated with QQ-SON protein for 18
daily treatments showed different cell zones including tumor cell zone, connective tissue zone and
fibroblast zone. This rat was sacrificed at day 49 after subcutaneous 9L cell implantation and its
tumor was significantly reduced in size to 0.2 cm® (around 0.6 g). Immunostain of the fibroblast
zone of a nearby tumor tissue slide of the same rat using an anti-a-procollagen, a fibroblast marker,
antibody, confirmed the fibroblast zoon (positively stained) and tumor cell zone (negatively
stained). Immunostains of the tumor tissue slides of the same rat treated with QQ-SON proteins for
18 daily treatments using anti-GFAP and anti-Tujl antibodies showed positive stains of both
markers with neuronal cell morphology and neural rosette formation. This data indicates that the
injected QQ-SON proteins induced in situ generation of transient 9L-piPSCs that differentiate into
non-cancerous cells including neuronal lineage cells.

[00337] Similarly, H&E stains of 4T1-tumor tissue slides of the mice treated with QQ-SON
protein also showed adipocytes and mammary duct, which were immunostained positive with
adiponectin and cytokaratin 5/8/14, indicating that the injected QQ-SON protein also induced in
situ 4T1-tumor cell reprogramming inside the primary tumor into 4T1-piPSCs that differentiate
into breast tissue.

[00338] Example 24

[00339] QQ-SON treatment significantly enhances the genome stability of the treated 9L-cells
in vivo.

[00340] SKY genome analysis of explanted cells of two subcutancous 9L-tumor-bearing rats,
both treated with QQ-SON protein for 18-days was performed. One rat (#12) displayed major
response to the QQ-SON treatment and tumor started to shrink. Before the tumor disappeared, this
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rat was sacrificed and the tumor collected for both explants and tumor tissue slides. Another rat
(#15) displayed no response to the QQ-SON protein treatment and tumor continued to grow to
reach the ending point (> 12 cm?). This rat was also sacrificed and explants and tumor tissue slides
were prepared.

[00341]  The cells from the explant of #15 rat grew rapidly and reached confluency in 3-days.
The cells displayed typical 91L-cell spindle morphology. However, the cells from the explant of #12
rat grew very slowly and only two-weeks later some cells with neural morphology with some
colonies were observed. Immunostains of the tumor tissue slides with GFAP and Tuj I showed
positive stains for both markers for those cells that displayed neural morphology in #12 rat, but
negative stains for these two markers for #15 rat. Additional immunostains with B-catenin, CK5/6,
E-cadherin, Lefty, Nodal and Cripto-1 showed opposite results for #12 and #15 rats. While the
tumor tissue slides of #12 rat showed positive stains of CK5/6, E-cadherin, Lefty and B-catenin, a
negative stain was observed in the tumor tissue slides of #15 rat. Interestingly, Lefty and E-
cadherin co-stained in the same areas of the tumor tissue sections as well as CK5/6 and E-cadherin.
In contrast, the tumor tissue slides of #15 rat showed positive stains for Nodal and Cripto-1, but
those tissue sections of #12 showed negative stains for these two markers. These results indicate
tumor cell conversion into non-cancerous cells in the tissue section of #12 rat, whereas the tissue
sections of #15 rat remained 9L-tumor cells.

[00342]  To assess genome stability of the explant cells, molecular cytogenetic analyses were
performed. 20 mitotic images were collected for each explant of rat #15 and rat #12 and the
average number of chromosomes for rat #15 and for rat #12 were analyzed. Table 4 shows a
comparison of chromosomal aberrations of rat #15 and rat #12. Molecular cytogenetic analyses
indicated 35% non-clonal chromosomal aberrations (NCCAs) and 20% of clonal chromosomal
aberrations (CCAs) for rat #12 and 70% NCCAs and 15% CCAs for rat #15 (Table 4). Since the
frequencies of NCCAs represent the level of genome instability while CCAs represent relative
stability, these data suggest that the tumor that did not respond to QQ-SON protein treatment (rat
#15) displayed higher levels of genome heterogeneity than those of the tumor (rat #12) that showed
a good response to the QQ-SON treatment. This result indicates that the protein-induced in situ cell
reprogramming significantly enhances genome stability of the treated cancer cells, indicating cell

conversion of malignant cancer cells into non-cancerous cells.

Table 4: tumors that respond to the QQ-SON protein treatment (#12) display higher
genome stability than a tumor that did not respond (#15); NCCA: non-clonal chromosomal
aberrations; CCA: clonal chromosomal aberrations
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__ _
Rat | Tmitotic 4 chromosomes | #NCCAs | % NCCAs | #CCas | 72
images CCAs
412 |20 64 7 35 4 20
#15 |20 60 14 70 3 15

[00343] Example 25

[00344] QQ-SON induced cell-converting cancer therapy mediated by protein-induced in situ
cell reprogramming caused cancer cure of subcutaneous 9L-tumor bearing rats and late stage 4T1-
bearing mice after surgical removal of primary tumors.

[00345]  Subcutaneous implantation of 9L-cells into Fisher rats was performed to generate
tumor-bearing rats. Five days after tumor cell implantation, daily intratumor injections of QQ-
modified SON (QQ-SON) proteins were performed. A proper control of QQ-reagents in PBS (QQ-
PBS) was also performed. A 90-day survival experiment was performed following a 18 daily
intratumoral treatment regimen using QQ-SON proteins at 10 ug/mouse/day. During treatments,
significantly reduced tumor growth in all treated rats was observed. After 18 daily treatments, 50%
of the treated rats displayed diminished tumor volume over time, and no palpable tumor was
present in these animals. The remaining treated rats displayed significantly slower tumor growth.
The median survival of the treated group was 49420 days (n = 8) whereas survival in the control
group was 2144 days (n = 6). Tumor recurrence was observed in three treated rats at day 32, 43
and 62, with a median recurrence of 45+13 days. The recurrent tumors grew very aggressively and
reached a volume of > 12 cm® in 5-7 days (Table 5, Treatment 1). The fourth glioma-cured rat
remained tumor-free for more than 30 months without evidence of teratoma formation.

[00346]  When the daily intratumor treatment regimen was expanded to 30 days, 100% glioma-
cured rats within the first 73 days during a 400-day survival experiment (n = 8) were obtained.
Again, tumor recurrence for three treated rats at day 73, 78, and 92 (median recurrence: 81+8 days)
was observed, which was much later than the tumor recurrence observed in rats treated for only 18
days. The remaining 5 rats remained tumor-free for 400-days. The three rats with recurrent tumors
were treated for an additional 30 days (daily intra-tumor injection, 10ug/day QQ-SON). Of the
three rats, two had very slow progression and survived for an additional 66 days (tumor occurrence
on day 78) or 68 days (tumor reoccurrence on day 92). Only one rat displayed slow tumor growth
and was sacrificed at day 109 (36 days after tumor recurrence was identified) when the tumor
reached 12 cm® in volume. The median survival of the treated rats was 280£155 days (n = 8)

compared to 2144 days for the control group (n = 6) (Table 5, Treatment 2).
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[00347] To ensure that this result was reproducible, the above 30 daily treatment experiment
was repeated and achieved 80% glioma-cured rats within the first 79-days. Two rats displayed
slow tumor growth but had reached a tumor volume of 12 cm® at day 29 and 48, respectively
(Table 5, Treatment 3). However, two glioma-cured rats displayed tumor recurrence at day 79 and
111 (median recurrence: 9516 days). These two rats were treated with the QQ-SON proteins (10
ng/day) for an additional 30 days. One of the two rats displayed a slow tumor growth and reached
a volume of 12 cm’® in 30 days after the tumor recurred on day 79. The other rat survived for an
additional 69-days. The median survival of the treated rats was 276156 days (n = 10), whereas the
control rats treated with QQ-PBS only survived for 23+3 days after tumor implantation (n = 6).

The tumor-cured rats from both treatments 2 and 3 survived for more than 15-months so far

without tumor recurrence and without teratoma formation.

Table 5
Grou #of 4 imections 9L-Glioma Mean Survival ?gzar; Eecurreﬂce Recurrence
P | Rats J Cured (%) (Day) y (jc)““e e day
0
18 or 30
Control 6 0 21+4
(QQ-PBS)
13
Treatment | g 18 (90 day 49420 45+13 /375 32/42/62
1 (QQ-SON) :
survival)
Treatment 30 70
8 (400 day 280+155 81£8 /30 72/78/92
2 (QQ-SON) .
survival)
Treatment 30 60
3 10 (QQ-SON) (400 day 276x156 95+16 /20 79/111
survival)
[00348] A similar result was observed for late stage of 4T1-breast cancer bearing mice after

surgical removal of the primary tumors at day 18 after 4T1-cell implantation for both QQ-PBS and
QQ-SON treated mice. The daily intra-tumor QQ-SON protein treatment was performed at day 5
and continued for 40-days. Previously, it was shown that lung metastasis started at day 7. At day
18, MRI observable lung metastatic lesions for every mouse were observed. A 250-day survival
experiment was performed. The resultant data, Table 6, indicated that while the QQ-PBS control
mice died between days 25-47, the QQ-SON treated mice survived much longer and 61% (n=11)
of QQ-SON treated mice survived entire 250-days without tumor recurrence and teratoma
formation (n=18), see Figure 8. MRI results showed disappearance of lung metastatic lesions.
These data demonstrate high treatment efficacy of this QQ-SON-induced cell-converting cancer

therapy.
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Table 6
Tumor . Day Day of lung .
. size at Primary detecting lesions Survival Alive
Mice Group Tumor . 10-23-
SULGETY | p o rrence lung disappeared or Day 2014)
(mm?) lesion cause of death
Red 1 Control 114 No 16 Metastasis 46
Red 2 Control 125 No 16 Metastasis 46
Red 3 Control 60.5 No 16 Metastasis 44
Red 4 Control 255 No 16 Metastasis 44
Blue 1 Treatment 6.5 No 16 Inflammation 47
Blue 2 Treatment 20.5 No 16 Stasis 110
Blue 3 Treatment 35 No 16 74 267
Blue 4 Treatment 60.5 No 16 Metastasis 49
Blue 5 Treatment 335 No 16 59 267
Green 1 Treatment 20 No 16 60 267
Green 2 Treatment 18.5 No 16 Inflammation 75
Green 3 Treatment 15.5 No 16 60 267
Green 4 Treatment 54 No 16 Meta.sFams 45
position
Green 5 Treatment 53 No 16 Inflammation 54

[00349]  Figure 8 is a Kaplan-Meier survival curve (250-day survival) of 4T1-breast cancer
bearing mice after surgical removal of the primary 4T 1-breast cancer at day 18. These 4T1 breast
cancer bearing mice were treated with QQ-PBS (Control) and QQ-SON proteins (Treatment) at
day 6 after 4T 1-cell implantation into the #4 fat pad of female BALB/c mice. The primary tumors
were palpable around day 5 and surgically removed at day 18. The QQ-PBS/QQ-SON treatment
was performed daily by both intra-tumoral (Sug/mouse/day) and intraperitoneal injections

(25ug/mouse/day).
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[00350] Day 0 in the Kaplan-Meier survival curve of Figure 8 is the day when the surgery was
performed at day 18. A small population of mice displayed tumor recurrence due to incomplete
tumor removal. These mice were treated with QQ-SON protein or QQ-PBS via intra-tumoral
injections and their survival were also compared (dotted survival curves). For those mice without
tumor recurrence, their survival curves are shown in solid lines. Mice that survived for this entire
250-day survival experiment without tumor recurrence are considered tumor-cured mice. Tumor-
cure has been achieved in 61% of population of treated mice.

[00351] Thus, QQ-SON-induced in situ cell reprogramming of the cancer cells inside the
tumor to generate transient piPSCs that differentiate into different non-cancerous cells within that
tissue is demonstrated. The types of the differentiated non-cancerous cells depend on specific
tissue environment. This inter-play between QQ-SON-induced in situ cell reprogramming and
tissue environment induced differentiation precisely regulates generation of transient piPSCs inside
tumor and induced differentiation, preventing tumor and teratoma formation. This safe protein-
induced in situ cell reprogramming technology in situ generates stem cells and which then
differentiate into normal cells induced by tissue environment to replace diseased cells for treatment
of many diseases and injuries.

[00352] Sequences

(803531  Homo sapiens SRY (sex deternuning region Y )-box 2 (SOXZ) (NM_003106) SEQ ID
NO:1 (protein) and SEQ ID NO:65 (DNA)

MYNMMETELKPPGPQQT SGGGGGNSTAAAAGGNQKNSPDRVKRPMNAFMVIWSRGORRKMAQENPK
MHENSEISKRLGAEWKLLSETEKRPFIDEAKRLRALHMKEHPDYKYRPRRKTKTLMKKDKYTLPGG
LLAPGGNSMASGVGVGAGLGAGVNQRMDSYAHMNGWSNGSYSMMODQLGYPOHPGLNAHGAAQMQ
PMHRYDVSALQYNSMTSSQTYMNGSPTYSMSYSQQGTPGMALGSMGSVVKSEASSSPPVVTSSSH
SRAPCQAGDLRDMISMYLPGAEVPEPAAPSRLHMSQHYQSGPVPGTAINGTLPLSHM (SEQ ID
NO:1)
atgtacaacatgatggagacggagctgaagccgceccgggeccgecagecaaacttcggggggcggcgyg
cggcaactccaccgcggcggcecggecggecggecaaccagaaaaacageccggaccgegtcaagegge
ccatgaatgccttcatggtgtggtcccecgecgggcageggegcaagatggeccaggagaaccccaag
atgcacaactcggagatcagcaagcgcectgggcegcecgagtggaaacttttgtcggagacggagaa
gcggceccgttcatcgacgaggctaagcecggetgecgagcegcectgecacatgaaggagcacccggattata
aataccggccecccggcggaaaaccaagacgctcatgaagaaggataagtacacgetgeccggeggyg
ctgctggcccecccggcggcaatagcatggcgageggggteggggtgggegecggectgggegeggg
cgtgaaccagcgcatggacagttacgcgcacatgaacggctggagcaacggcagcectacagcatga
tgcaggaccagctgggctacccgcagcacccgggectcaatgegcacggcecgecagegecagatgeag
cccatgcaccgctacgacgtgagcgcecctgecagtacaactceccatgaccagetecgcagacctacat
gaacggctcgcccacctacagcatgtectactcecgcagcagggcacccectggeatggcetcettgget
ccatgggttcggtggtcaagtccgaggccagetcecageccccecctgtggttacctettectececac
tccagggcgecctgceccaggeccggggacctecgggacatgatcagecatgtatetecececggegecga
ggtgccggaacccgcecgceccccagcagacttecacatgteccagecactaccagagecggeccggtge
ccggcacggccattaacggcacactgcecccctcectcacacatgtga (SEQ ID NO:65)
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[00354] Homo sapiens POU class 5 homeobox 1 (POUSF1) also known as Oct4 (NM_002701)
SEQ ID NO:2 (protein) and SEQ ID NO:66 (DNA)
MAGHLASDFAFSPPPGGGGDGPGGPEPGWVDPRTWLSFQGPPGGPGIGPGVGPGSEVWGIPPCPP
PYEFCGGMAYCGPQVGVGLVPQGGLETSQPEGEAGVGVESNSDGASPEPCTVTIPGAVKLEKEKLE
ONPEESQDIKALQKELEQFAKLLKQKRITLGYTQADVGLTLGVLEFGKVEFSQTTICRFEALQLSEFK
NMCKLRPLLOKWVEEADNNENLQETICKAETLVQARKRKRTSTENRVRGNLENLFLOCPKPTLQQT
SHIAQQLGLEKDVVRVWEFCNRRQKGKRSSSDYAQREDFEAAGSPFSGGPVSFPLAPGPHFGTPGY
GSPHFTALYSSVPFPEGEAFPPVSVTTLGSPMHSN (SEQ ID NO:2)
atggcgggacacctggcecttcggatttcegecttetegeccectecaggtggtggaggtgatgggec
aggggggccggagcecgggcectgggttgatecctecggacctggetaagettceccaaggeectectggag
ggccaggaatcgggccgggggttgggecaggctectgaggtgtgggggattecccecatgecceccyg
ccgtatgagttcectgtggggggatggegtactgtgggecccaggttggagtggggctagtgeccca
aggcggcttggagacctctcagcectgagggcgaagcaggagtecggggtggagagcaactecgatyg
gggcctceccecccecggagcecctgcaccgtcaccecectggtgecgtgaagectggagaaggagaagetggag
caaaacccggaggagtcccaggacatcaaagcectcectgcagaaagaactcgagcaatttgceccaaget
cctgaagcagaagaggatcaccctgggatatacacaggccgatgtggggetcaccctgggggtte
tatttgggaaggtattcagccaaacgaccatctgcecgetttgaggetectgcagettagettcaag
aacatgtgtaagctgcggcecccttgcectgcagaagtgggtggaggaagctgacaacaatgaaaatct
tcaggagatatgcaaagcagaaaccctcecgtgcaggcccgaaagagaaagcgaaccagtatcgaga
accgagtgagaggcaacctggagaatttgttcecctgcagtgeccgaaacccacactgcagcagatce
agccacatcgcccagcagcecttgggcetcecgagaaggatgtggtecgagtgtggttetgtaaccggeg
ccagaagggcaagcgatcaagcagcgactatgcacaacgagaggattttgaggectgctgggtcete
ctttctcagggggaccagtgtcectttectcectggecccagggecccattttggtaccccaggetat
gggagccctcacttcactgcactgtactcecteggtecctttecctgagggggaagectttecece
tgtctccgtcaccactctgggectcteccatgcattcaaactga (SEQ ID NO:66)

[00355] Homo sapiens Nanog homeobox (NANOG) (NM_024865) SEQ ID NO:3 (protein)
and SEQ ID NO:67 (DNA)
MSVDPACPQSLPCFEASDCKESSPMPVICGPEENYPSLOMSSAEMPHTETVSPLPSSMDLLIQDS
PDSSTSPKGKQPTSAEKSVAKKEDKVPVKKQKTRTVEFSSTQLCVLNDRFQROKYTLSTLOQOMQELSN
ILNLSYKQVKTWFONQRMKSKRWOKNNWPKNSNGVTQKASAPTYPSLYSSYHQGCLVNPTGNLPM
WSNQTWNNSTWSNQTONTIQSWSNHSWNTQTWCTQSWNNQAWNSPFYNCGEESLOSCMOFQPNSPA
SDLEAALEAAGEGLNVIQQTTRYFSTPQTMDLFLNYSMNMQPEDV (SEQ ID NO:3)
atgagtgtggatccagcttgtccccaaagcettgecttgetttgaagcateccgactgtaaagaatce
ttcacctatgcctgtgatttgtgggcctgaagaaaactatccatcecttgcaaatgtettetgetyg
agatgcctcacacggagactgtctctectettecttectecatggatectgettattcaggacage
cctgattcttccaccagtcecccaaaggcaaacaaccecacttcectgcagagaagagtgtcgcaaaaaa
ggaagacaaggtcccggtcaagaaacagaagaccagaactgtgttcectettceccacccagetgtgtyg
tactcaatgatagatttcagagacagaaatacctcagcctccagcagatgcaagaactctceccaac
atcctgaacctcagctacaaacaggtgaagacctggttccagaaccagagaatgaaatctaagag
gtggcagaaaaacaactggccgaagaatagcaatggtgtgacgcagaaggcecctcagcacctaccet
accccagcecctttactcettectaccaccagggatgectggtgaacccgactgggaacctteccaatyg
tggagcaaccagacctggaacaattcaacctggagcaaccagacccagaacatccagtectggag
caaccactcctggaacactcagacctggtgcacccaatcectggaacaatcaggcectggaacagte
ccttctataactgtggagaggaatctctgcagtectgecatgcagttceccageccaaattetectgee
agtgacttggaggctgccttggaagctgectggggaaggecttaatgtaatacagcagaccactag
gtattttagtactccacaaaccatggatttattcctaaactactccatgaacatgcaacctgaag
acgtgtga (SEQ ID NO:67)

[00356] Homo sapiens lin-28 homolog A (C. elegans) (LIN28A) (NM_024674) SEQ ID NO:4
(protein) and SEQ ID NO:68 (DNA)
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MGSVSNQOQFAGGCAKAAEEAPEEAPEDAARAADE PQLLHGAGICKWENVRMGFGFLSMTARAGVA
LDPPVDVEFVHQSKLEHMEGFRSLKEGEAVEFTFKKSAKGLESIRVTGPGGVEFCIGSERRPKGKSMQ
KRRSKGDRCYNCGGLDHHAKECKLPPQPKKCHFCQSISHMVASCPLKAQQGPSAQGKPTYFREEE
EETHSPTLLPEAQN (SEQ ID NO:4)
atgggctccgtgtccaaccagcagtttgcaggtggctgegceccaaggecggcagaagaggecgeccga
ggaggcgccggaggacgcggcccgggeggeggacgagectcagetgetgecacggtgegggeatcet
gtaagtggttcaacgtgcgcatggggttcggcttcectgtceccatgaccgeccgegecggggtecgeg
ctcgaccccecceccagtggatgtetttgtgcaccagagtaagcectgcacatggaagggtteccggagett
gaaggagggtgaggcagtggagttcacctttaagaagtcagccaagggtctggaatccatcecgtyg
tcaccggacctggtggagtattctgtattgggagtgagaggcecggccaaaaggaaagagecatgeag
aagcgcagatcaaaaggagacaggtgctacaactgtggaggtctagatcatcatgeccaaggaatyg
caagctgccaccccagceccaagaagtgcecacttetgecagagecatcagecatatggtagecteat
gtccgctgaaggceccagcagggcecctagtgcacagggaaagccaacctactttecgagaggaagaa
gaagaaatccacagccctaccctgectececggaggcacagaattga (SEQ ID NO:68)
{86357]  Homo sapiens Krueppel-like factor 4 (KIf4) (NP_004226) SEQ ID NO:5 (protein) and
SEQ ID NO:69 (DNA)
MRQPPGESDMAVSDALLPSFSTFASGPAGREKTLROQAGAPNNRWREELSHMKRLPPVLPGRPYDL
AAATVATDLESGGAGAACGGSNLAPLPRRETEEFNDLLDLDFILSNSLTHPPESVAATVSSSASA
SSSSSPSSSGPASAPSTCSEFTYPIRAGNDPGVAPGGTGGGLLYGRESAPPPTAPFNLADINDVSP
SGGFVAELLRPELDPVYIPPQQPOQPPGGGLMGKEFVLKASLSAPGSEYGSPSVISVSKGSPDGSHP
VVVAPYNGGPPRTCPKIKQEAVSSCTHLGAGPPLSNGHRPAAHDFPLGRQLPSRTTPTLGLEEVL
SSRDCHPALPLPPGFHPHPGPNYPSFLPDOMQPQVPPLHYQELMPPGSCMPEEPKPKRGRRSWPR
KRTATHTCDYAGCGKTYTKSSHLKAHLRTHTGEKPYHCDWDGCGWKFARSDELTRHYRKHTGHRP
FQCQKCDRAFSRSDHLALHMKRHFE (SEQ ID NO:5)
atgaggcagccacctggcgagtctgacatggetgtcagecgacgegetgeteccatetttetecac
gttcgcgtctggeccggcgggaagggagaagacactgcgtcaagcaggtgecccgaataaccget
ggcgggaggagctctcccacatgaagcgacttcecccecccagtgetteccggecgeccctatgacctyg
gcggcggcgaccgtggcecacagacctggagagecggceggagecggtgeggettgeggeggtageaa
cctggcecgceccectacctecggagagagaccgaggagttcaacgatcectectggacctggactttatte
tctccaattcecgetgacccatcecctecggagtcagtggecgecaccgtgtectegtecagegtecagece
tccectettegtegtegecgtcgagcageggecctgecagegegecctecacctgecagettcecaccta
tccgatccgggecgggaacgacccecgggegtggecgecgggeggecacgggeggaggectectetatyg
gcagggagtccgcectcecccectceccgacggeteccttcaacctggecggacatcaacgacgtgagcecce
tcgggcggcettegtggecgagetectgeggecagaattggaccecggtgtacattecgecgeagea
gccgcagcecgceccaggtggecgggcetgatgggcaagttegtgetgaaggegtegetgagegeccctyg
gcagcgagtacggcagcccgteggtcatcagegtcagcaaaggcagecctgacggecagcecacccyg
gtggtggtggcgccctacaacggcgggecgecgegcacgtgecccaagatcaagcaggaggeggt
ctcttcecgtgcacccecacttgggecgectggacccecectetcecagcaatggecaccggecggetgecacacyg
acttccccectggggecggcagcetcecceccagecaggactaccecgaccectgggtettgaggaagtgetyg
agcagcagggactgtcaccctgceccctgecgettecteccggcettecatecccacccggggeccaa
ttacccatccecttectgeccgatcagatgcagecgcaagtececcgecgetecattaccaagagcetea
tgccacccggttectgecatgccagaggagceccaagccaaagaggggaagacgatecgtggecccgg
aaaaggaccgccacccacacttgtgattacgecgggctgecggcaaaacctacacaaagagttcecca
tctcaaggcacacctgcgaacccacacaggtgagaaaccttaccactgtgactgggacggetgtyg
gatggaaattcgcccgcectcagatgaactgaccaggcactaccgtaaacacacggggcaccgcecccyg
ttccagtgccaaaaatgcgaccgagcattttceccaggtcggaccacctecgecttacacatgaagag
gcatttttaa (SEQ ID NO:69)

[00358] Homo sapiens c-MYC (NP _002458) SEQ ID NO:6 (protein) and SEQ 1D NO:70
(DNA)
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MDFFRVVENQQPPATMPLNVSEFTNRNYDLDYDSVQPYFYCDEEENEYQQQOQOSELQPPAPSEDIW
KKFELLPTPPLSPSRRSGLCSPSYVAVTPFSLRGDNDGGGGSFSTADQLEMVTELLGGDMVNQSEF
ICDPDDETFIKNITIQDCMWSGEFSAAAKLVSEKLASYQAARKDSGSPNPARGHSVCSTSSLYLQD
LSAAASECIDPSVVFPYPLNDSSSPKSCASQDSSAFSPSSDSLLSSTESSPOQGSPEPLVLHEETP
PTTSSDSEEEQEDEEEIDVVSVEKRQAPGKRSESGSPSAGGHSKPPHSPLVLKRCHVSTHQHNYA
APPSTRKDYPAAKRVKLDSVRVLRQISNNRKCTSPRSSDTEENVKRRTHNVLERQRRNELKRSFEFF
ALRDQIPELENNEKAPKVVILKKATAYILSVQAEEQKLISEEDLLRKRREQLKHKLEQLRNSCA
(SEQ ID NO:6)
atggatttttttcgggtagtggaaaaccagcagcectceccgecgacgatgeccctcaacgttagett
caccaacaggaactatgacctcgactacgactcggtgcagecgtatttcectactgecgacgaggagyg
agaacttctaccagcagcagcagcagagcgagctgcagececceccggegeccagcgaggatatcectgg
aagaaattcgagctgctgcecccaccceccgeccectgtecectagecgecgetecgggetetgetegece
ctcctacgttgcecggtcacaccctteteccttecggggagacaacgacggeggtggecgggagettet
ccacggccgaccagcectggagatggtgaccgagcectgectgggaggagacatggtgaaccagagttte
atctgcgacccggacgacgagaccttcatcaaaaacatcatcatccaggactgtatgtggagegg
cttctcggcecgecgecaagcetegtcectcagagaagetggectectaccaggetgecgegcaaagaca
gcggcagcccgaaccccgeccgecggcecacagegtetgetecacctecagettgtacctgcaggat
ctgagcgccgcecgectcagagtgcatcgacceecteggtggtetteccctacectetcaacgacag
cagctcgcccaagtectgegectcecgcaagactceccagegectteteteecgtecteggattetetge
tctcecctcecgacggagtcecteccecgcagggecagecccgagecectggtgetecatgaggagacaccyg
cccaccaccagcagcecgactcectgaggaggaacaagaagatgaggaagaaatcgatgttgtttetgt
ggaaaagaggcaggctcctggcaaaaggtcagagtctggatcaccttcetgetggaggeccacagea
aacctcctcacagceccactggtcectcaagaggtgcecacgtcectceccacacatcagecacaactacgea
gcgcctcecectcecactecggaaggactatectgetgecaagagggtcaagttggacagtgtcagagt
cctgagacagatcagcaacaaccgaaaatgcaccagcecccaggtcectcecggacaccgaggagaatyg
tcaagaggcgaacacacaacgtcttggagcgccagaggaggaacgagctaaaacggagctttttt
gccectgcegtgaccagatceccggagttggaaaacaatgaaaaggceccceccaaggtagttatecttaa
aaaagccacagcatacatcctgtceccecgtccaagcagaggagcaaaagctcecatttectgaagaggact
tgttgcggaaacgacgagaacagttgaaacacaaacttgaacagctacggaactcttgtgegtaa
(SEQ ID NO:70

[00359] Homo sapiens GATA binding protein 4 (GATA4) (NM_002052) SEQ ID NO:7
(protein) and SEQ ID NO:71 (DNA)
MYQSLAMAANHGPPPGAYEAGGPGAFMHGAGAASSPVYVPTPRVPSSVLGLSYLQGGGAGSASGG
ASGGSSGGAASGAGPGTQOOGSPGWSQAGADGAAYTPPPVSPRFSFPGTTGSLAAAAAAAAAREAA
AYSSGGGAAGAGLAGREQYGRAGFAGSYSSPYPAYMADVGASWAAAAAASAGPFDSPVLHSLPGR
ANPAARHPNLDMFDDFSEGRECVNCGAMSTPLWRRDGTGHY LCNACGLYHKMNGINRPLIKPQRR
LSASRRVGLSCANCQTTTTTLWRRNAEGEPVCNACGLYMKLHGVPRPLAMRKEGIQTRKRKPKNL
NKSKTPAAPSGSESLPPASGASSNSSNATTSSSEEMRPIKTEPGLSSHYGHSSSVSQTEFSVSAMS
GHGPSTHPVLSALKLSPQGYASPVSQSPOTSSKODSWNSLVLADSHGDIITA (SEQ ID
NO:7)
atgtatcagagcttggccatggccgccaaccacgggecgecceccecceccggtgectacgaggegggcgyg
ccccecggcegecttecatgcacggecgecgggegecgegtectegecagtcectacgtgeccacaccgecggyg
tgccctectecgtgetgggectgtectacctecagggecggaggcegegggetetgegtecggagge
gccectcgggcecggecagcetecggtggggecgegtetggtgecggggeccgggacccagcagggcecagece
gggatggagccaggcgggagccgacggagcecgettacacceccgecgecggtgtegecgegettet
ccttcecceccecggggaccaccgggtecctggecggecgecgecgecgetgecgeggeccgggaagetgeg
gcctacagcagtggeggceggagceggcegggtgegggectggecgggecgegagcagtacgggegege
cggcttcgcecgggcetcectactceccageccectaccecggettacatggecgacgtgggegegtectggg
ccgcagccgcecgcecgectecgecggecccttecgacageccggtectgecacagectgeccggecgyg
gccaacccggcecgeccgacacceccaatcetegatatgtttgacgacttetcagaaggcagagagtyg
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tgtcaactgtggggctatgtccaccccegetcectggaggcgagatgggacgggtcactatectgtgea
acgcctgcggcectctaccacaagatgaacggcatcaaccggecgcectcatcaagectcagegcecgyg
ctgtccgcectcececcgecgagtgggectetectgtgecaactgeccagaccaccacecaccacgetgtyg
gcgccgcaatgcggagggcgagectgtgtgcaatgectgeggectcectacatgaageteccacgggg
tccecccaggectettgcaatgecggaaagaggggatccaaaccagaaaacggaageccaagaacctyg
aataaatctaagacaccagcagctccttcaggcagtgagagcecttectececgecageggtgette
cagcaactccagcaacgccaccaccagcagcagecgaggagatgegtcecccatcaagacggagectyg
gccectgtcecatcectcecactacgggcacagcagetececgtgteccagacgttectecagtcagtgegatgtet
ggccatgggcecctceccecatccaccctgtecteteggecctgaagetetecccacaaggcectatgegte
tccececgtcagecagtcetceccacagaccagetceccaagcaggactettggaacagectggtettggecyg
acagtcacggggacataatcactgcgtaa (SEQ ID NO:71)

[86368] Homo sapiens heart and neural crest derivatives expressed 2 {(HAND2)Y (NM_021973)
SEQ ID NO:8 (protein) and SEQ ID NO:72 (DNA)
MSLVGGFPHHPVVHHEGYPFAAAAAAAAAAAASRCSHEENPYFHGWLIGHPEMSPPDYSMALSY S
PEYASGAAGLDHSHYGGVPPGAGPPGLGGPRPVKRRGTANRKERRRTQSINSAFAELRECIPNVP
ADTKLSKIKTLRLATSYIAYIMDLLAKDDONGEAEAFKAETIKKTDVKEEKRKKELNEILKSTVSS
NDKKTKGRTGWPQHVWALELKQ (SEQ ID NO:8)
atgagtctggtaggtggttttccccaccaccecggtggtgcaccacgagggetaccececgtttgecge
cgccgcecgcecgcecagetgecgecgcecgecgecagecgetgecagecatgaggagaacccecctacttee
atggctggctcatcggceccaccccgagatgtegeccecccgactacagcatggecctgtectacage
cccgagtatgccagceggcecgecgecggectggaccacteccattacgggggggtgeccgecgggege
cgggcccceccgggectgggggggecgcgeccggtgaagegecgaggcaccgecaaccgcaaggage
ggcgcaggactcagagcatcaacagcgcecttcecgecgaactgecgecgagtgecatceccecccaacgtaccee
gccgacaccaaactctccaaaatcaagaccctgegectggecaccagcectacategectaccteat
ggacctgctggccaaggacgaccagaatggcgaggcggaggcecttcaaggcagagatcaagaaga
ccgacgtgaaagaggagaagaggaagaaggagctgaacgaaatcttgaaaagcacagtgagcage
aacgacaagaaaaccaaaggccggacgggcectggecgcagcacgtcectgggecctggagetcaagea
gtga (SEQ ID NO:72)

[00361] Homo sapiens myocyte enhancer factor 2C (MEF2C) (NM_001193350) SEQ ID
NO:9 (protein) and SEQ ID NO:73 (DNA)
MGRKKIQITRIMDERNRQVTFTKRKFGLMKKAYELSVLCDCEIALITFNSTNKLFQYASTDMDKV
LLKYTEYNEPHESRTNSDIVETLRKKGLNGCDSPDPDADDSVGHSPESEDKYRKINEDIDLMISR
QRLCAVPPPNFEMPVSIPVSSHNSLVYSNPVSSLGNPNLLPLAHPSLORNSMSPGVTHRPPSAGN
TGGLMGGDLTSGAGTSAGNGYGNPRNSPGLLVSPGNLNKNMOAKSPPPMNLGMNNRKPDLRVLIP
PGSKNTMPSVSEDVDLLLNQRINNSQSAQSLATPVVSVATPTLPGOGMGGYPSAISTTYGTEYSL
SSADLSSLSGFNTASALHLGSVTGWQQQHLHNMPPSALSQLGACTSTHLSQSSNLSLPSTQSLNI
KSEPVSPPRDRTTTPSRYPQHTRHEAGRSPVDSLSSCSSSYDGSDREDHRNEFHSPIGLTRPSPD
ERESPSVKRMRLSEGWAT (SEQ ID NO:9)
atggggagaaaaaagattcagattacgaggattatggatgaacgtaacagacaggtgacatttac
aaagaggaaatttgggttgatgaagaaggcttatgagctgagcegtgctgtgtgactgtgagattyg
cgctgatcatcttcaacagcaccaacaagctgttccagtatgeccagcaccgacatggacaaagtyg
cttctcaagtacacggagtacaacgagccgcatgagagecggacaaactcagacatcgtggagac
gttgagaaagaagggccttaatggctgtgacagceccagaccccgatgecggacgattecgtaggte
acagccctgagtctgaggacaagtacaggaaaattaacgaagatattgatctaatgatcagcagg
caaagattgtgtgctgttccacctcccaacttcgagatgeccagtcectceccatceccagtgtceccageca
caacagtttggtgtacagcaaccctgtcagctcactgggaaaccccaacctattgceccactggete
acccttctctgcagaggaatagtatgtctcectggtgtaacacatcgacctceccaagtgcaggtaac
acaggtggtctgatgggtggagacctcacgtctggtgcaggcaccagtgcagggaacgggtatgg
caatccccgaaactcaccaggtectgetggtcetcacctggtaacttgaacaagaatatgcaagcecaa
aatctcctcceccccaatgaatttaggaatgaataaccgtaaaccagatctcecgagttettattecea
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ccaggcagcaagaatacgatgccatcagtgtctgaggatgtcgacctgcettttgaatcaaaggat
aaataactcccagtcggctcagtcattggctaccccagtggttteccgtagecaactectactttac
caggacaaggaatgggaggatatccatcagccatttcaacaacatatggtaccgagtactctcetyg
agtagtgcagacctgtcatctctgtctgggtttaacaccgeccagegcectettecaccttggttecagt
aactggctggcaacagcaacacctacataacatgccaccatctgecctecagtcagttgggagett
gcactagcactcatttatctcagagttcaaatctctcececctgecttectactcaaagectcaacate
aagtcagaacctgtttctcectcectagagaccgtaccaccaccceccttcgagatacccacaacacac
gcgccacgaggcggggagatctcectgttgacagettgagcagetgtagcagttegtacgacggga
gcgaccgagaggatcaccggaacgaattccactceccccattggactcaccagaccttegecggac
gaaagggaaagtccctcagtcaagcgcatgcgactttetgaaggatgggcaacatga (SEQ ID
NO:73)

[00362] Human transcription factor TBXS (U80987) SEQ ID NO:10 (protein) and SEQ ID
NO:74 (DNA)
MADADEGFGLAHTPLEPDAKDLPCDSKPESALGAPSKSPSSPOQAAFTQQGMEGIKVFLHERELWL
KFHEVGTEMIITKAGRRMFPSYKVKVTGLNPKTKYILLMDIVPADDHRYKFADNKWSVTGKAEPA
MPGRLYVHPDSPATGAHWMRQLVSFQKLKLTNNHLDPFGHIILNSMHKYQPRILHIVKADENNGEG
SKNTAFCTHVFPETAFIAVTSYQNHKITQLKIENNPFAKGFRGSDDMELHRMSRMQOSKEYPVVPR
STVROQKVASNHSPFSSESRALSTSSNLGSQYQCENGVSGPSQDLLPPPNPYPLPQEHSQIYHCTK
RKGECDHPWSICFLSYLFLSLGWG (SEQ ID NO:10)
atggccgacgcagacgagggctttggectggegecacacgcectcectggagectgacgcaaaagacct
gccectgcecgattcecgaaacccgagagcegegetecggggecccecagecaagtecececgtegteceecgecagyg
ccgcecttcacccagcecagggcatggagggaatcaaagtgtttcectceccatgaaagagaactgtggeta
aaattccacgaagtgggcacggaaatgatcataaccaaggctggaaggcggatgtttcecccagtta
caaagtgaaggtgacgggccttaatcccaaaacgaagtacattcecttctcecatggacattgtacctyg
ccgacgatcacagatacaaattcgcagataataaatggtctgtgacgggcaaagctgagcecccgee
atgcctggceccecgectgtacgtgecacccagacteccccgecaccggggegeattggatgaggecaget
cgtctceccecttceccagaaactcaagectcaccaacaaccacctggacccatttgggecatattattctaa
attccatgcacaaataccagcctagattacacatcgtgaaagcggatgaaaataatggatttgge
tcaaaaaatacagcgttctgcactcacgtcectttectgagactgegtttatagcagtgacttecta
ccagaaccacaagatcacgcaattaaagattgagaataatccctttgccaaaggatttcecggggea
gtgatgacatggagctgcacagaatgtcaagaatgcaaagtaaagaatatcccgtggtecccagg
agcaccgtgaggcaaaaagtggcctccaaccacagtectttcagcagecgagtcectecgagetetete
cacctcatccaatttggggtcccaataccagtgtgagaatggtgtttceccggececectecccaggace
tccectgcectceccacccaacccatacccactgecccaggagecatageccaaatttaccattgtaccaag
aggaaaggtgagtgtgatcacccctggtcaatttgetttetttettaccttttectttecttggg
ttgggggtga (SEQ ID NO:74)

[00363] Homo sapiens newrogenin 3 (NEUROG3) (NM 249993y SEQ ID NO:11 (protein)
and SEQ ID NO:75 (DNA)
MTPQPSGAPTVQVTRETERSFPRASEDEVTCPTSAPPSPTRTRGNCAEAEEGGCRGAPRKLRARR
GGRSRPKSELALSKQRRSRRKKANDRERNRMHNLNSALDALRGVLPTFPDDAKLTKIETLRFAHN
YIWALTQTLRIADHSLYALEPPAPHCGELGSPGGSPGDWGSLYSPVSQAGSLSPAASLEERPGLL
GATFSACLSPGSLAFSDFL (SEQ ID NO:11)
atgacgcctcaaccctecgggtgcecgceccactgtceccaagtgacccgtgagacggagecggtecttece
cagagcctcggaagacgaagtgacctgecccacgtecgecccgeccageccecactegeacacggyg
ggaactgcgcagaggcggaagagggaggctgccgaggggccceccgaggaagctecgggecacggcege
gggggacgcagccggcecctaagagcgagttggecactgagcaagcagcgacggagtcecggcgaaagaa
ggccaacgaccgcgagcgcaatcgaatgcacaacctcaactcecggcactggacgecctgegeggtyg
tccectgceccacctteccagacgacgcgaagcetcecaccaagatcgagacgetgegettegeccacaac
tacatctgggcgctgactcaaacgctgcecgcatagecggaccacagcettgtacgecgetggagecgec
ggcgccgcactgcecggggagctgggcageccaggeggttecceccggggactgggggtecctetact
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ccccagtcectceccaggetggcecagectgagtcececcgecgegtegetggaggagegacccgggetgetyg
ggggccaccttttceccegectgecttgageccaggecagtectggetttetecagattttectgtga (SEQ
ID NO:75)

[00364] Homo sapiens paired box 4 (PAX4) (WM 60619323 SEQ ID NO:12 (protein) and
SEQ ID NO:76 (DNA)
MNQLGGLFVNGRPLPLDTRQQIVRLAVSGMRPCDISRITIKVSNGCVSKILGRYYRTGVLEPKGIG
GSKPRLATPPVVARIAQLKGECPALFAWETIQRQLCAEGLCTQDKTPSVSSINRVLRALQEDQGLP
CTRLRSPAVLAPAVLTPHSGSETPRGTHPGTGHRNRTIFSPSQAEALEKEFQRGQYPDSVARGKL
ATATSLPEDTVRVWESNRRAKWRROEKLKWEMQLPGASQGLTVPRVAPGIISAQQSPGSVPTAAL
PATEPLGPSCYQLCWATAPERCLSDTPPKACLKPCWGHLPPQOPNSLDSGLLCLPCPSSHCHLASL
SGSQALLWPGCPLLYGLE (SEQ ID NO:12)
atgaaccagcttggggggctctttgtgaatggccggceccctgectetggatacccggcagecagat
tgtgcggctagcagtcagtggaatgcggcecctgtgacatcectcacggatcecttaaggtatctaatyg
gctgtgtgagcaagatcctagggegttactaccgcacaggtgtettggageccaaagggecattggg
ggaagcaagccacggctggctacaccceccectgtggtggectcecgaattgeccagetgaagggtgagtyg
tccagccecctetttgectgggaaatccaacgecagcetttgtgectgaagggetttgcacccaggaca
agactcccagtgtctcctceccatcaaccgagtcectgcecgggcattacaggaggaccagggactaccyg
tgcacacggctcaggtcaccagctgttttggetceccagectgtectcecactecccatagtggetetga
gactccccggggtacccacccagggaccggecaccggaatecggactatettetecccaagecaag
cagaggcactggagaaagagttccagcgtgggcagtatcectgattcagtggececgtggaaagcetyg
gctactgccacctcectcectgectgaggacacggtgagggtetggttttceccaacagaagagecaaatyg
gcgtcggcaagagaagctcaagtgggaaatgcagcectgceccaggtgettcecceccaggggetgactgtac
caagggttgccccaggaatcatctctgcacagcagteccctggcagtgtgeccacagecagecctyg
cctgcceccectggaaccactgggtecctectgetatcagetgtgetgggcaacagecaccagaaaggtyg
tctgagtgacaccccacctaaagectgtcetcaagecctgectggggecacttgeccccacagecga
attccctggactcaggactgctttgecttecttgeccttecteccactgtecacctggecagtett
agtggctctcaggceccecctgetcectggectggetgeccactactgtatggettggaatga (SEQ ID
NO:76)

[00365] Homo sapiens pancreatic and duodenal homeobox 1 (PDX1) (NM_000209.3) SEQ ID
NO:13 (protein) and SEQ ID NO:77 (DNA)
MNGEEQYYAATQLYKDPCAFQRGPAPEFSASPPACLYMGRQPPPPPPHPFPGALGALEQGSPPDIT
SPYEVPPLADDPAVAHLHHHLPAQLALPHPPAGPFPEGAEPGVLEEPNRVQLPFPWMKSTKAHAW
KGOWAGGAYAAEPEENKRTRTAYTRAQLLELEKEFLEFNKYTSRPRRVELAVMINLTERHTKTIWEQ
NRRMKWKKEEDKKRGGGTAVGGGGVAEPEQDCAVTSGEELLALPPPPPPGGAVPPAAPVAAREGR
LPPGLSASPQPSSVAPRRPQEPR (SEQ ID NO:13)
atgaacggcgaggagcagtactacgcggccacgcagcetttacaaggacccatgegegttceccageg
aggcccggcgcecggagttcagegecageccecectgegtgectgtacatgggecgecageccccge
cgccgcecgcecgecaccecegttecctggegecctgggegegetggagcagggecageccecccggacate
tccececcecgtacgaggtgceccecceccecctecgecgacgaccececcgeggtggegeaccttecaccacecacctecce
ggctcagctcgcecgetcecccecccacccgeccgecgggecctteccggagggagecgagecgggegtece
tggaggagcccaaccgcegtcecagetgecttteccatggatgaagtcectaccaaagetcacgegtgg
aaaggccagtgggcaggcggcgcectacgctgcggageccggaggagaacaagcggacgegcacgge
ctacacgcgcgcacagctgctagagctggagaaggagttectattcaacaagtacatcectcacgge
cgcgccgggtggagcetggetgtcatgttgaacttgaccgagagacacatcaagatctggttccaa
aaccgccgcatgaagtggaaaaaggaggaggacaagaagcgcggcecggcgggacagetgteggggg
tggcggggtcgcggagectgagcaggactgegecgtgacctecggecgaggagettetggegetge
cgccgcecgcecgecceeccggaggtgetgtgecgeccgetgecceecgttgecgeccgagagggceccge
ctgccgcectggecttagegegtcecgecacagecctecagegtecgegecteggeggecgcaggaace
acgatga (SEQ ID NO:77)



10

15

20

25

30

35

40

45

50

WO 2015/061779 PCT/US2014/062400

73

[00366] Human SOX9 protein (1-509) (Z46629.1) SEQ ID NO:14 (protein) and SEQ ID
NO:78 (DNA)
MNLLDPFMKMTDEQEKGLSGAPSPTMSEDSAGSPCPSGSGSDTENTRPQENTFPKGEPDLKKESE
EDKFPVCIREAVSQVLKGYDWTLVPMPVRVNGSSKNKPHVKRPMNAFMVWAQAARRKLADQYPHL
HNAELSKTLGKLWRLLNESEKRPFVEEAERLRVQHKKDHPDYKYQPRRRKSVKNGQAEAEEATEQ
THISPNATFKALQADSPHSSSGMSEVHSPGEHSGQSQGPPTPPTTPKTDVQPGKADLKREGRPLP
EGGRQPPIDFRDVDIGELSSDVISNIETFDVNEFDQYLPPNGHPGVPATHGQVTYTGSYGISSTA
ATPASAGHVWMSKQQAPPPPPOOPPOQAPPAPQAPPOPQAAPPOQOPAAPPOQOPOAHTLTTLSSEPG
QSORTHIKTEQLSPSHYSEQQQOHSPOOIAYSPFNLPHYSPSYPPITRSQYDYTDHQONSSSYYSHA
AGQGTGLYSTFTYMNPAQRPMYTPIADTSGVPSIPQTHSPOQHWEQPVYTQLTRP (SEQ ID
NO:14)
atgaatctcctggacccecttcatgaagatgaccgacgagcaggagaagggectgtecggegecce
cagccccaccatgtcecgaggactcecgcegggetecgecctgeccgtecgggetecggetecggacaccyg
agaacacgcggccccaggagaacacgttceccecccaagggecgageccgatctgaagaaggagagcgag
gaggacaagttcccegtgtgcatccecgecgaggeggtcagecaggtgetcaaaggetacgactggac
gctggtgcccatgeccggtgecgegtcaacggetceccagcaagaacaagcecgecacgtcaagecggecceca
tgaacgccttcatggtgtgggcecgcaggcggcgcgcaggaagetecgeggaccagtaceecgeacttyg
cacaacgccgagctcagcaagacgctgggcaagctectggagacttcectgaacgagagcgagaagcg
gcecttegtggaggaggcggagcggcectgegegtgecagcacaagaaggaccacccecggattacaagt
accagccgcggcggaggaagtcecggtgaagaacgggcaggcggaggcagaggaggccacggagcag
acgcacatctcceccecccaacgcecatcettcaaggecgetgcaggecgactcecgecacactectectecgg
catgagcgaggtgcactcccecceccggcgagcecactcecggggecaatcccagggeccaccgacecccacceca
ccacccccaaaaccgacgtgcagceccgggcaaggectgacctgaagcgagaggggegecccttgeca
gaggggggcagacagccccctatcgacttecgegacgtggacatcggcgagetgagcagcgacgt
catctccaacatcgagaccttcgatgtcaacgagtttgaccagtacctgeccgeccaacggecace
cgggggtgccggceccacgcacggceccaggtcacctacacgggcagcectacggecatcagcagcaccgeg
gccaccccggcgagegcgggceccacgtgtggatgtccaagcagcaggcgecgecgecacccececgea
gcagcccccacaggecccecgecggecccgcaggegecceccgcagecgcaggeggegeccccacage
agccggcggcaccceccgcagcagcecacaggegcecacacgcectgaccacgectgagecagecgagecggge
cagtcccagcgaacgcacatcaagacggagcagctgagecccagceccactacagecgagcagcagea
gcactcgccccaacagatcgcectacageccecttcecaaccteccacactacagececctectaccecge
ccatcacccgcectcacagtacgactacaccgaccaccagaactceccagcetectactacagecacgceg
gcaggccagggcaccggcctctactccaccttcecacctacatgaaccceccecgetcecagegeccecatgta
cacccccatcecgecgacacctetggggteccttecatceccgcagacccacagecececageactggg
aacaacccgtctacacacagctcactcgaccttga (SEQ ID NO:78)

[00367] Homo sapiens zine finger protein SLUG (SLUG) gene (AFOR4243.1) SEQ ID NO:15
(protein) and SEQ ID NO:79 (DNA)
MPRSFLVKKHEFNASKKPNYSELDTHTVIISPYLYESYSMPVIPQPETILSSGAYSPITVWTTAAPE
HAQLPNGLSPLSGYSSSLGRVSPPPPSDTSSKDHSGSESPISDEEERLOQSKLSDPHATEAEKFQC
NLCNKTYSTFSGLAKHKQLHCDAQSRKSFSCKYCDKEYVSLGALKMHIRTHTLPCVCKICGKAFS
RPWLLQGHIRTHTGEKPFSCPHCNRAFADRSNLRAHIQTHSDVKKYQCKNCSKTFSRMSLLHKHE
ESGCCVAH (SEQ ID NO:15)
atgccgcgcetcecttectggtcaagaagcatttcaacgectceccaaaaagecaaactacagcgaact
ggacacacatacagtgattatttcccegtatctectatgagagttactccatgectgtcataccac
aaccagagatcctcagctcaggagcatacagceccccatcactgtgtggactaccgetgetcececatte
cacgcccagctacccaatggectcetetectetttecggatactectecatetttggggecgagtgag
tccceectectecatcectgacacctectecaaggaccacagtggetcagaaagecceccattagtgatyg
aagaggaaagactacagtccaagctttcagacccecccatgceccattgaagectgaaaagtttcagtge
aatttatgcaataagacctattcaactttttctgggctggccaaacataagcagcectgecactgega
tgcccagtctagaaaatctttcagctgtaaatactgtgacaaggaatatgtgagectgggegece
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tgaagatgcatattcggacccacacattaccttgtgtttgcaagatctgecggcaaggegttttece
agaccctggttgcecttcaaggacacattagaactcacacgggggagaagectttttettgecctea
ctgcaacagagcatttgcagacaggtcaaatctgagggctcatctgcagacccattctgatgtaa
agaaataccagtgcaaaaactgctccaaaaccttctceccagaatgtcectectectgcacaaacatgag
gaatctggctgctgtgtagcacactga (SEQ ID NO:79)

[00368] Homo sapiens v-maf avian musculoaponeurotic fibrosarcoma oncogene homolog A
(MafA) (NM_201589.3) SEQ ID NO:16 (protein) and SEQ ID NO:80 (DNA)
MAAELAMGAELPSSPLATEYVNDFDLMKFEVKKEPPEAERFCHRLPPGSLSSTPLSTPCSSVPSS
PSFCAPSPGTGGGGGAGGGGGSSQAGGAPGPPSGGPGAVGGTSGKPALEDLYWMSGYQHHLNPEA
ILNLTPEDAVEALTGSGHHGAHHGAHHPAAAAAYEAFRGPGFAGGGGADDMGAGHHHGAHHAAHHH
HAAHHHHHHHHHHGGAGHGGGAGHHVRLEERFSDDQLVSMSVRELNRQLRGEFSKEEVIRLKQKRR
TLKNRGYAQSCRFKRVOQORHILESEKCQLOSQVEQLKLEVGRLAKERDLYKEKYEKLAGRGGPGS
AGGAGFPREPSPPQAGPGGAKGTADFFL (SEQ ID NO:16)
atggccgcggagcetggecgatgggcecgcecgagetgeccagecageccgetggecatecgagtacgtcaa
cgacttcgacctgatgaagttcgaggtgaagaaggagcctcecccgaggecgagegettetgecace
gcctgceccecgcecaggetcecgcetgtectecgacgecgcectcagecacgecctgetectecgtgecctecteg
cccagcttctgcegegeccageccgggecaccggcggeggeggecggegeggggggeggeggeggete
gtctcaggccgggggcgeccececgggecgeccgagegggggecceccggegecgtegggggeacctegg
ggaagccggcgctggaggatctgtactggatgagcggctaccagcatcacctcaacceccgaggceg
ctcaacctgacgcccgaggacgcggtggaggcegetcatcggcagcecggcecaccacggcecgegeacceca
cggcgcgcaccacccggeggecgcecgcecagectacgaggetttecgeggeccgggettegegggeg
gcggcggagcggacgacatgggcecgccggccaccaccacggcgecgeaccacgecgeccaccatceac
cacgccgceccaccaccaccaccaccaccaccaccaccatggecggecgegggacacggeggtggege
gggccaccacgtgcgcecctggaggagcecgcettetceccgacgaccagetggtgtecatgteggtgegeg
agctgaaccggcagctccgcggcecttcagcaaggaggaggtcatceccecggetcaagcagaagcggege
acgctcaagaaccgcggctacgcgcagtcectgecgettcaagecgggtgcagecageggecacattet
ggagagcgagaagtgccaactccagagccaggtggagcagectgaagectggaggtggggegectgg
ccaaagagcgggacctgtacaaggagaaatacgagaagctggcgggceccggggcecggecccgggage

gcgggcggggceccggtttceccgegggagecttecgecgecgcaggecggteccggeggggecaaggyg
cacggccgacttcttectgtag (SEQ ID NO:80)

[00369]  Homo sapiens neuronal differentiation 1 (NEURODI1)(NM_002500.4) SEQ ID NO:17
(protein) and SEQ ID NO:81 (DNA)
MTKSYSESGLMGEPQPOQGPPSWIDECLSSQDEEHEADKKEDDLEAMNAEEDSTIRNGGEEEDEDED
LEEEEEEEEEDDDQKPKRRGPKKKKMTKARLERFKLRRMKANARERNRMHGLNAALDNLRKVVPC
YSKTQKLSKIETLRLAKNY IWALSETILRSGKSPDLVSEFVQTLCKGLSQPTTNLVAGCLOQLNPRTF
LPEQNODMPPHLPTASASFPVHPYSYQSPGLPSPPYGTMDSSHVFHVKPPPHAYSAALEPFFESP
LTDCTSPSFDGPLSPPLSINGNFSFKHEPSAEFEKNYAFTMHYPAATLAGAQSHGSIFSGTAAPR
CEIPIDNIMSFDSHSHHERVMSAQLNAIFHD (SEQ ID NO:17)
atgaccaaatcgtacagcgagagtgggctgatgggcgagectcagecccaaggtectecaagetyg
gacagacgagtgtctcagttctcaggacgaggagcacgaggcagacaagaaggaggacgacctcg
aagccatgaacgcagaggaggactcactgaggaacgggggagaggaggaggacgaagatgaggac
ctggaagaggaggaagaagaggaagaggaggatgacgatcaaaagcccaagagacgcggcecccaa
aaagaagaagatgactaaggctcgcecctggagegttttaaattgagacgecatgaaggctaacgcecce
gggagcggaaccgcatgcacggactgaacgcggecgctagacaacctgcecgcaaggtggtgecttge
tattctaagacgcagaagctgtccaaaatcgagactctgcecgcettggcecaagaactacatctggge
tctgtcggagatcectgegetcaggcaaaageccagacctggtetecttegttcagacgetttgea
agggcttatcccaacccaccaccaacctggttgegggcectgectgcaactcaatecteggactttt
ctgcctgagcagaaccaggacatgccceccceccecaccectgecgacggcecagegettectteecctgtaca
cccctactcectaccagtegectgggetgceccagtecgecttacggtaccatggacageteccatyg
tcttceccacgttaagcectcecgecgecacgectacagegcagecgectggageecttetttgaaageect
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ctgactgattgcaccagcccttectttgatggacccectcagececcgecgetcagcatcaatggeaa
cttctcectttcaaacacgaaccgtcecgcecgagtttgagaaaaattatgectttaccatgcactate
ctgcagcgacactggcaggggcccaaagccacggatcaatcecttcectcaggecaccgetgeccctege
tgcgagatccccecatagacaatattatgtcecttcgatagecattcacatcatgagecgagtcatgag
tgcccagctcaatgccatatttcatgattag (SEQ ID NO:81)

[00370] Homo sapiens myogenic factor 5 (MYFS) (NM_005593.2) SEQ ID NO:18 (protein)
and SEQ ID NO:82 (DNA)
MDVMDGCQFSPSEYFYDGSCIPSPEGEFGDEFVPRVAAFGAHKAELQGSDEDEHVRAPTGHHQAG
HCLMWACKACKRKSTTMDRRKAATMRERRRLKKVNQAFETLKRCTTTNPNQRLPKVEILRNATRY
IESLQELLREQVENYYSLPGQSCSEPTSPTSNCSDGMPECNSPVWSRKSSTFDSIYCPDVSNVYA
TDKNSLSSLDCLSNIVDRITSSEQPGLPLODLASLSPVASTDSQPATPGASSSRLIYHVL  (SEQ
ID NO:18)
atggacgtgatggatggctgccagttctcaccttctgagtacttctacgacggetectgecatacce
gtcccecccgagggtgaatttggggacgagtttgtgecgecgagtggcetgecttecggagegecacaaag
cagagctgcagggctcagatgaggacgagcacgtgcgagcecgcectaccggecaccaccaggcetggt
cactgcctcatgtgggcectgcaaagcecctgcaagaggaagtccaccaccatggatcggecggaagge
agccactatgcgcgagcggaggcgcctgaagaaggtcaaccaggcectttcecgaaaccctcaagaggt
gtaccacgaccaaccccaaccagaggcectgeccaaggtggagatcecctcaggaatgecatcecgcetac
atcgagagcctgcaggagttgcectgagagagcaggtggagaactactatagectgecgggacagag
ctgctcggagceccaccagecccacctecaactgetetgatggecatgeccgaatgtaacagtectyg
tctggtccagaaagagcagtacttttgacagcatctactgtcectgatgtatcaaatgtatatgec
acagataaaaactccttatccagcettggattgcettatccaacatagtggaccggatcacctecte
agagcaacctgggttgcecctctccaggatctggettetectetcetceccagttgecagcaccgattecac
agcctgcaactccaggggcttctagttceccaggecttatctatcatgtgetatga (SEQ ID
NO:82)

[00371] Homo sapiens PR-domain-containing protein 16 (PRDM16)(AF294278.1) SEQ ID
NO:19 (protein) and SEQ ID NO:83 (DNA)
MRSKARARKLAKSDGDVVNNMYEPNRDLLASHSAEDEAEDSAMSPIPVGSPPPFPTSEDFTPKEG
SPYEAPVYIPEDIPIPADFELRESSIPGAGLGVWAKRKMEAGERLGPCVVVPRAAAKETDFGWEQ
ILTDVEVSPQEGCITKISEDLGSEKFCVDANQAGAGSWLKYIRVACSCDDONLTMCQISEQVIYY
KVIKDIEPGEELLVHVKEGVYPLGTVPPGLDEEPTFRCDECDELFQSKLDLRRHKKYTCGSVGAA
LYEGLAEELKPEGLGGGSGQAHECKDCERMFPNKYSLEQHMVIHTEEREYKCDQCPKAFNWKSNE
IRHOQMSHDSGKRFECENCVKVFTDPSNLORHIRSQHVGARAHACPDCGKTFATSSGLKQHKHTIHS
TVKPFICEVCHKSYTQFSNLCRHKRMHADCRTQIKCKDCGQOMFSTTSSLNKHRREFCEGKNHYTPG
GIFAPGLPLTPSPMMDKAKPSPSILNHASLGFNEYFPYRPHPGSLPFSTAPPTFPALTPGEFPGIFP
PSLYPRPPLLPPTSLLKSPLNHTQDAKLPSPLGNPALPLVSAVSNSSQGTTAAAGPEEKFESRLE
DSCVEKLKTRSSDMSDGSDFEDVNTTTGTDLDTTTGTGSDLDSDVDSDPDKDKGKGKSAEGQPKE
GGGLAPPGAPNSVAEVPVFYSQHSFFPPPDEQLLTATGAAGDSIKATASTIAEKYFGPGFMGMQEK
KLGSLPYHSAFPFQFLPNFPHSLYPFTDRALAHNLLVKAEPKSPRDALKVGGPSAECPFDLTTKP
KDVKPILPMPKGPSAPASGEEQPLDLSIGSRARASQNGGGREPRKNHVYGERKLGAGEGLPQVCP
ARMPQOPPLHYAKPSPFFMDPIYRVEKRKVTDPVGALKEKYLRPSPLLFHPOMSATIETMTEKLES
FAAMKADSGSSLOQPLPHHPFNFRSPPPTLSDPILRKGKERYTCRYCGKIFPRSANLTRHLRTHTG
EQPYRCKYCDRSFSISSNLOQRHVRNIHNKEKPFKCHLCNRCFGQOTNLDRHLKKHEHENAPVSQH
PGVLTNHLGTSASSPTSESDNHALLDEKEDSYFSEIRNFTIANSEMNQASTRTEKRADMQIVDGSA
QCPGLASEKQEDVEEEDDDDLEEDDEDSLAGKSQDDTVSPAPEPQAAYEDEEDEEPAASTAVGED
HTRRCAEDHEGGLLALEPMPTFGKGLDLRRAAEEAFEVKDVLNSTLDSEALKHTLCRQAKNQAYA
MMLSLSEDTPLHTPSQGSLDAWLKVTGATSESGAFHPINHL (SEQ ID NO:19)
atgcgatccaaggcgagggcgaggaagctagccaaaagtgacggtgacgttgtaaataatatgta
tgagcccaaccgggacctgctggccageccacagegcggaggacgaggceccgaggacagtgecatgt
cgcccatccecceccecgtggggtcaccgceccceccttecceccaccagecgaggacttecacececccaaggaggge
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tcgccgtacgaggeccctgtctacattectgaagacattcecgatcecccagcagacttecgagetecg

agagtcctccatcccaggggctggectgggggtetgggceccaagaggaagatggaagecggggaga

ggctgggcccectgegtggtggtgeccecgggeggeggcaaaggagacagacttecggatgggageaa
atactgacggacgtggaagtgtcgceccccaggaaggctgcatcacaaagatctceccgaagacctggg

cagtgagaagttctgcgtggatgcaaatcaggcgggggcectggcagectggectcaagtacatceecgtyg
tggcgtgctcectgecgatgaccagaacctcaccatgtgtcagatcagtgagcaggtaatttactat
aaagtcattaaggacattgagccaggtgaggagctgctggtgcacgtgaaggaaggcgtctacce
cctgggcacagtgceccgceccggcectggacgaggageccacgttecgetgtgacgagtgtgacgaac
tcttccagtceccaagectggacctgeggegecataagaagtacacgtgtggetcagtgggggetgeg
ctctacgagggcecctggctgaggagctcaageccgagggecttggecggtggecagecggeccaagececa
cgagtgcaaggactgcgagcggatgttccccaacaagtacagectggagecagecacatggtcecatee
acacggaggagcgcgagtacaaatgcgaccagtgtcecccaaggcecttcaactggaagtccaactte
atccgccaccagatgtcccacgacagcggcaaacgcttcgaatgtgaaaactgegtgaaggtgtt
cacggaccccagcaaccttcagecggecacatceccecgetegecagcacgtgggegetcgggeccacgect
gccecccgactgcgggaagaccttcecgecacgtectecggectcaagcagcacaageatatceccacage
acggtgaagcctttcatatgtgaggtctgceccacaagtcecctacacgcagttcectccaacctgtgecg
gcacaagcggatgcacgccgactgceccgcacgcagatcaagtgcaaggactgtggceccagatgttceca
gcactacctcctcecctcaacaagcaccggegettectgecgagggcaagaaccattacacgecggge
ggcatctttgccceccgggectgeccttgacceccceccagecccatgatggacaaggcaaaaccectecce
cagcctcaatcacgcecagectgggcecttcaacgagtactttecctacaggecgecacceccggggagec
tgcccttcetecacggecgectecccacgtteccegeactecacccececcecggettececgggeatetteect
ccatccttgtacccecceccggecgectcectgetaccteccacatecgetgetcaagagecccecctgaacca
cacccaggacgccaagctcececccagtcececcecctggggaacccagecctgeceectggtetecgecgtea
gcaacagcagccagggcacgacggcagctgcggggcecccgaggagaagttcgagageecgectggag
gactcctgtgtggagaagctgaagaccaggagcagcgacatgtcggacggcagtgactttgagga
cgtcaacaccaccacggggaccgacctggacacgaccacggggacgggctcggacctggacagcg
acgtggacagcgaccctgacaaggacaagggcaagggcaagtccgecgagggcecagceccaagttt
gggggcggcttggcgceccccgggggecccgaacagcegtggecgaggtgectgtettetattecca
gcactcattcttcecccegecacccgacgagecagetgetgactgcaacgggegecgecggggacteca
tcaaggccatcgcatccattgecgagaagtactttggecceccggettcatggggatgcaggagaag
aagctgggctcgcecteccecctaccactcecggegtteccecttecagttectgeccaacttecccecacte
cctttaccceccttcacggaccgagceccctecgeccacaacttgetggtcaaggecgageccaaagteac
cccgggacgcecctcaaggtgggcecggecccagtgecgagtgececctttgatetecaccaccaagece
aaagacgtgaagcccatcctgceccatgceccaagggcecccteggeccecgeatecggecgaggagea
gccgctggacctgagcatecggcagccgggeccgtgeccagccaaaacggecggegggegggagceccce
gcaagaaccacgtctatggggaacgcaagctgggcgcecggegaggggetgecccaggtgtgeccyg
gcgcggatgceccccagcageccccgetecactacgecaagecctegeccttettecatggacecceeat
ctacagggtagaaaagcggaaggtcacagaccccgtgggagcecctgaaggagaagtacctgegge
cgtccceccecgetgetettecaccceccagatgtecagecatagagaccatgacagagaagctggagage
tttgcagccatgaaggcggactcgggcagcetcecctgcagceeccctececcecacecaccecttecaactt
ccggtccccacccceccaacgcetcetecgaccececatectcaggaagggcaaggagegatacacgtgea
ggtactgtgggaagatcttccccagatcageccaatctcaccagacacctgaggacgcacactggg
gagcagccgtacaggtgtaagtactgcgaccgcectcecttcagcatcectettcecgaacctecageggea
cgtccggaacatccacaacaaggagaagcectttcaagtgeccacctgtgcaaccgetgetteggge
agcagaccaacctggaccggcacctcaagaagcacgagcacgagaacgcaccagtgageccageac
cccggggtcectcacgaaccacctggggaccagegegtectceteccacctcagagtecggacaacca
cgcacttttagacgagaaagaagactcttatttctcggaaatcagaaactttattgccaatagtyg
agatgaaccaagcatcaacgcgaacagagaaacgggcggacatgcagatcgtggacggcagtgec
cagtgtccaggcctagccagtgagaagcaggaggacgtggaggaggaggacgacgatgacctgga
ggaggacgatgaggacagcctggccgggaagtcecgcaggatgacaccgtgteccceccgcacccgage
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cccaggccgcectacgaggatgaggaggatgaggagcecagecgectececctggecgtgggetttgac
cacacccgaaggtgtgctgaggaccacgaaggcggtcetgttagetttggagecgatgecgacttt
tgggaaggggctggacctccgcagagcagectgaggaagecatttgaagttaaagatgtgettaatt
ccaccttagattctgaggcectttaaaacatacactgtgcaggcaggctaagaaccaggecatatgea
atgatgctgtccecctttceccgaagacactectetceccacaccecececteccagggttetetggacgettyg
gttgaaggtcactggagccacgtcggagtctggagcatttcaccccatcaaccacctetga
(SEQ ID NO:83)

[00372] Homo sapiens paired box 6 (PAX6) (NM_001604.5) SEQ ID NO:20 (protein) and
SEQ ID NO:84 (DNA)
MONSHSGVNQLGGVEVNGRPLPDSTROQKIVELAHSGARPCDISRILQOTHADAKVQVLDNQNVSNG
CVSKILGRYYETGSIRPRATIGGSKPRVATPEVVSKIAQYKRECPSIFAWEIRDRLLSEGVCTNDN
IPSVSSINRVLRNLASEKQOMGADGMYDKLRMLNGQTGSWGTRPGWYPGTSVPGQPTQDGCQQQE
GGGENTNSISSNGEDSDEAQMRLOLKRKLORNRTSFTQEQIEALEKEFERTHYPDVFARERLAAK
IDLPEARIQVWEFSNRRAKWRREEKLRNQRROASNTPSHIPISSSEFSTSVYQPIPQPTTPVSSETS
GSMLGRTDTALTNTYSALPPMPSFTMANNLPMOPPVPSQTSSYSCMLPTSPSVNGRSYDTYTPPH
MQOTHMNSQPMGTSGTTSTGLISPGVSVPVQVPGSEPDMSQYWPRLY (SEQ ID NO:20)
atgcagaacagtcacagcggagtgaatcagctcggtggtgtectttgtcaacgggecggeccactgec
ggactccacccggcagaagattgtagagectagcectcacagcggggceccggecgtgegacatttecce
gaattctgcagacccatgcagatgcaaaagtccaagtgctggacaatcaaaacgtgtccaacgga
tgtgtgagtaaaattctgggcaggtattacgagactggctccatcagacccagggecaatcggtgg
tagtaaaccgagagtagcgactccagaagttgtaagcaaaatagcccagtataagcgggagtgec
cgtccatctttgcecttgggaaatccgagacagattactgteccgagggggtetgtaccaacgataac
ataccaagcgtgtcatcaataaacagagttcttcgcaacctggctagcgaaaagcaacagatggg
cgcagacggcatgtatgataaactaaggatgttgaacgggcagaccggaagctggggcacccgece
ctggttggtatccggggacttcggtgccagggcaacctacgcaagatggetgeccagcaacaggaa
ggagggggagagaataccaactccatcagttccaacggagaagattcagatgaggctcaaatgceg
acttcagctgaagcggaagctgcaaagaaatagaacatcctttacccaagagcaaattgaggecce
tggagaaagagtttgagagaacccattatccagatgtgtttgcccgagaaagactagcageccaaa
atagatctacctgaagcaagaatacaggtatggttttctaatcgaagggccaaatggagaagaga
agaaaaactgaggaatcagagaagacaggccagcaacacacctagtcatattcecctatcagecagta
gtttcagcaccagtgtctaccaaccaattccacaacccaccacaccggtttectecttecacatet
ggctccatgttgggccgaacagacacagceccctcacaaacacctacagegetetgecgectatgece
cagcttcaccatggcaaataacctgcecctatgcaacccecccagtcecccagecagacctectecatact
cctgcatgcectgceccaccagecctteggtgaatgggeggagttatgatacctacacccecececccacat
atgcagacacacatgaacagtcagccaatgggcacctcgggcaccacttcaacaggactcattte
ccctggtgtgtcagttceccagttcaagttecccggaagtgaacctgatatgtectcaatactggecaa
gattacagtaa (SEQ ID NO:84)

[00373] SEQ ID NO:21: Homo sapiens HNF1 homeobox A (HNF1A) (NM_000545.5) SEQ
ID NO:21 (protein) and SEQ ID NO:85 (DNA)
MVSKLSQLOTELLAALLESGLSKEALIQALGEPGPYLLAGEGPLDKGESCGGGRGELAELPNGLG
ETRGSEDETDDDGEDFTPPITLKELENLSPEEAAHQKAVVETLLOQEDPWRVAKMVKSYLQQHNIPQ
REVVDTTGLNQSHLSQHINKGTPMKTQKRAALYTWYVRKOREVAQQFTHAGQGGLIEEPTGDELP
TKKGRRNRFKWGPASQQILFQAYERQKNPSKEERETLVEECNRAECIQRGVSPSQAQGLGSNLVT
EVRVYNWFANRRKEEAFRHKLAMDTYSGPPPGPGPGPALPAHSSPGLPPPALSPSKVHGVRYGQP
ATSETAEVPSSSGGPLVIVSTPLHQVSPTGLEPSHSLLSTEAKLVSAAGGPLPPVSTLTALHSLE
QTSPGLNQQPONLIMASLPGVMTIGPGEPASLGPTFTNTGASTLVIGLASTQAQSVPVINSMGSS
LTTLOPVQFSQPLHPSYQQOPLMPPVQSHVTQSPFMATMAQLQSPHALYSHKPEVAQYTHTGLLPQ
TMLITDTTNLSALASLTPTKQVFTSDTEASSESGLHTPASQATTLHVPSQDPAGIQHLQPAHRLS
ASPTVSSSSLVLYQSSDSSNGQOSHLLPSNHSVIETFISTQMASSSQ (SEQ ID NO:21)
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atggtttctaaactgagccagctgcagacggagctcecctggeggecctgectcecgagtcagggetgag
caaagaggcactgatccaggcactgggtgagccggggecctacctectggetggagaaggcccce
tggacaagggggagtcctgcggcggecggtecgaggggagetggetgagetgececaatgggetgggg
gagactcggggctccgaggacgagacggacgacgatggggaagacttcacgeccacccatcectecaa
agagctggagaacctcagccctgaggaggcggeccaccagaaagcecgtggtggagacecttetge
aggaggacccgtggcgtgtggcecgaagatggtcaagtcectacctgcagcagcacaacatceccacag
cgggaggtggtcgataccactggcctcaaccagtcccacctgtceccaacacctcaacaagggeac
tcccatgaagacgcagaagcgggcecgecctgtacacctggtacgtecgcaagcagecgagaggtgg
cgcagcagttcacccatgcagggcagggagggctgattgaagagcecccacaggtgatgagetacca
accaagaaggggcggaggaaccgtttcaagtggggcecccagecatcccagecagatectgttceccagge
ctatgagaggcagaagaaccctagcaaggaggagcgagagacgctagtggaggagtgcaataggg
cggaatgcatccagagaggggtgtccccatcacaggcacaggggctgggetcecaacctegtecacyg
gaggtgcgtgtctacaactggtttgccaaccggecgcaaagaagaagcecttecggecacaagetgge
catggacacgtacagcgggccccccccagggecaggeccgggacctgegetgeccgetcacaget
ccccectggectgectecacctgeccteteccceccagtaaggteccacggtgtgegetatggacagect
gcgaccagtgagactgcagaagtaccctcaagcagcggcecggtcecceccttagtgacagtgtctacacce
cctccaccaagtgtceccecccacgggcectggageccagecacagectgetgagtacagaagecaage
tggtctcagcagctgggggccceccctececcecectgtcagecacectgacagcactgcacagettggag
cagacatccccaggcectcaaccagcagecccagaacctecatcatggectecacttectggggteat
gaccatcgggcctggtgagcctgectecctgggtectacgttcaccaacacaggtgectcecaccee
tggtcatcggcctggcecctceccacgcaggcacagagtgtgecggtcatcaacagcatgggcagcage
ctgaccaccctgcageccgtceccagttceteccagecgetgecacccectectaccagecagecgeteat
gccacctgtgcagagccatgtgacccagagcecccttcecatggceccaccatggetcagetgcagagec
cccacgccctctacagceccacaagcccgaggtggeccagtacacccacacgggectgeteccgeag
actatgctcatcaccgacaccaccaacctgagecgecctggeccagectcacgeccaccaagecaggt
cttcacctcagacactgaggcecctccagtgagtceccgggettcacacgecggeatcetcaggecaceca
ccctceccacgtcececccecagceccaggaccctgecggeatceccagcacctgecagecggeccaccggetcage
gccagccccacagtgtcectceccagecagectggtgetgtaccagagctcagactecagcaatggecea
gagccacctgctgceccatccaaccacagecgtcatcgagaccttcatcetccacccagatggectett
cctcccagtaa (SEQ ID NO:85)

[00374] Homo sapiens forkhead box A3 (FOXA3) (NM_004497.2) SEQ ID NO:22 (protein)
and SEQ ID NO:86 (DNA)
MLGSVKMEAHDLAEWSYYPEAGEVYSPVTPVPTMAPLNSYMTLNPLSSPYPPGGLPASPLPSGPL
APPAPAAPLGPTFPGLGVSGGSSSSGYGAPGPGLVHGKEMPKGYRRPLAHAKPPYSYISLITMAT
QOAPGKMLTLSEIYQWIMDLEPYYRENQORWONS IRHSLSFNDCEFVKVARS PDKPGKGSYWALHP
SSGNMFENGCYLRROQKRFKLEEKVKKGGSGAATTTRNGTGSAASTTTPAATVTISPPQPPPPAPEP
EAQGGEDVGALDCGSPASSTPYFTGLELPGELKLDAPYNFNHPFSINNLMSEQTPAPPKLDVGEG
GYGAEGGEPGVYYQGLYSRSLLNAS (SEQ ID NO:22)
atgctgggctcagtgaagatggaggcccatgacctggceccgagtggagectactacccecggaggcggyg
cgaggtctactcgcecggtgaccccagtgceccaccatggceccccctcaactectacatgaccectga
atcctctaagctctcececctatceccecececctggggggectcececctgectecccactgecectcecaggaccectg
gcacccccagcacctgcagceccccectggggeccacttteccaggectgggtgtcageggtggeag
cagcagctccgggtacggggcecccgggtectgggetggtgcacgggaaggagatgeccgaaggggt
atcggcggcecceccctggcacacgccaagecaccgtattectatatcetecactecatcaccatggecatce
cagcaggcgccgggcaagatgctgaccttgagtgaaatctaccagtggatcatggacctcettece
ttactaccgggagaatcagcagcgctggcagaactccattecgecactegetgtetttcaacgact
gcttcgtcaaggtggcgcegttceccccagacaagectggcaagggetectactgggecctacacccee
agctcagggaacatgtttgagaatggctgctacctgcgecgccagaaacgettcaagetggagga
gaaggtgaaaaaagggggcagcggggctgceccaccaccaccaggaacgggacagggtcectgetgect
cgaccaccacccccecgeggecacagtcaccteccecgecccageccccgectecagececctgagect
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gaggcccagggcggggaagatgtgggggetcectggactgtggctcacccecgettectecacaccecta
tttcactggcecctggagetecccaggggagectgaagectggacgecgecctacaacttcaaccaccecett
tctccatcaacaacctaatgtcagaacagacaccagcacctceccaaactggacgtggggtttggg
ggctacggggctgaaggtggggagcctggagtctactaccagggectcectatteeccgetetttget
taatgcatcctag (SEQ ID NO:86)

[00375] Homo sapiens forkhead box Al (FOXA1) (NM_004496.3) SEQ ID NO:23 (protein)
and SEQ ID NO:87 (DNA)
MLGTVKMEGHETSDWNSYYADTQEAYSSVPVSNMNSGLGSMNSMNTYMTMNTMTTSGNMTPASEN
MSYANPGLGAGLSPGAVAGMPGGSAGAMNSMTAAGVTAMGTALSPSGMGAMGAQQAASMNGLGPY
AAAMNPCMSPMAYAPSNLGRSRAGGGGDAKTFKRSYPHAKPPYSYISLITMAIQQAPSKMLTLSE
IYOQWIMDLEFPYYRONQORWONSTIRHSLSFNDCEFVKVARSPDKPGKGSYWTLHPDSGNMFENGCYL
RROKRFKCEKQPGAGGGGGSGSGGSGAKGGPESRKDPSGASNPSADSPLHRGVHGKTGQLEGAPA
PGPAASPQTIDHSGATATGGASELKTPASSTAPPISSGPGALASVPASHPAHGLAPHESQLHLKG
DPHYSEFNHPFSINNLMSSSEQQHKLDFKAYEQALQYSPYGSTLPASLPLGSASVITRSPIEPSAL
EPAYYQGVYSRPVLNTS (SEQ ID NO:23)
atgctgggctcagtgaagatggaggcccatgacctggeccgagtggagectactacceccggaggceggyg
cgaggtctactcgcecggtgaccccagtgceccaccatggceccccctcaactectacatgaccectga
atcctctaagctctcececctatceccecececctggggggetcecctgectecccactgececctcaggacccecctyg
gcacccccagcacctgcagceccccectggggeccacttteccaggectgggtgtcageggtggeag
cagcagctccgggtacggggecccgggtectgggetggtgcacgggaaggagatgecgaaggggt
atcggcggcecceccctggcacacgccaagecaccgtattectatatcetecactecatcaccatggecatce
cagcaggcgccgggcaagatgctgaccttgagtgaaatctaccagtggatcatggacctettece
ttactaccgggagaatcagcagcgctggcagaactccattecgecactegetgtetttcaacgact
gcttcgtcaaggtggcgcegttceccccagacaagectggcaagggetectactgggecctacaccecee
agctcagggaacatgtttgagaatggctgctacctgcgecgccagaaacgettcaagetggagga
gaaggtgaaaaaagggggcagcggggctgceccaccaccaccaggaacgggacagggtcetgetgect
cgaccaccacccccecgeggecacagtcaccteccecgecccageccccgectecagececctgagect
gaggcccagggcggggaagatgtgggggetcectggactgtggectcaccecgettectceccacaccecta
tttcactggcecctggagetecccaggggagectgaagectggacgecgecctacaacttcaaccaccecett
tctccatcaacaacctaatgtcagaacagacaccagcacctceccaaactggacgtggggtttggg
ggctacggggctgaaggtggggagcctggagtctactaccagggectcectatteeccgetetttget
taatgcatcctag (SEQ ID NO:87)

[00376] Homo sapiens forkhead box A2 (FOXA2) (NM_021784.4) SEQ ID NO:24 (protein)
and SEQ ID NO:88 (DNA)
MHSASSMLGAVKMEGHEPSDWSSYYAEPEGYSSVSNMNAGLGMNGMNTYMSMSAAAMGSGSGNMS
AGSMNMSSYVGAGMSPSLAGMSPGAGAMAGMGGSAGAAGVAGMGPHLSPSLSPLGGQAAGAMGGL
APYANMNSMSPMYGQAGLSRARDPKTYRRSYTHAKPPYSYISLITMATIQQSPNKMLTLSEIYQWT
MDLFPEFYRONQORWONSTRHSLSFNDCFLKVPRSPDKPGKGSFWTLHPDSGNMFENGCYLRRQKR
FKCEKQLALKEAAGAAGSGKKAAAGAQASQAQLGEAAGPASETPAGTESPHSSASPCQEHKRGGL
GELKGTPAAALSPPEPAPSPGOQQOQAAAHLIGPPHHPGLPPEAHTIKPEHHYAFNHPFSINNLMSS
EQQHHHSHHHHQPHKMDIKAYEQVMHYPGYGSPMPGSLAMGPVTNKTGLDASPLAADTSYYQGVY
SRPIMNSS (SEQ ID NO:24)
atgcactcggcttccagtatgcectgggagecggtgaagatggaagggcacgagcecgtcecgactggag
cagctactatgcagagcccgagggctactcecctececgtgagcaacatgaacgecggectggggatga
acggcatgaacacgtacatgagcatgtcggcecggecgceccatgggcagecggetecgggecaacatgage
gcgggctceccatgaacatgtcecgtecgtacgtgggegetggecatgageccgtecctggeggggatgte
ccecggcegegggegcecatggegggcatgggeggeteggecggggcggecggegtggegggeatgg

ggccgcacttgagtcecccagcectgageccgetecggggggcaggeggecggggecatgggeggectyg
gccceccectacgceccaacatgaactceccatgagecccatgtacgggcaggcgggectgagecgegeccyg

cgaccccaagacctacaggcgcagctacacgcecacgcaaagcecgecctactegtacatetegetcea
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tcaccatggccatccagcagagceccccaacaagatgectgacgcectgagecgagatctaccagtggatce
atggacctcttceccecececttcectaccggcagaaccagecagegetggcagaactecatecgecacteget
ctccttcaacgactgtttectgaaggtgcececcecgetegeccgacaagececcggecaagggetecttet
ggaccctgcaccctgactcecgggcaacatgttcgagaacggectgcetacctgegecgecagaagcege
ttcaagtgcgagaagcagctggcgctgaaggaggcecgcaggcecgecgecggecageggecaagaagge
ggccgccggageccaggcectcacaggcectcaactecggggaggecgecgggecggectecgagacte
cggcgggcaccgagtcgectcactcgagcecgecteccecgtgecaggagcacaagecgagggggectyg
ggagagctgaaggggacgccggctgcggegcetgagecccecccagagecggegeccteteccgggea
gcagcagcaggccgceggceccacctgetgggeccgeccecaccaccecgggectgecgectgaggecce
acctgaagccggaacaccactacgcecttcaaccaccegttetceccatcaacaaccteatgtecteg
gagcagcagcaccaccacagccaccaccaccaccaaccccacaaaatggacctcaaggcecctacga
acaggtgatgcactaccccggctacggttceccecceccatgectggecagettggecatgggeccggtea
cgaacaaaacgggcctggacgcctcgceccecctggecgecagatacctectactaccagggggtgtac
tcccggeccattatgaactectcettaa (SEQ ID NO:88)

[00377] SEQ ID NO:25: Homo sapiens CCAAT/enhancer binding protein (C/EBP), alpha
(CEBPA) (NM_001287435.1) SEQ ID NO:25 (protein) and SEQ ID NO:89 (DNA)
MSSHLOSPPHAPSSAAFGFPRGAGPAQPPAPPAAPEPLGGICEHETSIDISAYIDPAAFNDEFLA
DLFQHSRQQEKAKAAVGPTGGGGGGDIFDY PGAPAGPGGAVMPGGAHGPPPGYGCAAAGYLDGRLE
PLYERVGAPALRPLVIKQEPREEDEAKQLALAGLFPYQPPPPPPPSHPHPHPPPAHLAAPHLQFQ
IAHCGQTTMHLOPGHPTPPPTPVPSPHPAPALGAAGLPGPGSALKGLGAAHPDLRASGGSGAGKA
KKSVDKNSNEYRVRRERNNIAVRKSRDKAKQRNVETQQOKVLELTSDNDRLRKRVEQLSRELDTLR
GIFRQLPESSLVKAMGNCA (SEQ ID NO:25)
atgagcagccacctgcagagcecccceccecgcacgcegeccagecagegecgectteggettteececcgggg
cgcgggccccgcegeagecteccgeccecacctgecgecccggagecgetgggeggecatetgegage
acgagacgtccatcgacatcagcgcctacatcgacccggecgecttcaacgacgagttectggece
gacctgttccagcacagccggcagcaggagaaggccaaggcecggececgtgggeececcacgggecggegg
cggcggcggcgactttgactacccgggcecgecgeccgegggecccggeggegecgtecatgeccgggyg
gagcgcacgggcccceccgeccggetacggetgecgeggecgecggcetacctggacggecaggcetggag
ccccectgtacgagegegtecggggecgcecggegetgeggecgetggtgatcaagecaggagecccgega
ggaggatgaagccaagcagctggcgctggecggectcetteeccttaccagecgecgecgecgecge
cgccecctcegecacccgeaccecgeacccgecgeccgegeacctggecgeccecgeacctgecagtteecag
atcgcgcactgcggceccagaccaccatgcacctgecageccggtcaccceccacgecgecgeccacgec
cgtgcccagceccgecaccecccgegeccgegeteggtgecgecggectgecgggecctggecagegege
tcaaggggctgggcgceccgegcaccceccgacctecgegecgagtggecggcageggegecgggcaaggcec
aagaagtcggtggacaagaacagcaacgagtaccgggtgcggcgcgagegecaacaacatcgeggt
gcgcaagagccgcgacaaggccaagcagcecgcaacgtggagacgcagcagaaggtgectggagctga
ccagtgacaatgaccgcctgcgcaagcecgggtggaacagcectgagecgcgaactggacacgetgegyg
ggcatcttcecgecagcetgeccagagagetecttggtcaaggecatgggcaactgegegtga  (SEQ
ID NO:89)

[00378] Homo sapiens Spi-1 proto-oncogene (SPIl) (PU.1) (NM_001080547.1) SEQ ID
NO:26 (protein) and SEQ ID NO:90 (DNA)
MLQACKMEGFPLVPPQPSEDLVPYDTDLYQROQTHEYYPYLSSDGESHSDHYWDFHPHHVHSEFES
FAENNFTELQSVQPPQLOQLYRHMELEQMEVLDTPMVPPHPSLGHQVSYLPRMCLQYPSLSPAQP
SSDEEEGERQSPPLEVSDGEADGLEPGPGLLPGETGSKKKIRLYQFLLDLLRSGDMKDS IWWVDK
DKGTFQFSSKHKEALAHRWGIQKGNRKKMTYQKMARALRNYGKTGEVKKVKKKLTYQFSGEVLGR
GGLAERRHPPH (SEQ ID NO:26)
atgttacaggcgtgcaaaatggaagggtttcccecctegteccceccecctecagecatcagaagacctggt
gccectatgacacggatctataccaacgccaaacgcacgagtattaccectatcectcagecagtgatyg
gggagagccatagcgaccattactgggacttccacccceccaccacgtgecacagcgagttcgagage
ttcgccgagaacaacttcacggagcectcecagagcgtgcageccecceccgecagetgecagecagetetaccyg
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ccacatggagctggagcagatgcacgtcctcgatacccceccatggtgeccaccecceccateccagtettyg
gccaccaggtctcectacctgecceccecggatgtgectcecagtacccatececctgtecccageccagecce
agctcagatgaggaggagggcgagcggcagagcecccccactggaggtgtetgacggecgaggegga
tggcctggagcecccecgggectgggcetectgectggggagacaggcagcaagaagaagateccgectgt
accagttcctgttggacctgctceccecgcageggcgacatgaaggacagcatctggtgggtggacaag
gacaagggcaccttccagttctcecgtccaagcacaaggaggcgcectggcegeaccgetggggecatceca
gaagggcaaccgcaagaagatgacctaccagaagatggcgcgcgcegetgegecaactacggcaaga
cgggcgaggtcaagaaggtgaagaagaagctcacctaccagttcagecggcgaagtgctgggcecge
gggggcctggccgagcggcecgcecacccgecccactga (SEQ ID NO:90)

[00379] Homo sapiens POU class 3 homeobox 2 (POU3E2) (Brn2) (NM (036043 SEQ ID
NO:27 (protein) and SEQ ID NO:91 (DNA)
MATAASNHYSLLTSSASIVHAEPPGGMQOQOGAGGYREAQSLVQGDYGALQSNGHPLSHAHQWITAL
SHGGGGGGGGGGGGEGGGGEGEGGGGEDGSPWSTSPLGOPDIKPSVVVOOGGRGDELHGPGALOOQHQO
QOOOOOOOOOOQOQOOQOORPPHLVHHAANHHPGPGAWRSAAAAAHTLPPSMGASNGGLLYSQPSF
TVNGMLGAGGQPAGLHHHGLRDAHDEPHHADHHPHPHSHPHQQPPPPPPPOQGPPGHPGAHHDPHS
DEDTPTSDDLEQFAKQFKORRIKLGFTQADVGLALGTLYGNVESQTTICRFEALQLSFKNMCKLK
PLINKWLEEADSSSGSPTSIDKIAAQGRKRKKRTSIEVSVKGALESHFLKCPKPSAQETITSLADS
LOQLEKEVVRVWEFCNRROKEKRMTPPGGTLPGAEDVYGGSRDTPPHHGVQTPVQ (SEQ ID
NO:27)
atggcgaccgcagcgtctaaccactacagcectgetcaccteccagegectecategtgecacgecga
gccgcccggcecggcecatgcagcagggcgcggggggetaccgcgaagegcagagectggtgcagggeg
actacggcgctctgcagagcaacggacacccgctcagecacgetcaccagtggatcaccgcegetyg
tceccacggeggeggeggegggggcggtggecggecggeggggggggcgggggcggcggcgggggcygyg
cggcgacggctceccceccecgtggtceccaccageccectgggecagecggacatcaageccteggtggtgg
tgcagcagggcggccgcggagacgagctgcacgggccaggecgecctgcagcagcageatcagecag
cagcaacagcaacagcagcagcaacagcagcaacagcagcagcagcagcagcaacagcggceccgece
gcatctggtgcaccacgccgctaaccaccacccgggaccecggggcatggecggagegeggeggetyg
cagcgcacctcccaccctecatgggagegtceccaacggeggettgetetactegecageccagette
acggtgaacggcatgctgggcgccggcecgggcagecggcecggtcetgecaccaccacggectgeggga
cgcgcacgacgagccacaccatgecgaccaccacccgcacccgecactecgecacccacacecageagce
cgccgcecceccecgecgeccecgecagggtecgectggecaceccaggegegecaccacgacceccgeacteg
gacgaggacacgccgacctcggacgacctggagcagttecgecaagcagttcaagcagecggeggat
caaactgggatttacccaagcggacgtggggctggectcectgggecaccctgtatggcaacgtgttet
cgcagaccaccatctgcaggtttgaggccctgcagetgagecttcaagaacatgtgcaagetgaag
cctttgttgaacaagtggttggaggaggcggactcgtectcecgggcagecccacgagcecatagacaa
gatcgcagcgcaagggcgcaagcggaaaaagcggacctceccatcgaggtgagegtcaagggggcetce
tggagagccatttcctcaaatgccccaageccteggeccaggagatcacctececctegeggacage
ttacagctggagaaggaggtggtgagagtttggttttgtaacaggagacagaaagagaaaaggat
gacccctceccggagggactcectgcecgggegecgaggatgtgtacggggggagtagggacactecac
cacaccacggggtgcagacgcccgtccagtga (SEQ ID NO:91)

[00380] Homo sapiens forkhead box G1 (FOXG1) (NM_005249.4) SEQ ID NO:28 (protein)
and SEQ ID NO:92 (DNA)
MLDMGDRKEVKMIPKSSFSINSLVPEAVONDNHHASHGHHNSHHPOHHHHHHHHHHHPPPPAPQP
PPPPOQQOQOPPPPPPPAPQPPQTRGAPAADDDKGPQOLLLPPPPPPPPAAALDGAKADGLGGKGEP
GGGPGELAPVGPDEKEKGAGAGGEEKKGAGEGGKDGEGGKEGEKKNGKYEKPPFSYNATLTMMATR
QSPEKRLTLNGIYEFIMKNFPYYRENKOGWONSIRHNLSTINKCEFVKVPRHYDDPGKGNYWMLDPS
SDDVFIGGTTGKLRRRSTTSRAKLAFKRGARLTSTGLTFMDRAGSLYWPMSPFLSLHHPRASSTL
SYNGTTSAYPSHPMPYSSVLTONSLGNNHSFSTANGLSVDRLVNGEIPYATHHLTAAALAASVPC
GLSVPCSGTYSLNPCSVNLLAGQTSYFFPHVPHPSMTSQSSTSMSARAASSSTSPQAPSTLPCES
LRPSLPSFTTGLSGGLSDYFTHQNQGSSSNPLIH (SEQ ID NO:28)
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atgctggacatgggagataggaaagaggtgaaaatgatccccaagtcecctcecgttcagcatcaacag
cctggtgcecccgaggecggteccagaacgacaaccaccacgecgagecacggcecaccacaacagceecace
acccccagcaccaccaccaccaccaccaccatcaccaccacccgecgecgeccgecccgeaaccg
ccgcecgccgcecgcagecagcagcagceccgecgecgecgecgecceccggeaccgecagecceeccagac
gcggggcgccccggcecgecgacgacgacaagggeccccagcagcetgetgeteeecgeecgecgecac
cgccaccaccggceccgecgecctggacggggectaaagecggacgggcectgggeggcaagggecgagccg
ggcggcgggccgggggagetggegeccgtegggecggacgagaaggagaagggcgecggegecgg
gggggaggagaagaagggggcgggcgagggceggcaaggacggggaggggggcaaggagggcegaga
agaagaacggcaagtacgagaagccgceccgttcagcectacaacgegcetcatcatgatggecatceccgg
cagagccccgagaagceggcetcacgctcaacggecatctacgagttcatcatgaagaacttecectta
ctaccgcgagaacaagcagggctggcagaactccecatcecgceccacaatcectgtececctcaacaagtget
tcgtgaaggtgccgcecgcecactacgacgacccgggcaagggecaactactggatgetggacccgteg
agcgacgacgtgttcatcggcggcaccacgggcaagcectgcggecgecgetecaccacctecgeggge
caagctggccttcaagcgcecggtgcecgegectcecaccectecaccggectcaccttecatggaccgegecyg
gctccectcectactggceccatgtegeccttectgtecctgecaccacceccgegecagecageactttyg
agttacaacggcaccacgtcggcctaccccagcecacccecatgecctacageteecgtgttgactea
gaactcgctgggcaacaaccactceccttcetcecaccgceccaacggectgagegtggaccggetggtea
acggggagatcccgtacgccacgcaccacctcacggcecgecgegetagecgecteggtgecctge
ggcctgtcggtgecctgcectcectgggacctactecctcaaccectgetecgtcaacctgetegecggg
ccagaccagttactttttcecccceccacgtecceccgecaccegtcaatgacttegecagagecagecacgtceca
tgagcgccagggcecgegtectectecacgtegecgcaggecccecctecgaceectgecctgtgagtet
ttaagaccctctttgccaagttttacgacgggactgtctgggggactgtcectgattatttcacaca
tcaaaatcaggggtcttcttccaaccctttaatacattaa (SEQ ID NO:92)

[00381] Homo sapiens mRNA for ASCI protein (SLC7A10 gene) (AJ277731.1) SEQ ID
NO:29 (protein) and SEQ ID NO:93 (DNA)
MAGHTQQPSGRGNPRPAPSPSPVPGTVPGASERVALKKEIGLLSACTITIGNITIGSGIFISPKGV
LEHSGSVGLALFVWVLGGGVTALGSLCYAELGVAIPKSGGDYAYVTETIFGGLAGFLLLWSAVLIM
YPTSLAVISMTFEFSNYVLOQPVEFPNCIPPTTASRVLSMACLMLLTWVNSSSVRWATRIQDMEFTGGKL
LALSLTIIGVGLLOIFQGHFEELRPSNAFAFWMTPSVGHLATLAFLOGSFAFSGWNELNYVTEEMVD
ARKNLPRATFISIPLVTEVYTFTNIAYFTAMSPOQELLSSNAVAVTFGEKLLGYFSWVMPVSVALS
TFGGINGYLFTYSRLCFSGAREGHLPSLLAMIHVRHCTPIPALLVCCGATAVIMLVGDTYTLINY
VSFINYLCYGVTILGLLLLRWRRPALHRPIKVNLLIPVAYLVFWAFLLVFSFISEPMVCGVGVITI
ILTGVPIFFLGVFWRSKPKCVHRLTESMTHWGQELCEFVVYPQDAPEEEENGPCPPSLLPATDKPS
KPQ (SEQ ID NO:29)
atggccggccacacgcagcagcecgagcgggcecgecgggaaccccaggectgegeectegeccteccece
agtcccagggaccgtceccceccggegecteggagegggtggegetcaagaaggagatcecgggetgetga
gcgcctgcaccatcatcatcgggaacatcatcecggcetcecgggecatcettcatetegeccaagggggte
ctggagcactcaggctceccecgtgggtctggecctgttegtectgggtectgggtgggggecgtgacgge
tctgggetceccectetgetatgcagagcectgggagtegecatcecccaagtectggeggggactacgect
acgtcacagagatcttcgggggcecctggcectggcetttetgetgetectggagegecgtectecatcatyg
taccccaccagecttgetgtcatctceccatgaccttetceccaactacgtgetgecageccgtgttecce
caactgcatcccccececcaccacagcecteccgggtgetgtecatggectgectgatgetectgacat
gggtgaacagctccagtgtgcgcectgggceccacgcgcatccaggacatgttcacaggcgggaagetyg
ctggccttgtceccecctcecatcatcggegtgggectteteccagatecttceccaaggacacttcgaggaget
gaggcccagcaatgcectttgetttectggatgacgcecctecgtgggacacctggecctggecttece
tccagggctecttegecttcagtggectggaacttectcaactatgtcaccgaggagatggttgac
gcccgaaagaacctacctcegcegcecatettecatcetecateccactggtgaccttegtgtacacgtt
caccaacattgcctacttcacggccatgtccceccccaggagectgcetcetectecaatgeggtggetyg
tgaccttcggggagaagctgctgggctacttttettgggtcatgectgtetecgtggetectgtea
accttcggagggatcaatggttacctgttcacctactccaggectgtgettetectggageccgega
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ggggcacctgcccagcectgctggceccatgatccacgtcagacactgecacecceccecatecccgecctee
tcgtctgttgecggggceccacagecgtcatcatgetegtgggcgacacgtacacgetcatcaactat
gtgtccttcatcaactacctctgectacggcecgtcaccatcectgggectgectgetgetgegetggag
gcggcectgcecactceccacaggceccatcaaggtgaaccttcectecateceecgtggegtacttggtettet
gggccttcectgetggtcettcagettcatectcagagectatggtectgtggggtecggegtecatecate
atccttacgggggtgcccattttetttectgggagtgttectggagaagcaaaccaaagtgtgtgea
cagactcacagagtccatgacacactggggccaggagcectgtgtttegtggtcectacccececcaggacyg
cccccgaagaggaggagaatggeccctgceccaccectecctgetgectgecacagacaageccteg
aagccacaatga (SEQ ID NO:93)

[00382] Homo sapiens achaete-scute family bHLH transcription factor 1 (ASCLI)
(NM_004316.3) SEQ ID NO:30 (protein) and SEQ ID NO:94 (DNA)
MESSAKMESGGAGQQPOPOPOQOPFLPPAACFFATAAAAAAAARAARAAAQSAQQOOOOQOQQQQQAPQ
LRPAADGQPSGGGHKSAPKQVKRQRSSSPELMRCKRRLNFSGEFGYSLPOQOQQPAAVARRNERERNR
VKLVNLGFATLREHVPNGAANKKMSKVETLRSAVEYTRALQQLLDEHDAVSAAFQAGVLSPTISP
NYSNDLNSMAGSPVSSYSSDEGSYDPLSPEEQELLDFTNWE (SEQ ID NO:30)
atggaaagctctgccaagatggagagcggcggcgceccggcecagcagecccagecgecageccecagea
gccececttectgecgeccgecagectgtttetttgecacggecgecagecgeggeggecgecagecgecyg
cagcggcagcgcagagcgcgcagcagcagcagcagcagcagcagcagcagecagecaggegecgeag
ctgagaccggcggceccgacggceccagcecctcagggggeggtcacaagtcagegeccaagcaagtcaa
gcgacagcgctcecgtcettcegeccgaactgatgecgetgcaaacgecggcectcaacttcageggetttyg
gctacagcctgccgcagcagcagccggcecgecgtggecgegecgcaacgagcgegagegecaaccge
gtcaagttggtcaacctgggctttgccacccttecgggagcacgtcecccaacggegeggecaacaa
gaagatgagtaaggtggagacactgcgctcggceggtcgagtacatceccgegegetgcagcagcetge
tggacgagcatgacgcggtgagcgccgecttceccaggcaggegtectgtegeccaccatcetececece
aactactccaacgacttgaactccatggccggctcecgecggtcetecatectactegteggacgaggg
ctcttacgacccgcetcagecccgaggagcaggagettetecgacttcecaccaactggttetga
(SEQ ID NO:94)

[00383] Homo sapiens Nurrl gene (AB017586) SEQ ID NO:31 (protein) and SEQ ID NO:95
(DNA)
MPCVQAQYGSSPOGASPASQSYSYHSSGEYSSDFLTPEFVKESMDLTNTEITATTSLPSEFSTEMD
NYSTGYDVKPPCLYQOMPLSGQQOSSIKVEDIQMHNYQQHSHLPPOSEEMMPHSGSVYYKPSSPPTP
TTPGFOQVQHSPMWDDPGSLEHNFHONYVATTHMIEQRKTPVSRLSLESFKQSPPGTPVSSCQMRED
GPLHVPMNPEPAGSHHVVDGQTFAVPNPIRKPASMGFPGLOIGHASQLLDTQVPSPPSRGSPSNE
GLCAVCGDNAACQHYGVRTCEGCKGFFKRTVQKNAKYVCLANKNCPVDKRRRNRCQYCRFQKCLA
VGMVKEVVRTDSLKGRRGRLPSKPKSPQEPSPPSPPVSLISALVRAHVDSNPAMTSLDYSRFQAN
PDYQOMSGDDTQHIQQFYDLLTGSMEI IRGWAEKIPGFADLPKADQDLLFESAFLELFVLRLAYRS
NPVEGKLIFCNGVVLHRLQCVRGFGEWIDSIVEFSSNLONMNIDISAFSCIAALAMVTERHGLKE
PKRVEELONKIVNCLKDHVTFNNGGLNRPNYLSKLLGKLPELRTLCTQGLQRIFYLKLEDLVPPP
ATIDKLFLDTLPF (SEQ ID NO:31)
atgccttgtgttcaggcecgcagtatgggtectegectcaaggageccagecececgettetecagageta
cagttaccactcttcgggagaatacagctccgatttcecttaactccagagtttgtcaagtttagea
tggacctcaccaacactgaaatcactgccaccacttcectcetecccagettcagtacctttatggac
aactacagcacaggctacgacgtcaagccaccttgecttgtaccaaatgeccctgtceccggacagea
gtcctccattaaggtagaagacattcagatgcacaactaccagcaacacagceccacctgeccccce
agtctgaggagatgatgccgcactccgggtcggtttactacaagcecctectegecceccgacgece
accaccccgggcettceccaggtgcagcacagecccatgtgggacgacccgggatcectetecacaactt
ccaccagaactacgtggccactacgcacatgatcgagcagaggaaaacgccagtcecteccecgectet
ccctettetectttaagecaatcecgeccectggecacceceecggtgtetagttgecagatgegettegac
gggcccctgcecacgtecccatgaacccggageccgecggecagcecaccacgtggtggacgggecagac
cttcgcectgtgceccaaccceccattecgcaageccgegtecatgggetteccgggectgcagatecggec
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acgcgtctcagctgctcgacacgcaggtgcecctcaccgecgtegecggggeteccecteccaacgag
gggctgtgcgctgtgtgtggggacaacgcggcectgccaacactacggegtgegecacctgtgaggg
ctgcaaaggcttctttaagcgcacagtgcaaaaaaatgcaaaatacgtgtgtttagcaaataaaa
actgcccagtggacaagcgtcgccggaatcgetgtcagtactgecgatttcagaagtgectgget
gttgggatggtcaaagaagtggttcgcacagacagtttaaaaggccggagaggtcecgtttgececte
gaaaccgaagagcccacaggagceccctcetecceccecttegececececggtgagtcectgatcagtgeccteg
tcagggcccatgtcgactccaacccecggetatgaccagectggactatteccaggtteccaggecgaac
cctgactatcaaatgagtggagatgacacccagcatatccagcaattctatgatctectgactgg
ctccatggagatcatccggggctgggcagagaagatcececctggettegcagacctgeccaaagecyg
accaagacctgctttttgaatcagctttecttagaactgtttgtecttcgattagcatacaggtece
aacccagtggagggtaaactcatcttttgcaatggggtggtcttgcacaggttgcaatgegttcg
tggctttggggaatggattgattccattgttgaattctcectceccaacttgcagaatatgaacatcyg
acatttctgcecttcectectgcattgcetgecctggetatggtcacagagagacacgggcectcaaggaa
cccaagagagtggaagaactgcaaaacaagattgtaaattgtctcaaagaccacgtgactttcaa
caatggggggttgaaccgceccccaattatttgtccaaactgttggggaagectceccagaacttegta
ccctttgcacacaggggctacagcgecattttcectacctgaaattggaagacttggtgceccaccgeca
gcaataattgacaaacttttcctggacactttacctttctaa (SEQ ID NO:95)

[00384] SEQ ID NO:32: Homo sapiens neurogenin 2 (NEUROG2) (NM_024019) SEQ ID
NO:32 (protein) and SEQ ID NO:96 (DNA)
MFVKSETLELKEEEDVLVLLGSASPALAALTPLSSSADEEEEEEPGASGGARRQRGAEAGQGARG
GVAAGAEGCRPARLLGLVHDCKRRPSRARAVSRGAKTAETVQOQRIKKTRRLKANNRERNRMHNLNA
ALDALREVLPTFPEDAKLTKIETLRFAHNYTIWALTETLRLADHCGGGGGGLPGALFSEAVLLSPG
GASAALSSSGDSPSPASTWSCTINSPAPSSSVSSNSTSPYSCTLSPASPAGSDMDYWQPPPPDKHR
YAPHLPIARDCI (SEQ ID NO:32)
atgttcgtcaaatccgagaccttggagttgaaggaggaagaggacgtgttagtgctgetcggatce
ggcctcceccececcegecttggceggecctgaccececgcetgtecateccagegecgacgaagaagaggaggagyg
agccgggcgegtcaggcggggegegtcggcagegeggggectgaggecgggcagggggcgcgggge
ggcgtggctgcgggtgcggagggctgecggeccgecacggcetgetgggtetggtacacgattgeaa
acggcgcccttececcgggcecgecgggecgteteccgaggegecaagacggecgagacggtgecagegea
tcaagaagacccgtagactgaaggceccaacaaccgcgagcecgaaaccgecatgecacaacctcaacgceg
gcactggacgcgctgcgcgaggtgctcecccacgttecccgaggacgcecaagcetcecaccaagatecga
gaccctgcgcettcegeccacaactacatcectgggecactcaccgagaccctgegectggeggatecact
gcgggggcggcggcgggggcectgeecgggggegetettectecgaggcagtgttgectgagececggga
ggagccagcgceccgcecctgagcagcagecggagacagceccctegeccecgectecacgtggagttgeac
caacagccccgcecgecgtectectecgtgtectceccaattecacctececcectacagetgeactttat
cgcccgcecageccggecgggtcagacatggactattggcageccccaccteccgacaagcaccge
tatgcacctcacctccccatagecagggattgtatectag (SEQ ID NO:96)

[00385] Homo sapiens LIM homeobox transcription factor 1, alpha (LMX1A) (NM_177398)
SEQ ID NO:33 (protein) and SEQ ID NO:97 (DNA)
MLDGLKMEENFQSAIDTSASFSSLLGRAVSPKSVCEGCQRVILDRFLLRLNDSEFWHEQCVQCASC
KEPLETTCEFYRDKKLYCKYDYEKLFAVKCGGCFEATAPNEFVMRAQKSVYHLSCFCCCVCERQLQ
KGDEFVLKEGQLLCKGDYEKERELLSLVSPAASDSGKSDDEESLCKSAHGAGKGTAEEGKDHKRP
KRPRTILTTQQRRAFKASFEVSSKPCRKVRETLAAETGLSVRVVOVWFQNQRAKMKKLARRQQQQ
QODQONTORLSSAQTNGGGSAGMEGIMNPYTALPTPQOLLAIEQSVYSSDPFROGLTPPOMPGDH
MHPYGAEPLFHDLDSDDTSLSNLGDCFLATSEAGPLOSRVGNPIDHLYSMONSYFTS (SEQ
ID NO:33)
atgctggacggcctaaagatggaggagaacttccaaagcecgcgatcgacaccteggectecttete
ctcgctgctgggcagagceggtgagcecccaagtetgtetgecgagggetgtcagegggtecatettgg
acaggtttctgctgcggctcaacgacagcttectggcatgagcagtgecgtgecagtgegectectge
aaagagcccctggagaccacctgettcectaccgggacaagaagcectgtactgcaagtatgactacga
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gaagctgtttgctgttaaatgtgggggctgettcgaggecatcgcetceccaatgagtttgttatge
gggcccagaagagtgtataccacctgagctgcecttcectgetgetgtgtectgecgagecgacagettecag
aagggtgatgagtttgtcctgaaggaggggcagcectgctcectgcaaaggggactatgagaaggagcg
ggagctgctcagcectggtgagcecccagcagectcagactcaggtaaaagtgatgatgaagaaagtce
tctgcaagtcageccatggggcagggaaaggaactgcectgaggaaggcaaggaccataagcgeccece
aaacgtccgagaaccatcttgacaactcaacagaggcgagcattcaaggectcatttgaagtatce
ctccaagccctgcaggaaggtgagagagactcectggetgcagagacagggctgagtgteecgtgteg
tccaggtgtggttccaaaaccagagagcgaagatgaagaagctggeccaggcecgacagecagecageag
cagcaagatcagcagaacacccagaggctgagcetctgetcagacaaacggtggtgggagtgctgg
gatggaaggaatcatgaacccctacacggcectcetgeccaccccacagcagetectggecatcecgage
agagtgtctacagctcagatcccttceccgacagggtetcaccccaccceccagatgectggagaccac
atgcacccttatggtgccgagecccttttecatgacctggatagecgacgacacctecctcagtaa
cctgggtgattgtttecctagcaacctcagaagectgggectectgcagteccagagtgggaaacceca
ttgaccatctgtactccatgcagaattcttacttcacatcttga (SEQ ID NO:97)

[00386] Homo sapiens HB9 homeobox gene, (U07663) SEQ ID NO:34 (protein) and SEQ ID
NO:98 (DNA)
MEKSKNFRIEPCWRWIPHEPPLAERATLAKVTSPPVPASGTGGGGGGGGASGGTSGSCSPASSEPP
AAPADRLRAESPSPPRLLAAHCALLPKPGFLGAGGGGGGTGGGHGGPHHHAHPGAAAAAAAAARLA
AAAAAGGLALGLHPGGAQGGAGLPAQAALYGHPVYGYSAAAAAAALAGQHPATLSYSYPQVQGAHP
AHPADPTKLGAGTFQLDOQWLRATAGMILPKMPDENSQAQSNLLGKCRRPRTAFTSQQLLELEHQF
KENKYLSRPKRFEVATSIMLTETQVKIWFQNRRMKWKRSKKAKEQAAQEAEKQKGGGGGAGKGGA
EEPGAEELLGPPAPRDKGSGPPADLRDSDPEEDEDEDDEDHFPYSNGASVHAASSDCSSEDDSPP
PRPSHQPAPQ (SEQ ID NO:34)
atggaaaaatccaaaaatttccgcatcgagececctgectggecggtggaccecccacgagecgectet
cgcagagcgcgcgcetggceccaaggtcacgtcecgecgeccgtgeccgecatcectggecaccggaggtggeg
gcggcggcggcggggcgagcggcegggactagcggcagetgcageeccgegtectecggagecgecg
gctgcgcecceccgcecgaccgectgegegecgagageccgtegecgecgegectgetggecgegeactyg
cgcgctgctgeccaagecgggetteetgggegegggeggeggeggeggcecggcacgggcggeggge
acggggggccccaccaccacgegcatceccgggecgecagecggecgetgecgecgecgecgecgecgec
gccgceegecegecgetgggggectggegetggggetgcacecctgggggcegcgcagggeggegeggg
cctecceccggcegcaggceggegetcectacggecaccecggtetacggetactecgeggeggeggcggcygyg
ctgcgctggcgggcecagcacccggcecgetcetectactegtaccecgcaggtgcaaggecgegecaccece
gcgcaccccgcecgaccceccatcaagctgggegecggecaccttceccagetggaccagtggetgegege
gtccaccgcgggcatgatcctgectaagatgecccgacttcaact (SEQ ID NO:98)

[00387] Homo sapiens LIM homeobox 3 (LHX3) (NM_178138) SEQ ID NO:35 (protein) and
SEQ ID NO:99 (DNA)
MLLETGLERDRARPGAAAVCTLGGTREIPLCAGCDQHIIDRFITKALDRHWHSKCLKCSDCHTPL
AERCFSRGESVYCKDDFFKRFGTKCAACQLGIPPTQVVRRAQDEVYHLHCFACVVCKRQLATGDE
FYIMEDSRLVCKADYETAKQREAEATAKRPRTTITAKQLETLKSAYNTSPKPARHVREQLSSETG
LDMRVVOQVWEFQNRRAKEKRLKKDAGROQRWGQYFRNMKRSRGGSKSDKDSVQEGQDSDAEVSFPDE
PSLAEMGPANGLYGSLGEPTQALGRPSGALGNFSLEHGGLAGPEQYRELRPGSPYGVPPSPAAPQ
SLPGPQPLLSSLVYPDTSLGLVPSGAPGGPPPMRVLAGNGPSSDLSTGSSGGYPDFPASPASWLD
EVDHAQF (SEQ ID NO:35)
atgctgctggaaacggggctcgagcgecgaccgagcgaggcccggggecgecgecgtetgecaccett
gggcgggactcgggagatcccgcectgtgegetggetgtgaccagecacatcectggaccgetteatee
tcaaggctctggaccgceccactggcacagcaagtgtctcaagtgcagecgactgeccacacgecactyg
gccgagcecgctgettcagecgaggggagagegtttactgcaaggacgactttttcaagegettegg
gaccaagtgcgccgcecgtgeccagcectgggecatcecccgeccacgcaggtggtgegecgegeccaggact
tcgtgtaccacctgcactgcectttgectgegtegtgtgcaagecggcagetggecacgggecgacgag
ttctacctcatggaggacagccggctegtgtgcaaggcggactacgaaaccgcecaagcagecgaga
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ggccgaggccacggccaagcggecgegcacgaccatcaccgecaagcagetggagacgctgaaga
gcgcttacaacacctcgceccaagcecggegegecacgtgegegagecagetetegteccgagacggge
ctggacatgcgcgtggtgcaggtttggttccagaaccgeccgggcecaaggagaagaggectgaagaa
ggacgccggcecggcagegcectgggggcagtatttecgcaacatgaagecgeteccgecggeggetecea
agtcggacaaggacagcgttcaggaggggcaggacagcgacgctgaggtcectecttececcgatgag
ccttecttggecggaaatgggeccggcecaatggectectacgggagettgggggaacccacccagge
cttgggccggceccecctcegggagecctgggcaacttetecctggagecatggaggectggcaggcececag
agcagtaccgagagctgcgtcccggcagceccctacggtgteccceccecateccecgecgeccecgeag
agcctcccectggeccceccageccctectetecagectggtgtacccagacaccagettgggecttgt
gccecctcgggageccceccggecgggecccecaccecatgagggtgetggcagggaacggacccagttetyg
acctatccacggggagcagcgggggttaccccgacttceccectgecagecececgectectggetggat
gaggtagaccacgctcagttctga (SEQ ID NO:99)

[00388]  Homo sapiens distal-less homeobox 2 (DLX2) (NM_004405) SEQ ID NO:36 (protein)
and SEQ ID NO:100 (DNA)
MTGVFDSLVADMHSTQIAASSTYHQHQQOPPSGGGAGPGGNSSSSSSLHKPQESPTLPVSTATDSS
YYTNQOHPAGGGGGGGSPYAHMGSYQYQASGLNNVPYSAKSSYDLGYTAAYTSYAPYGTSSSPAN
NEPEKEDLEPEIRIVNGKPKKVRKPRTIYSSFQLAALQRRFOKTQYLALPERAELAASLGLTQTQ
VKIWFQNRRSKFKKMWKSGEIPSEQHPGASASPPCASPPVSAPASWDFGVPQRMAGGGGPGSGGS
GAGSSGSSPSSAASAFLGNYPWYHQTSGSASHLQATAPLLHPTQTPOQPHHHHHHHGGGGAPVSAG
TIF (SEQ ID NO:36)
atgactggagtctttgacagtctagtggctgatatgcactcgacccagatcgecgectcecageac
gtaccaccagcaccagcagcccecccgagcggcecggeggecgcecggcecccgggtggcaacagcageagea
gcagcagcctccacaagccccaggagtcecgeccaccecttecggtgteccaccgecaccgacagcecage
tactacaccaaccagcagcacccggcgggeggeggeggeggegggggetegecctacgegeacat
gggttcctaccagtaccaagccagcggcectcaacaacgtcececttactecgeccaagagecagcetatyg
acctgggctacaccgccgcectacacctectacgetceccectatggaaccagttegtecccagecaac
aacgagcctgagaaggaggaccttgagcecctgaaattcggatagtgaacgggaagccaaagaaagt
ccggaaaccccgcecaccatcectactceccagtttcecagetggeggetcettcageggegttteccaaaaga
ctcaatacttggccttgceccggagcgagceccgagetggeggectetcetgggectcecacccagacteag
gtcaaaatctggttccagaaccgccggtccaagttcaagaagatgtggaaaagtggtgagatccce
ctcggagcagcacccectggggecagcecgcettcetecaccttgtgettegecgecagtetcagegecgyg
cctectgggactttggtgtgecgcageggatggegggeggeggtggtecgggecagtggecggecage
ggcgccggcagcetcecgggcetcecageccgagcagcecgeggecteggettttetgggecaactaccecectyg
gtaccaccagacctcgggatccgcectcacacctgcecaggecacggcegecgetgetgeacccecacte
agaccccgcagceccgeatcaccaccaccaccatcacggeggecgggggcecgeccecggtgagegegggg
acgattttctaa (SEQ ID NO:100)

[00389] Homo sapiens runt-related transcription factor 2 (RUNX2)(NM_001024630) SEQ ID
NO:37 (protein) and SEQ ID NO:101 (DNA)
MASNSLESTVTPCQONFFWDPSTSRRESPPSSSLOPGKMSDVSPVVAAQQQQQOQQQOQQQQ0QQ0
QOOQQQOEAAAAAAAAAAAAAAAAAVPRILRPPHDNRTMVEITADHPAELVRTDSPNFLCSVLPSHW
RCNKTLPVAFKVVALGEVPDGTVVTVMAGNDENY SAELRNASAVMKNQVARFNDLRFVGRSGRGK
SFTLTITVFTNPPQVATYHRATKVITVDGPREPRRHRQKLDDSKPSLFSDRLSDLGRIPHPSMRVG
VPPONPRPSINSAPSPEFNPQGQOSQITDPROAQSSPPWSYDQSYPSYLSQMTSPSIHSTTPLSSTR
GTGLPAITDVPRRISDDDTATSDFCLWPSTLSKKSQAGASELGPFSDPRQFPSISSLTESRESNP
RMHYPATFTYTPPVTSGMSLGMSATTHYHTYLPPPYPGSSQSQSGPFQTSSTPYLYYGTSSGSYQ
FPMVPGGDRSPSRMLPPCTTTSNGSTLLNPNLPNOQNDGVDADGSHSSSPTVLNSSGRMDESVWRP
Y (SEQ ID NO:37)
atggcatcaaacagcctcttcagcacagtgacaccatgtcagcaaaacttecttttgggatceccgag
caccagccggcgcettcagecccecccctecagecagectgecageccggcaaaatgagegacgtgagec
cggtggtggctgcgcaacagcagcagcaacagcagcagcagcaacagcagcagecagcagcageaa
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cagcagcagcagcagcaggaggcggceggcggcggctgeggeggeggeggeggetgeggeggegge
agctgcagtgccceccggttgcecggceccgecccacgacaaccgcecaccatggtggagatcatecgecgacce
acccggccgaactcecgtceccgcaccgacagcecccaacttectgtgeteggtgetgecctegecactgg
cgctgcaacaagaccctgececcgtggecttcaaggtggtagecctecggagaggtaccagatgggac
tgtggttactgtcatggcgggtaacgatgaaaattattctgctgagctceccggaatgectcectgetyg
ttatgaaaaaccaagtagcaaggttcaacgatctgagatttgtgggccggagtggacgaggcaag
agtttcaccttgaccataaccgtcttcacaaatcctcecccaagtagectacctatcacagagcaat
taaagttacagtagatggacctcgggaacccagaaggcacagacagaagcttgatgactctaaac
ctagtttgttctctgaccgcecctcagtgatttagggegecattcectcatcecccagtatgagagtaggt
gtcccgectcagaacccacggecctcecectgaactcetgecaccaagtecttttaatceccacaaggaca
gagtcagattacagaccccaggcaggcacagtcectteccececgecgtggtectatgaccagtecttace
cctectacctgagcecagatgacgtceccceccgtcecatceccactetaccacccececgetgtettecacacgyg
ggcactgggcttcectgcecatcaccgatgtgectaggecgecatttcagatgatgacactgceccaccte
tgacttctgcectcectggecttceccactcectcagtaagaagagccaggcaggtgettcagaactgggec
ctttttcagaccccaggcagttcecccaagcatttcecatecctcactgagagecgettetecaacceca
cgaatgcactatccagccacctttacttacaccceccgecagtcacctcaggecatgtececcteggtat
gtccgccaccactcactaccacacctacctgecaccaccecctaccecggetetteccaaagecaga
gtggacccttccagaccagcagcactcecatatctcectactatggcacttegtcaggatectatecag
tttcccatggtgecggggggagaccggtetectteccagaatgettecgecatgeaccaccaccte
gaatggcagcacgctattaaatccaaatttgcectaaccagaatgatggtgttgacgctgatggaa
gccacagcagttccccaactgttttgaattctagtggcagaatggatgaatctgtttggcgacca
tattga (SEQ ID NO:101)

[00390] Homo sapiens SRY (sex determining region Y)-box 5 (SOX5) (NM_006940) SEQ ID
NO:38 (protein) and SEQ ID NO:102 (DNA)

MLTDPDLPQEFERMSSKRPASPYGEADGEVAMVT SROKVEEEESDGLPAFHLPLHVSEFPNKPHSE
EFQPVSLLTQETCGHRTPTSQHNTMEVDGNKVMS SFAPHNSSTSPOQKAEEGGROSGESLSSTALG
TPERRKGSLADVVDTLKQRKMEELTKNEPEETPSIEKLLSKDWKDKLLAMGSGNEFGEIKGTPESL
AEKERQLMGMINQLTSLREQLLAAHDEQKKLAASQIEKQROOMELAKQQQOEQTIARQOQQLLOQQH
KINLLOQQOIQVQGQLPPIMIPVFPPDORTLAAAAQQGFLLPPGFSYKAGCSDPYPVQLIPTTMAA
AAAATPGLGPLOLOQOLYAAQLAAMOVSPGGKLPGIPQGNLGAAVSPTSIHTDKSTNSPPPKSKDE
VAQPLNLSAKPKTSDGKSPTSPTSPHMPALRINSGAGPLKASVPAALASPSARVSTIGYLNDHDA
VTKAIQEARQMKEQLRREQQVLDGKVAVVNSLGLNNCRTEKEKTTLESLTQQLAVKONEEGKEFSH
AMMDEFNLSGDSDGSAGVSESRIYRESRGRGSNEPHIKRPMNAFMVWAKDERRKILQAFPDMHNSN
ISKILGSRWKAMTNLEKQPYYEEQARLSKQHLEKYPDYKYKPRPKRTCLVDGKKLRIGEYKATIMR
NRRQEMROYFNVGQQAQTIPIATAGVVYPGAIAMAGMPSPHLPSEHSSVSSSPEPGMPVIQSTYGV
KGEEPHIKEEIQAEDINGEIYDEYDEEEDDPDVDYGSDSENHIAGQAN  (SEQ ID NO:38)
atgcttactgaccctgatttacctcaggagtttgaaaggatgtcttccaagecgaccagectetee
gtatggggaagcagatggagaggtagccatggtgacaagcagacagaaagtggaagaagaggaga
gtgacgggctcccagcectttcacctteccttgcatgtgagttttcecccaacaagectecactetgag
gaatttcagccagtttctctgctgacgcaagagacttgtggceccataggactceccacttcectcagea
caatacaatggaagttgatggcaataaagttatgtcttcatttgccccacacaactcatctacct
cacctcagaaggcagaagaaggtgggcgacagagtggcgagtcecttgtcectagtacagecctggga
actcctgaacggcgcaagggcagtttagetgatgttgttgacaccttgaagcagaggaaaatgga
agagctcatcaaaaacgagccggaagaaacccccagtattgaaaaactactcectcaaaggactgga
aagacaagcttcttgcaatgggatcggggaactttggcgaaataaaagggactcccgagagetta
gctgagaaagaaaggcaactcatgggtatgatcaaccagctgaccagcectecgagagcagetgtt
ggctgcccacgatgagcagaagaaactagcectgcectcectcagattgagaaacagcgtcagcaaatgg
agctggccaagcagcaacaagaacaaattgcaagacagcagcagcagcttcectacagcaacaacac
aaaatcaatttgctccagcaacagatccaggttcaaggtcagectgecgecattaatgatteeegt
attccctcectgatcaacggacactggcectgcagetgeccagcaaggattectectecctecagget
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tcagctataaggctggatgtagtgacccttaccctgttcagectgatceccaactaccatggecaget
gctgccgcagcaacaccaggcttaggeccactceccaactgcagecagttatatgetgeccagetage
tgcaatgcaggtatctccaggagggaagctgccaggcataccccaaggcaaccttggtgetgetyg
tatctcctaccagcattcacacagacaagagcacaaacagcecccaccacccaaaagcaaggatgaa
gtggcacagccactgaacctatcagctaaacccaagacctectgatggcaaatcacccacatcacce
cacctctccecceccatatgceccagetcectgagaataaacagtggggcaggecccectcaaagectetgtee
cagcagcgttagctagtccttcagccagagttagcacaataggttacttaaatgaccatgatget
gtcaccaaggcaatccaagaagctcggcaaatgaaggagcaactccgacgggaacaacaggtget
tgatgggaaggtggctgttgtgaatagtctgggtctcaataactgccgaacagaaaaggaaaaaa
caacactggagagtctgactcagcaactggcagttaaacagaatgaagaaggaaaatttageccecat
gcaatgatggatttcaatctgagtggagattctgatggaagtgctggagtctcagagtcaagaat
ttatagggaatcccgagggcecgtggtagcaatgaaccccacataaagcgtceccaatgaatgecttea
tggtgtgggctaaagatgaacggagaaagatccttcaagectttcectgacatgcacaactccaac
atcagcaagatattgggatctcgctggaaagctatgacaaacctagagaaacagceccatattatga
ggagcaagcccgtctcagcaagcagcacctggagaagtaccctgactataagtacaageccagge
caaagcgcacctgcectggtggatggcaaaaagctgegecattggtgaatacaaggcaatcatgege
aacaggcggcaggaaatgcggcagtacttcaatgttgggcaacaagcacagatccccattgecac
tgctggtgttgtgtaccctggagecatcecgecatggetgggatgeccteccecctecacctgecctegyg
agcactcaagcgtgtctagcagcccagagcectgggatgectgttatccagagecacttacggtgtyg
aaaggagaggagccacatatcaaagaagagatacaggccgaggacatcaatggagaaatttatga
tgagtacgacgaggaagaggatgatccagatgtagattatgggagtgacagtgaaaaccatattyg
caggacaagccaactga (SEQ ID NO:102)

[00391] Homo sapiens SOX6 mRNA (AF309034) SEQ ID NO:39 (protein) and SEQ ID
NO:103 (DNA)
MSSKQATSPFACAADGEDAMTODLTSREKEEGSDQHVASHLPLHPIMHNKPHSEELPTLVSTIQQ
DADWDSVLSSQORMESENNKLCSLYSFRNTSTSPHKPDEGSRDREIMTSVTFGTPERRKGSLADV
VDTLKQKKLEEMTRTEQEDSSCMEKLLSKDWKEKMERLNTSELLGETITKGTPESLAEKERQLSTMT
TOQLISLREQLLAAHDEQKKLAASQIEKQROOMDLARQOQEQIARQQOOOLLOQQHKINLLOOQIQV
QGHMPPIMIPIFPHDQRTLAAAAAAQQOGFLFPPGITYKPGDNYPVQFTIPSTMAAAAASGLSPLQL
QKGHASHPQINQRLKGLSDRFGRNLDTFEHGGGHSYNHKQTEQLYAAQLASMQVSPGAKMPSTPQ
PPNTAGTVSPTGIKNEKRGTSPVTQVKDEAAAQPINLSSRPKTAEPVKSPTSPTONLEFPASKTSP
VNLPNKSSIPSPIGGSLGRGSSLDILSSLNSPALFGDOQDTVMKAIQEARKMREQTIQREQQQOQPH
GVDGKLSSINNMGLNSCRNEKERTRFENLGPQLTGKSNEDGKLGPGVIDLTRPEDAEGGATVAEA
RVYRDARGRASSEPHIKRPMNAFMVWAKDERRKI LOQAFPDMHNSNI SKILGSRWKSMSNQEKQPY
YEEQARLSKIHLEKYPNYKYKPRPKRTCIVDGKKLRIGEYKQLMRSRROEMRQFFTVGQQPQIPT
TTGTGVVYPGAITMATTTPSPOMTSDCSSTSASPEPSLPVIQSTYGMKTDGGSLAGNEMINGEDE
MEMYDDYEDDPKSDYSSENEAPEAVSAN (SEQ ID NO:39)
atgtcttccaagcaagccacctctcecatttgectgtgcagetgatggagaggatgcaatgaccceca
ggatttaacctcaagggaaaaggaagagggcagtgatcaacatgtggcctcecccatectgectetge
accccataatgcacaacaaacctcactctgaggagctaccaacacttgtcagtaccattcaacaa
gatgctgactgggacagcgttctgtcatctcagcaaagaatggaatcagagaataataagttatyg
ttcccectatattecttecgaaatacctcetacctecaccacataagectgacgaagggagtcecgggace
gtgagataatgaccagtgttacttttggaaccccagagcecgecgcaaagggagtettgecgatgtyg
gtggacacactgaaacagaagaagcttgaggaaatgactcggactgaacaagaggattcecctectyg
catggaaaaactactttcaaaagattggaaggaaaaaatggaaagactaaataccagtgaactte
ttggagaaattaaaggtacacctgagagcctggcagaaaaagaacggcagetcteccaccatgatt
acccagctgatcagtttacgggagcagctactggcagcgcatgatgaacagaaaaaactggcage
gtcacaaattgagaaacaacggcagcaaatggaccttgctcgccaacagcaagaacagattgega
gacaacagcagcaacttctgcaacagcagcacaaaattaatctcecctgcagcaacagatccaggtt
cagggtcacatgcctceccecgcetcatgatceccaatttttceccacatgaccagecggactetggcagecage
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tgctgctgcceccaacagggattcectcettecceccectggaataacatacaaaccaggtgataactacce
ccgtacagttcattccatcaacaatggcagcetgcetgcetgettectggactcagecctttacagete
cagaagggtcatgcctcccacccacaaattaaccaaaggctaaagggcectaagtgaccgttttgg
caggaatttggacacctttgaacatggtggtggccactcttacaaccacaaacagattgagcage
tctatgccgcetcagectggeccagcatgcaggtgtcacctggagcaaagatgeccatcaacteccacag
ccaccaaacacagcagggacggtctcacctactgggataaaaaatgaaaagagagggaccagcce
tgtaactcaagttaaggatgaagcagcagcacagcctctgaatctcectcatcecccgacccaagacag
cagagcctgtaaagtccccaacgtctceccacccagaacctetteccagecagcaaaaccagecct
gtcaatctgccaaacaaaagcagcatccctagecccattggaggaagcecctgggaagaggatecte
tttagatatcctatctagtctcaactecectgecctttttggggatcaggatacagtgatgaaag
ccattcaggaggcgcggaagatgcgagagcagatccagcecgggagcaacagcagcaacagecacat
ggtgttgacgggaaactgtcctccataaataatatggggctgaacagctgcaggaatgaaaagga
aagaacgcgctttgagaatttggggccecccagttaacgggaaagtcaaatgaagatggaaaactgg
gcccaggtgtcatcgaccttactcggeccagaagatgcagagggaggtgecactgtggetgaagea
cgagtctacagggacgcccgcecggcecgtgceccagcagegagecacacattaagegaccaatgaatge
attcatggtttgggcaaaggatgagaggagaaaaatccttcaggcecttcececccgacatgcataact
ccaacattagcaaaatcttaggatctcgctggaaatcaatgtccaaccaggagaagcaaccttat
tatgaagagcaggcccggctaagcaagatceccacttagagaagtacccaaactataaatacaaacce
ccgaccgaaacgcacctgecattgttgatggcaaaaagettcecggattggggagtataagcaactga
tgaggtctcggagacaggagatgaggcagttctttactgtggggcaacagectcagattccaatce
accacaggaacaggtgttgtgtatcctggtgctatcactatggcaactaccacaccatcgectea
gatgacatctgactgctctagcacctcggecageccggageccagectececggtecateccagagea
cttatggtatgaagacagatggcggaagcctagcectggaaatgaaatgatcaatggagaggatgaa
atggaaatgtatgatgactatgaagatgaccccaaatcagactatagcagtgaaaatgaagcccce
ggaggctgtcagtgccaactga (SEQ ID NO:103)

[00392] Homo sapiens GATA binding protein 6 (GATA6) (NM_005257) SEQ ID NO:40
(protein) and SEQ ID NO:104 (DNA)
MALTDGGWCLPKRFGAAGADASDSRAFPAREPSTPPSPISSSSSSCSRGGERGPGGASNCGTPQL
DTEAAAGPPARSLLLSSYASHPFGAPHGPSAPGVAGPGGNLSSWEDLLLFTDLDQAATASKLLWS
SRGAKLSPFAPEQPEEMYQTLAALSSQGPAAYDGAPGGFVHSAAAAAAAAAAASSPVYVPTTRVG
SMLPGLPYHLQGSGSGPANHAGGAGAHPGWPQASADSPPYGSGGGAAGGGAAGPGGAGSAAARVS
ARFPYSPSPPMANGAAREPGGYAAAGSGGAGGVSGGGSSLAAMGGREPQYSSTLSAARPLNGTYHH
HHEHHHHHPSPYSPYVGAPLTPAWPAGPFETPVLHSLOSRAGAPLPVPRGPSADLLEDLSESREC
VNCGSIQTPLWRRDGTGHYLCNACGLYSKMNGLSRPLIKPOQKRVPSSRRLGLSCANCHTTTTTLW
RRNAEGEPVCNACGLYMKLHGVPRPLAMKKEGIQTRKRKPKNINKSKTCSGNSNNSIPMTPTSTS
SNSDDCSKNTSPTTQPTASGAGAPVMTGAGESTNPENSELKYSGODGLYIGVSLASPAEVTSSVR
PDSWCALALA (SEQ ID NO:40)
atggccttgactgacggcggctggtgecttgecgaagegetteggggecgecgggtgeggacgecag
cgactccagagcctttceccagecgcgggagcecctceccacgecgectteccececatetettectegtect
cctectgceteccggggeggagagcecggggecceccggeggegecagcaactgegggacgectcecagete
gacacggaggcggcggcecggacccccggeccgetegetgetgetcagttectacgettegeatece
cttcggggcectceccecccacggaccttecggegectggggtecgegggecccgggggeaacctgtecgaget
gggaggacttgctgctgttcactgacctcgaccaagceccgcgaccgecagcaagetgetgtggtece
agccgcggcgccaagcectgagcecccttegecacccgagcagecggaggagatgtaccagacccectege
cgctctcectceccagecagggtcecggecgectacgacggegegeccggeggettegtgecactetgegg
ccgcggcggcagcagecgeggecggceggecagetecececggtcetacgtgeccaccacccgegtgggt
tccatgctgceccggectaccgtaccacctgcaggggtecgggecagtgggecagecaaccacgcggyg
cggcgcgggcgcegecacceccggcetggectcaggecteggecgacagcecctecatacggecageggag
gcggcgeggcectggcggecggggecgcggggectggeggegetggectecagecgeggegeacgteteg
gcgcgcttcececctacteteccageccgeccatggecaacggecgecgegegggagecgggaggeta
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cgcggcggcegggcagtgggggcgcgggaggcgtgageggeggeggecagtagectggeggecatgg
gcggccgcgagecccagtacagetcegetgteggecgegeggecgcectgaacgggacgtaccaccecac
caccaccaccaccaccaccaccatccgageccectactegecctacgtgggggegecactgacgec
tgcctggcecccecgecggacccttcecgagaccecggtgetgecacagectgcagagecgegecggagece
cgctcceccecggtgecccecggggteccagtgcagacctgetggaggacctgtecgagagecgecgagtge
gtgaactgcggctccatccagacgcecgectgtggeggegggacggcaccggecactacctgtgeaa
cgcctgcgggcetcectacagcaagatgaacggcectcagecggceccctcecatcaagecgecagaagcecgeyg
tgccttcatcacggcggcttggattgtectgtgeccaactgtcacaccacaactaccaccttatgg
cgcagaaacgccgagggtgaacccgtgtgcaatgettgtggactctacatgaaactccatggggt
gcccagaccacttgctatgaaaaaagagggaattcaaaccaggaaacgaaaacctaagaacataa
ataaatcaaagacttgctctggtaatagcaataattccattcecccatgactceccaactteccacctet
tctaactcagatgattgcagcaaaaatacttcccecceccacaacacaacctacagectcaggggeggyg
tgcccececggtgatgactggtgcgggagagagcaccaatceccgagaacagcecgagetcaagtattegg
gtcaagatgggctctacataggcgtcagtctcecgectcecgecggecgaagtcacgtectecgtgega
ccggattcctggtgecgecctggecectggectga (SEQ ID NO:104)

[00393] Homo sapiens GATA binding protein 1(GATA1) (NM_002049) SEQ ID NO:41
(protein) and SEQ ID NO:105 (DNA)
MEFPGLGSLGTSEPLPQFVDPALVSSTPESGVFFPSGPEGLDAAASSTAPSTATAAAAALAYYRD
AEAYRHSPVFQVYPLLNCMEGIPGGSPYAGWAYGKTGLYPASTVCPTREDSPPQAVEDLDGKGST
SFLETLKTERLSPDLLTLGPALPSSLPVPNSAYGGPDFSSTFFSPTGSPLNSAAYSSPKLRGTLP
LPPCEARECVNCGATATPLWRRDRTGHYLCNACGLYHKMNGONRPLTRPKKRLIVSKRAGTQCTN
CQTTTTTLWRRNASGDPVCNACGLYYKLHQVNRPLTMRKDGIQTRNRKASGKGKKKRGSSLGGTG
AAEGPAGGFMVVAGGSGSGNCGEVASGLTLGPPGTAHLYQGLGPVVLSGPVSHLMPFPGPLLGSP
TGSFPTGPMPPTTSTTVVAPLSS (SEQ ID NO:41)
atggagttccctggcectggggtceccecctggggacctcagageccctecceccececagtttgtggatectge
tctggtgtccectceccacaccagaatcaggggttttettecectetgggectgagggettggatgeag
cagcttcctceccactgececccgagcacagcecaccgetgecagetgeggecactggectactacagggac
gctgaggcctacagacactcecccagtetttcaggtgtaccecattgetcaactgtatggaggggat
cccagggggctcaccatatgecggcectgggectacggcaagacggggcectcetaccctgectcaactyg
tgtgtcccacccecgecgaggactcectectecccaggecgtggaagatcectggatggaaaaggcagcecace
agcttcctggagactttgaagacagagcggctgagcecccagacctectgaccctgggacctgeact
gccttcatcactcecctgtecccaatagtgettatgggggecctgacttttecagtacecttetttt
ctcccaccgggagecccectcaattcagecagectattecteteccaagettegtggaacteteccee
ctgcctcecctgtgaggceccagggagtgtgtgaactgecggagcaacagcecactcecactgtggeggag
ggacaggacaggccactacctatgcaacgcectgecggectcectatcacaagatgaatgggcagaaca
ggcccctcecatceccecggeccaagaagecgectgattgtcagtaaacgggcaggtactcagtgcaccaac
tgccagacgaccaccacgacactgtggcggagaaatgccagtggggatccecgtgtgcaatgectyg
cggcctcectactacaagctacaccaggtgaaccggcecactgaccatgcggaaggatggtattcaga
ctcgaaaccgcaaggcatctggaaaagggaaaaagaaacggggctccagtcectgggaggcacagga
gcagccgaaggaccagctggtggetttatggtggtggectgggggcageggtagegggaattgtgg
ggaggtggcttcaggcctgacactgggcecccceccaggtactgceccatcectcetaccaaggectgggec
ctgtggtgctgtcagggcctgttageccacctcecatgectttecctggaccececctactgggetcecaccee
acgggctccttcececccacaggceccecatgecccccaccacecageactactgtggtggetecgetecag
ctcatga (SEQ ID NO:105)

[00394] Homo sapiens Fli-1 proto-oncogene, ETS transcription factor (FLI1) (NM_002017)
SEQ ID NO:42 (protein) and SEQ ID NO:106 (DNA)
MDGTIKEALSVVSDDQSLFDSAYGAAAHLPKADMTASGSPDYGQPHKINPLPPQOEWINQPVRVN
VKREYDHMNGSRESPVDCSVSKCSKLVGGGESNPMNYNSYMDEKNGPPPPNMTTNERRVIVPADP
TLWTQEHVROQWLEWAIKEYSIMEIDTSFFQONMDGKELCKMNKEDFLRATTLYNTEVLLSHLSYLR
ESSLLAYNTTSHTDQSSRLSVKEDPSYDSVRRGAWGNNMNSGLNKSPPLGGAQTISKNTEQRPQP
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DPYQILGPTSSRLANPGSGQIQLWQFLLELLSDSANASCITWEGTNGEFKMTDPDEVARRWGERK
SKPNMNYDKLSRALRYYYDKNIMTKVHGKRYAYKFDFHGTAQALQPHPTESSMYKYPSDISYMPS
YHAHQQOKVNEFVPPHPSSMPVTSSSFFGAASQYWT SPTGGIYPNPNVPRHPNTHVPSHLGSYY
(SEQ ID NO:42)
atggacgggactattaaggaggctctgtcggtggtgagcgacgaccagtceccectetttgactcecage
gtacggagcggcagcccatctcececccaaggecgacatgactgectecggggagtectgactacggge
agccccacaagatcaaccceccectceccaccacagcaggagtggatcaatcagecagtgagggtcaac
gtcaagcgggagtatgaccacatgaatggatccagggagtctccggtggactgcagegttagecaa
atgcagcaagctggtgggcggaggcgagtccaaccccatgaactacaacagcetatatggacgaga
agaatggcccccectecteccaacatgaccaccaacgagaggagagtcategteccececgecagaccce
acactgtggacacaggagcatgtgaggcaatggctggagtgggccataaaggagtacagecttgat
ggagatcgacacatcctttttccagaacatggatggcaaggaactgtgtaaaatgaacaaggagg
acttcctceccgegecaccaccectcectacaacacggaagtgetgttgtcacacctcagttacctcagg
gaaagttcactgctggcctataatacaacctcecccacaccgaccaatcectecacgattgagtgtcaa
agaagacccttcecttatgactcagtcagaagaggagcttggggcaataacatgaattctggecteca
acaaaagtcctcecccececttggaggggcacaaacgatcagtaagaatacagagcaacggecccagececa
gatccgtatcagatcctgggcecccgaccagcagtegectagecaaccctggaagegggecagatececa
gctgtggcaattcecctectggagetgetetecgacagegecaacgceccagectgtatcacctgggagg
ggaccaacggggagttcaaaatgacggaccccgatgaggtggccaggcecgetggggcgagcggaaa
agcaagcccaacatgaattacgacaagctgagcecgggcecctecgttattactatgataaaaacat
tatgaccaaagtgcacggcaaaagatatgcttacaaatttgacttccacggcattgcccaggetce
tgcagccacatccgaccgagtcecgtceccatgtacaagtacccttcectgacatcectectacatgecttec
taccatgcccaccagcagaaggtgaactttgtceccectecccatceccatectecatgectgtecactte
ctccagcttcetttggagecgecatcacaatactggacctcececcccacggggggaatctaceccecaace
ccaacgtcccccgecatcecctaacacccacgtgecttcacacttaggcagetactactag (SEQ
ID NO:106)

[00395] Human erythroid Kruppel-like factor EKLF gene (U37106) SEQ ID NO:43 (protein)
and SEQ ID NO:107 (DNA)
MATAETALPSISTLTALGPFPDTQDDFLKWWRSEEAQDMGPGPPDPTEPPLHVKSEDQPGEEEDD
ERGADATWDLDLLLTNFSGPEPGGAPQTCALAPSEASGAQYPPPPETLGAYAGGPGLVAGLLGSE
DHSGWVRPALRARAPDAFVGPALAPAPAPEPKALALQPVYPGPGAGSSGGYFPRTGLSVPAASGA
PYGLLSGYPAMYPAPQYQGHFQLFRGLOGPAPGPATSPSFLSCLGPGTVGTGLGGTAEDPGVIAE
TAPSKRGRRSWARKRQAAHTCAHPGCGKSYTKSSHLKAHIRTHTGEKPYACTWEGCGWRFARSDE
LTRHYRKHTGQRPFRCQLCPRAFSRSDHLALHMKRHL  (SEQ ID NO:43)
atggccacagccgagaccgcecttgecctcecatcagcacactgaccgecctgggeccctteccgga
cacacaggatgacttcctcaagtggtggcgetccgaagaggcgcaggacatgggeccgggtecte
ctgaccccacggagcecgceccctecacgtgaagtectgaggaccagececcggggaggaagaggacgat
gagaggggcgcggacgceccacctgggacctggatcectectectcaccaacttetecgggeccggagec
cggtggcgcgcecccagacctgcegcetcectggegeccagecgaggectcececggggegecaatatccgecge
cgcccgagactcectgggegeatatgcectggecggeccggggetggtggetgggettttgggttecggag
gatcactcgggttgggtgcgccctgecctgecgageccgggetcecceccgacgecttegtgggeccage
cctggcectccagcecceccecggeccccgageccaaggegetggegetgcaaccggtgtaceccggggeccyg
gcgccggctectegggtggctacttcececcgeggaccgggetttcagtgectgeggegtecgggegec
ccctacgggcectactgtcecgggtaccceccgecgatgtacccggegectcagtaccaagggeactteca
gctcttccecgegggetceccagggacccecgegeccggteccgecacgtececectecttectgagttgtt
tgggacccgggacggtgggcactggactcecggggggactgcagaggatccaggtgtgatagecgag
accgcgccatccaagcgaggceccgacgttegtgggegegcaagaggcaggcecagegecacacgtgege
gcacccgggttgcggcaagagctacaccaagagcetcecccacctgaaggecgecatcectgegecacgeaca
caggggagaagccatacgcectgcacgtgggaaggctgcecggcectggagattcgegegetecggacgag
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ctgacccgceccactaccggaaacacacggggcecagcegecccttecgetgecagetetgeccacgtge
tttttcgcgectctgaccacctggecttgecacatgaagegeccacctttga (SEQ ID NO:107)
[00396] Human MyoD (X56677) SEQ ID NO:44 (protein) and SEQ ID NO:108 (DNA)
MELLSPPLRDVDLTAPDGSLCSFATTDDFYDDPCFDSPDLRFFEDLDPRLMHVGALLKPEEHSHE
PAAVHPAPGAREDEHVRAPSGHHQAGRCLLWACKACKRKTTNADRRKAATMRERRRLSKVNEAFE
TLKRCTSSNPNQRLPKVEILRNAIRYTEGLOALLRDOQDAAPPGAAAFYAPGPLPPGRGGEHYSGD
SDASSPRSNCSDGMMDY SGPPSGARRRNCYEGAYYNEAPSEPRPGKSAAVSSLDYLSSIVERIST
ESPAAPALLLADVPSESPPRROQEAAAPSEGESSGDPTQSPDAAPQCPAGANPNPIYQVL (SEQ
ID NO:44)
atggagctactgtcgccaccgctceccgegacgtagacctgacggeccceccgacggetetetetgete
ctttgccacaacggacgacttctatgacgacccgtgtttcgactceccccecggacctgegettetteg
aagacctggacccgcgectgatgcacgtgggegegetcectgaaacccgaagagecactecgeactte
cccgcecggcecggtgcecaccecggecccgggegcacgtgaggacgagecatgtgecgegegeccagegggea
ccaccaggcgggcecgcetgectactgtgggectgcaaggegtgcaagcgcaagaccaccaacgecg
accgccgcaaggcecgcecaccatgegecgagceggcecgecgectgagcaaagtaaatgaggectttgag
acactcaagcgctgcacgtcgagcaatccaaaccagcggttgeccaaggtggagatcectgegeaa
cgccatccgcectatatcgagggcectgcaggetcetgetgegecgaccaggacgecgegeccectggeg
cagccgcecttcectatgecgecgggeccgetgecececgggecgeggeggcgageactacagecggegac
tccgacgcecgtccagceccgegcetceccaactgetecgacggecatgatggactacagecggecccccgag
cggcgcccggcggcecggaactgctacgaaggegectactacaacgaggcecgeccagcgaaccecagge
ccgggaagagtgcggcecggtgtcecgagectagactacctgtecagecatecgtggagegecatcectecace
gagagccctgcecggcegceccgcecctectgetggeggacgtgecttetgagtegectecgegecaggea
agaggctgccgcecccecccagcgagggagagagcagcecggcgaccccacccagtcaccggacgecgcecce
cgcagtgccctgcgggtgecgaaccccaacccecgatataccaggtgetetga (SEQ ID
NO:108)

[00397] Homo sapiens NGFI-A binding protein 2 (EGR1 binding protein 2)(NAB2)
(NM_005967) SEQ ID NO:45 (protein) and SEQ ID NO:109 (DNA)
MHRAPSPTAEQPPGGGDSARRTLOQPRIKPSARAMALPRTLGELQLYRVLORANLLSYYETFIQQG
GDDVQQLCEAGEEEFLEIMALVGMATKPLHVRRLOKATLREWATNPGLFSQPVPAVPVSSIPLFKT
SETAGTRKGSMSNGHGS PGEKAGSARSFSPKSPLELGEKLSPLPGGPGAGDPRIWPGRSTPESDV
GAGGEEEAGSPPFSPPAGGGVPEGTGAGGLAAGGTGGGPDRLEPEMVRMVVESVERIFRSFPRGD
AGEVTSLLKLNKKLARSVGHIFEMDDNDSQKEEETRKYSTIIYGRFDSKRREGKQLSLHELTINEA
AAQFCMRDNTLLLRRVELFSLSROQVARESTYLSSLKGSRLHPEELGGPPLKKLKQEVGEQSHPET
QOPPPGPESYVPPYRPSIEEDSASLSGESLDGHLQAVGSCPRLTPPPADLPLALPAHGLWSRHIL
QQTIMDEGLRLARLVSHDRVGRLSPCVPAKPPLAEFEEGLLDRCPAPGPHPALVEGRRSSVKVEA
EASRQ (SEQ ID NO:45)
atgcacagagcgccttccececccacagecgagcagecgecgggecggaggggacagegeeccgecggac
cctgcagcccagactcaagceccagtgeccgagecatggcactgectecggacgetgggggagetge
agctgtaccgggtcctgcagcgcgccaacctectttectactatgagaccttecateccagcaggga
ggggacgacgtgcagcagctgtgtgaggcgggtgaggaggagtttctggagatcatggcacttgt
gggcatggccaccaagcecccctcecatgtecggegectgcagaaggcactgagagagtgggecaceca
atccagggctcttcagtcaaccagtgectgetgtteccgtetceccagecatececgetettcaagate
tctgagactgcgggtacccggaaagggagcatgagcaatgggcatggcageccaggggaaaaggce
aggcagtgcccgcagttttagecccaagagecccecttgaacttggagagaagcetatcaccactge
ctgggggacctggggcaggggacccccggatectggecaggecggagecactcecagagteggacgtt
ggggcaggaggagaagaggaggctggcectcgeccceccctteteccceeecctgecagggggaggagtece
tgaggggactggggctggggggctggcagcaggtgggactgggggtggtccagaccgactggage
cagagatggtacgcatggtggtggaaagtgtggagaggatcttccggagetteccaaggggggat
gctggggaggtcacatccecctgctaaagctgaataagaagctggcacggagegttgggecacatett
tgagatggatgataatgacagccagaaggaagaggagatccgcaaatacagcatcatctatggec
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gtttcgactctaagcggcgggagggcaagcagcetcagectgcacgagcetcaccatcaacgagget
gctgcccagttectgcatgagggacaacacgcetcettattacggagagtggagetettetetttgte
ccgccaagtagceccgagagagcacctacttgtectecttgaagggectceccaggettecaccctgaag
aactgggaggccctceccactgaagaagctgaaacaagaggttggagaacagagtcaccctgaaatce
cagcagcctcccecccaggcecctgagtectatgtaccececcataccgecccagectggaggaggacag
cgccagcctgtcectggggagagtctggatggacatttgcaggctgtggggtcatgtceccaaggcectga
cgccgecccectgetgacctgectetggecattgecageccatgggcectatggagecgacacatectyg
cagcagacactgatggacgaggggctgcggcetcgeccgectegtcetceccacgaccgegtgggecyg
cctcagccceccectgtgtgectgecgaagcecacctetegecagagttcgaggaagggetgetggacagat
gtcctgceccecccaggaccceccatcecceccgcegetggtggagggtegcaggagcagegtgaaagtggagget
gaggccagccggcagtga (SEQ ID N0O:109)

[00398] Homo sapiens early growth response 1 (EGR1) (NM _001964) SEQ ID NO:46
(protein) and SEQ ID NO:110 (DNA)

MAAAKAEMQOIMSPLOISDPFGSFPHSPTMDNY PKLEEMMLLSNGAPQFLGAAGAPEGSGSNSSSS
SSGGGGGGGGGSNSSSSSSTEFNPQADTGEQPYEHLTAESFPDISINNEKVLVETSYPSQTTRLPP
ITYTGRFSLEPAPNSGNTLWPEPLFSIVSGLVSMTNPPASSSSAPSPAASSASASQSPPLSCAVP
SNDSSPIYSAAPTFPTPNTDIFPEPQSQAFPGSAGTALQYPPPAYPAAKGGFQVPMIPDYLEPQQ
QGDLGLGTPDQKPFQGLESRTQQPSLTPLSTIKAFATQSGSQDLKAILNTSYQSQLIKPSRMRKYP
NRPSKTPPHERPYACPVESCDRRFSRSDELTRHIRIHTGQKPFQCRICMRNFSRSDHLTTHIRTH
TGEKPFACDICGRKFARSDERKRHTKIHLRQKDKKADKSVVASSATSSLSSYPSPVATSYPSPVT
TSYPSPATTSYPSPVPTSFSSPGSSTYPSPVHSGFPSPSVATTYSSVPPAFPAQVSSEFPSSAVTN
SFSASTGLSDMTATFSPRTIEIC (SEQ ID NO:46)
atggccgcggccaaggeccgagatgcagectgatgtceccecgetgecagatcectetgaccecegtteggate
ctttccectcactcecgeccaccatggacaactaccecctaagetggaggagatgatgetgetgagecaacyg
gggctccccagttectcecggegecgeccggggecccagagggcagecggcagcaacagcagcageage
agcagcgggggcggtggaggcggcgggggcecggcagcaacagcagcagcagcageageaccttcecaa
ccctcaggcggacacgggcecgagcagecctacgagecacctgaccgcagagtettttectgacatet
ctctgaacaacgagaaggtgctggtggagaccagttaccccagceccaaaccactcgactgeccece
atcacctatactggccgcecttttcececctggagectgcecacccaacagtggcaacaccttgtggeccga
gcccectettecagettggtcagtggectagtgagcatgaccaacccaccggectectegtecteag
caccatctccagcggectectecgectecgecteccagagceccacceccecctgagetgegecagtgeca
tccaacgacagcagtcccatttactcagecggecacccaccttecccacgecgaacactgacatttt
ccctgagccacaaagcecaggectteccgggetceggecagggacagegetecagtaceecgectectyg
cctaccctgcecgceccaagggtggettceccaggtteccatgatececcgactacctgtttecacageag
cagggggatctgggcecctgggcaccccagaccagaageccttceccagggectggagagecgeacceca
gcagccttcgcectaaccectetgtectactattaaggectttgecactcagtecgggeteccaggace
tgaaggccctcaataccagctaccagtcecccagetcatcaaacccagecgecatgegecaagtaccecce
aaccggcccagcaagacgeccceccccacgaacgceccttacgettgeccagtggagtectgtgateg
ccgcttcetcececcgetecgacgagetcacccecgecacatecgecatceccacacaggecagaageccttee
agtgccgcatctgcatgcgcaacttcageccgecagecgaccacctcacecacccacatceccecgeaccececac
acaggcgaaaagcccttcecgectgecgacatectgtggaagaaagtttgeccaggagecgatgaacgecaa
gaggcataccaagatccacttgcggcagaaggacaagaaagcagacaaaagtgttgtggectett
cggccacctcectcetcetetettectacececgtecceggttgetacctettacecegteccecggttact
acctcttatccatccecceccggceccaccacctecatacccatcececcectgtgeccacctecttetectetee
cggctcecctcgacctacccatecececctgtgcacagtggetteccecctececegteggtggecaccacgt
actcctctgttcecceccectgetttecececggeccaggtcagecagetteecttectecagetgtcecaccaac
tccecttcagegectceccacagggetttecggacatgacagcaacctttteteccaggacaattgaaat
ttgctaa (SEQ ID NO:110)

[00399] Homo sapiens growth factor independent 1 transcription repressor(GFIl)
(NM_005263) SEQ ID NO:47 (protein) and SEQ ID NO:111 (DNA)



10

15

20

25

30

35

40

45

50

WO 2015/061779 PCT/US2014/062400

94

MPRSFLVKSKKAHSYHQPRSPGPDYSLRLENVPAPSRADSTSNAGGAKAEPRDRLSPESQLTEAP
DRASASPDSCEGSVCERSSEFEDFWRPPSPSASPASEKSMCPSLDEAQPFPLPFKPYSWSGLAGS
DLRHLVQSYRPCGALERGAGLGLFCEPAPEPGHPAALYGPKRAAGGAGAGAPGSCSAGAGATAGP
GLGLYGDFGSAAAGLYERPTAAAGLLYPERGHGLHADKGAGVKVESELLCTRLLLGGGSYKCIKC
SKVFSTPHGLEVHVRRSHSGTRPFACEMCGKTFGHAVSLEQHKAVHSQERSFDCKICGKSFKRSS
TLSTHLLTHSDTRPYPCQYCGKRFHQOKSDMKKHTFIHTGEKPHKCQVCGKAFSQSSNLITHSRKH
TGFKPFGCDLCGKGFQRKVDLRRHRETQHGLK  (SEQ ID NO:47)
atgccgcecgcectcatttcectegtcaaaagcaagaaggctcacagetaccaccagecgegetecccagyg
accagactattccctcecgtttagagaatgtaccggecgectagecgagcagacagecacttcaaatyg
caggcggggcgaaggcggagecccgggaccgtttgtecececcgaatecgecagetgaccgaageccca
gacagagcctccgcecatceccecccagacagectgcecgaaggcagegtectgecgaacggagetecggagtttga
ggacttctggaggcccccgtcacccectecgegtetecagectecggagaagtcaatgtgeccatege
tggacgaagcccagcecccttcecccectgectttcaaaccgtactcatggageggectggegggttet
gacctgcggcacctggtgcagagctaccgaccgtgtggggecctggagegtggegetggectggg
cctecttetgcecgaaccecgecceccggagectggecaccecggecgegetgtacggeccgaagegggetyg
ccggcggcgcgggggecggggcgcecagggagcectgecagegecaggggecggtgecaccgetggecct
ggcctagggcectctacggcgacttcgggtectgeggecagecgggcetgtatgagaggeccacggcecage
ggcgggcttgctgtaccccgagegtggceccacgggcetgcacgcagacaagggcegetggegtcaagg
tggagtcggagctgctgtgcacccgectgcetgetgggecggeggetectacaagtgecatcaagtge
agcaaggtgttctccacgccgcacgggcectecgaggtgcacgtgegcaggtcecccacageggtacecag
accctttgcectgcecgagatgtgcecggcaagaccttecgggcacgeggtgagectggagecagcacaaag
ccgtgcactcecgcaggaacggagcectttgactgtaagatctgtgggaagagcecttcaagaggtcatece
acactgtccacacacctgcecttatccactcagacactcggecctaccectgtecagtactgtggeaa
gaggttccaccagaagtcagacatgaagaaacacactttcatccacactggtgagaagcctcaca
agtgccaggtgtgcggcaaggcattcagccagagctccaacctcecatcacccacagecgcaaacac
acaggcttcaagcccttcecggectgegacctetgtgggaagggtttceccagaggaaggtggacctecg
aaggcaccgggagacgcagcatgggctcaaatga (SEQ ID NO:111)

[00400] Homo sapiens paired box 5 (PAXS) (NM_016734) SEQ 1D NO:48 (protein) and SEQ
ID NO:112(DNA)
MDLEKNYPTPRTSRTGHGGVNQLGGVEVNGRPLPDVVRQRIVELAHQGVRPCDISRQLRVSHGCV
SKILGRYYETGSIKPGVIGGSKPKVATPKVVEKIAEYKRONPTMFAWETIRDRLLAERVCDNDTVP
SVSSINRIIRTKVQQOPPNQPVPASSHSIVSTGSVTQVSSVSTDSAGSSYSISGILGITSPSADTN
KRKRDEGIQESPVPNGHSLPGRDFLRKOMRGDLEFTQQQLEVLDRVFERQHYSDIFTTTEPIKPEQ
TTEYSAMASLAGGLDDMKANLASPTPADIGSSVPGPQSYPIVTGRDLASTTLPGYPPHVPPAGQG
SYSAPTLTGMVPGSEFSGSPYSHPQYSSYNDSWRFPNPGLLGSPYYYSAAARGAAPPAAATAYDR
H (SEQ ID NO0O:48)
atggatttagagaaaaattatccgactcctcecggaccagcaggacaggacatggaggagtgaatca
gcttgggggggtttttgtgaatggacggccactceccggatgtagtecgecagaggatagtggaac
ttgctcatcaaggtgtcaggccctgcecgacatcteccaggcagettecgggtcagecatggttgtgte
agcaaaattcttggcaggtattatgagacaggaagcatcaagcctggggtaattggaggatccaa
accaaaggtcgccacacccaaagtggtggaaaaaatcgctgaatataaacgccaaaatcccaccea
tgtttgcctgggagatcagggaccggctgectggcagagegggtgtgtgacaatgacaccgtgect
agcgtcagttccatcaacaggatcatccggacaaaagtacagcagecacccaaccaaccagtcecce
agcttccagtcacagcatagtgtccactggcectcecgtgacgcaggtgtcecteggtgagcacggatt
cggccggctcegtegtactceccatcageggcecatectgggecatcacgteccceccagegecgacaccaac
aagcgcaagagagacgaaggtattcaggagtctccggtgcecgaacggecactegettecgggeag
agacttcctceccggaagcagatgcggggagacttgttcacacagcagcagcetggaggtgetggacce
gcgtgtttgagaggcagcactactcagacatcttcaccaccacagagceccatcaageccgageag
accacagagtattcagccatggcctcecgectggetggtgggctggacgacatgaaggeccaatctgge
cagccccacccectgetgacatcecgggagcagtgtgecaggeccgcagtectacceecattgtgacag
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gccecgtgacttggcgagcacgaccctceccecccecgggtacccteccacacgteceececceccgetggacaggge
agctactcagcaccgacgctgacagggatggtgcecctgggagtgagttttceccgggagtecctacag
ccaccctcagtattcectcecgtacaacgactcecctggaggttecccaaccecggggetgettggetece
cctactattatagcgcectgcecgceccgaggagecgecccacctgecagecgecactgectatgacegt
cactga (SEQ ID NO:112)

[00401] Homo sapiens T-cell-specific T-box transcription factor T-bet mRNA (AF241243)
SEQ ID NO:49 (protein) and SEQ ID NO:113 (DNA)
MGIVEPGCGDMLTGTEPMPGSDEGRAPGADPQHRYFYPEPGAQDADERRGGGSLGSPYPGGALVP
APPSRFLGAYAYPPRPOAAGFPGAGESFPPPADAEGYQPGEGYAAPDPRAGLYPGPREDYALPAG
LEVSGKLRVALNNHLLWSKFNQHQTEMI ITKQGRRMFPFLSFTVAGLEPTSHYRMFVDVVLVDQH
HWRYQSGKWVQCGKAEGSMPGNRLYVHPDSPNTGAHWMRQEVSFGKLKLTNNKGASNNVTQMIVL
QSLHKYQPRLHIVEVNDGEPEAACNASNTHIFTFQETQFIAVTAYONAETTQLKIDNNPFAKGER
ENFESMYTSVDTSIPSPPGPNCQFLGGDHYSPLLPNQYPVPSREFYPDLPGQAKDVVPQAYWLGAP
RDHSYEAEFRAVSMKPAFLPSAPGPTMSYYRGQEVLAPGAGWPVAPQYPPKMGPASWEFRPMRTLP
MEPGPGGSEGRGPEDQGPPLVWTEIAPTRPESSDSGLGEGDSKRRRVSPYPSSGDSSSPAGAPSP
FDKEAEGQFYNYFPN (SEQ ID NO:49)
atgggcatcgtggagccgggttgcggagacatgectgacgggcaccgagecgatgecggggagega
cgagggccgggcgcectggegecgacccgcagecaccgetacttetaccecggagecgggegegecagyg
acgcggacgagcgtcecgcecgggggcggcagectggggtcetecctaceccggggggegecttggtgece
gccccgcecgagecgcettecttggagectacgectacccgecgcgaccecccaggeggecggettecce
cggcgcgggcgagtectteccgecgeccgcggacgecgagggetaccagecgggegagggetacyg
ccgcecccggacceccgegegecgggcetetaccecggggecgegtgaggactacgegetacceccgeggga
ctggaggtgtcggggaaactgagggtcgcgcetcaacaaccacctgttgtggtccaagtttaatca
gcaccagacagagatgatcatcaccaagcagggacggcggatgttcccattcectgtcatttactyg
tggccgggctggagcecccaccagceccactacaggatgtttgtggacgtggtettggtggaccageac
cactggcggtaccagagcggcaagtgggtgcagtgtggaaaggccgagggcagcatgecaggaaa
ccgcecctgtacgtccacceccggactceccceccaacacaggagegcactggatgegecaggaagttteat
ttgggaaactaaagctcacaaacaacaagggggcgtccaacaatgtgacccagatgattgtgetce
cagtccctceccataagtaccagcecccecggcetgeatategttgaggtgaacgacggagagecagagge
agcctgcaacgcttccaacacgcatatcectttactttceccaagaaacccagttcattgecgtgactyg
cctaccagaatgccgagattactcagctgaaaattgataataacccecctttgecaaaggattccgg
gagaactttgagtccatgtacacatctgttgacaccagcatcccecctecceccecgectggacccaactyg
tcaattccttgggggagatcactactcectectetectacccaaccagtatectgtteccagecget
tctaccccgaccttectggeccaggcecgaaggatgtggttecccaggettactggetgggggeccee
cgggaccacagctatgaggctgagtttcgagcagtcagcatgaagectgecattettgecctcetge
ccctgggceccaccatgtcectactaccgaggcecaggaggtectggecacctggagetggetggectyg
tggcaccccagtaccctceccaagatgggeccggecagcetggttecgecctatgeggactetgecce
atggaacccggcecctggaggctcagagggacggggaccagaggaccagggtececeecttggtgtyg
gactgagattgcccceccatceccggcecggaatcecagtgattcaggactgggecgaaggagactctaaga
ggaggcgcgtgtccceccecctatcecttcecagtggtgacagetectecectgetggggeceecttetect
tttgataaggaagctgaaggacagttttataactattttcccaactga (SEQ ID NO:113)
[00402] Homo sapiens GATA binding protein 3 (GATA3) (NM_001002295) SEQ ID NO:50
(protein) and SEQ ID NO:114 (DNA)
MEVTADQPRWVSHHHPAVINGOQHPDTHHPGLSHSYMDAAQYPLPEEVDVLEFNIDGQGNHVPPYYG
NSVRATVQRYPPTHHGSQVCRPPLLHGSLPWLDGGKALGSHHTASPWNLSPFSKTSIHHGSPGPL
SVYPPASSSSLSGGHASPHLFTFPPTPPKDVSPDPSLSTPGSAGSARQDEKECLKYQVPLPDSMK
LESSHSRGSMTALGGASSSTHHPITTYPPYVPEYSSGLFPPSSLLGGSPTGFGCKSRPKARSSTE
GRECVNCGATSTPLWRRDGTGHYLCNACGLYHKMNGONRPLIKPKRRLSAARRAGTSCANCQTTT
TTLWRRNANGDPVCNACGLYYKLHNINRPLTMKKEGIQTRNRKMSSKSKKCKKVHDSLEDFPKNS
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SFNPAALSRHMSSLSHISPFSHSSHMLTTPTPMHPPSSLSFGPHHPSSMVTAMG (SEQ ID
NO:50)
atggaggtgacggcggaccagccgcgectgggtgageccaccaccacccecgecgtgetcaacgggea
gcacccggacacgcaccacccgggcectcagecactectacatggacgecggegecagtacccgetge
cggaggaggtggatgtgctttttaacatcgacggtcaaggcaaccacgtcceccecgecctactacgga
aactcggtcagggccacggtgcagaggtaccctceccgacccaccacgggagecaggtgtgecgecce
gcctcectgettcatggatceccctaccectggetggacggeggcaaagcececctgggecagecaccacaceyg
cctceccecceccectggaatcectecageccectteteccaagacgtecatceccaccacggetececcggggecccte
tccecgtctaccecceceecggectegtectectecttgtecggggggecacgecageccgeacctetteac
cttcceccecgceccacccececgecgaaggacgtetcececcecggaccecatcegcetgtceccacceccaggetcggecyg
gctcggcecceccggcaggacgagaaagagtgectcaagtaccaggtgeccecctgeccgacagecatgaag
ctggagtcgtcccactcecceccgtggcagcatgaccgecctgggtggagectectegtecgacccaceca
ccccatcaccacctacccegecctacgtgeccgagtacagetceccggactettecececcccagcagec
tgctgggcggctceccecccaccggcecttecggatgcaagteccaggeccaaggeccggtcecagecacagaa
ggcagggagtgtgtgaactgtggggcaacctcgaccccactgtggeggegagatggcacgggaca
ctacctgtgcaacgcectgecgggectctatcacaaaatgaacggacagaaccggeccctecattaage
ccaagcgaaggctgtctgcagccaggagagcagggacgtectgtgecgaactgtcagaccaccaca
accacactctggaggaggaatgccaatggggaccctgtctgcaatgectgtgggctctactacaa
gcttcacaatattaacagacccctgactatgaagaaggaaggcatccagaccagaaaccgaaaaa
tgtctagcaaatccaaaaagtgcaaaaaagtgcatgactcactggaggacttccccaagaacage
tcgtttaacccggecgecctcecteccagacacatgtecteecctgagecacatetegeccttecageca
ctccagccacatgcectgaccacgceccacgcecgatgecacccgecatccagectgtectttggaccac
accacccctcecagecatggtcaccgecatgggttag (SEQ ID NO:114)

[00403] Homo sapiens FOXP3 (EF534714) SEQ ID NO:51 (protein) and SEQ ID NO:115
(DNA)
MPNPRPGKPSAPSLALGPSPGASPSWRAAPKASDLLGARGPGGTFQGRDLRGGAHASSSSLNPMP
PSQLOLPTLPLVMVAPSGARLGPLPHLOALLODRPHFMHQLSTVDAHARTPVLQVHPLESPAMIS
LTPPTTATGVFSLKARPGLPPGINVASLEWVSREPALLCTFPNPSAPRKDSTLSAVPQSSYPLLA
NGVCKWPGCEKVFEEPEDFLKHCQADHLLDEKGRAQCLLOREMVQOSLEQQLVILEKEKLSAMQAHL
AGKMALTKASSVASSDKGSCCIVAAGSQGPVVPAWSGPREAPDSLFAVRRHLWGSHGNSTEFPEFL
HNMDYFKFHNMRPPFTYATLIRWATILEAPEKQRTILNEIYHWFTRMFAFFRNHPATWKNATRHNLS
LHKCFVRVESEKGAVWIVDELEFRKKRSQRPSRCSNPTPGP (SEQ ID NO:51)
atgcccaaccccaggcectggcaagcecctcecggeccecttecttggececcttggeccatececccaggage
ctcgcccagcectggagggcectgecacccaaagcectcagacctgetgggggeccggggeccagggggaa
ccttccagggccgagatcttcgaggcecggggeccatgectectettettecttgaaccececatgeca
ccatcgcagctgcagcetgeccacactgeccctagtecatggtggcacccectecggggecacggetggg
ccccecttgcecccacttacaggecactcectceccaggacaggecacatttcatgecaccagetetcaacgg
tggatgcccacgceccggacccecctgtgetgecaggtgcaccececctggagageccagecatgatecage
ctcacaccacccaccaccgcecactggggtettetecctcaaggececggectggecteccacctgg
gatcaacgtggccagcctggaatgggtgtccagggagceccggcactgctetgecacctteccaaate
ccagtgcacccaggaaggacagcacccttteggetgtgecccagagetectacceccactgetggea
aatggtgtctgcaagtggcccggatgtgagaaggtcttcgaagagccagaggacttectcaagea
ctgccaggcggaccatcecttectggatgagaagggcagggcacaatgtcectectecagagagagatgg
tacagtctctggagcagcagctggtgctggagaaggagaagctgagtgccatgcaggeccacctyg
gctgggaaaatggcactgaccaaggcttcatctgtggcatcatccgacaagggetectgetgeat
cgtagctgctggcagccaaggcecctgtegteccagectggtetggecececcgggaggeccctgaca
gcetgtttgetgtecggaggcacctgtggggtageccatggaaacagcacatteccagagttecte
cacaacatggactacttcaagttccacaacatgcgaccccctttcacctacgecacgetecatecyg
ctgggccatcctggaggctccagagaagcagecggacactcaatgagatcectaccactggttcacac
gcatgtttgcecttcecttcagaaaccatcectgeccacctggaagaacgecatecgecacaacctgagt
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ctgcacaagtgctttgtgcgggtggagagcgagaagggggctgtgtggacecgtggatgagetgga
gttccgcaagaaacggagccagaggceccagcaggtgttceccaaccecctacacctggeccectga
(SEQ ID NO:115)

[00404] Human orphan receptor ROR gamma (U16997) SEQ ID NO:52 (protein) and SEQ 1D
NO:116 (DNA)
MDRAPQROHRASRELLAAKKTHTSQIEVIPCKICGDKSSGIHYGVITCEGCKGFFRRSQRCNAAY
SCTRQONCPIDRTSRNRCQHCRLOKCLALGMSRDAVKFGRMSKKQORDSLHAEVQKQLOQROQQOQ
EPVVKTPPAGAQGADTLTYTLGLPDGQLPLGSSPDLPEASACPPGLLKASGSGPSYSNNLAKAGL
NGASCHLEYSPERGKAEGRESFYSTGSQLTPDRCGLRFEEHRHPGLGELGQGPDSYGSPSFRSTP
EAPYASLTEIEHLVQSVCKSYRETCQLRLEDLLRQRSNIFSREEVTGYQRKSMWEMWERCAHHLT
EATQYVVEFAKRLSGFMELCQONDQIVLLKAGAMEVVLVRMCRAYNADNRTVFFEGKYGGMELFRA
LGCSELISSIFDFSHSLSALHFSEDETALYTATLVLINAHRPGLOQEKRKVEQLQYNLELAFHHHLIC
KTHRQSILAKLPPKGKLRSLCSQHVERLOIFQHLHPIVVQAAFPPLYKELFSTETESPVGCPSDL
EEGLLASPYGLLATSLDPVPPSPFSFPMNPGGWSPPALWK (SEQ ID NO:52)
atggacagggccccacagagacagcaccgagectcacgggagetgetggectgcaaagaagaccceca
cacctcacaaattgaagtgatcccttgcaaaatctgtggggacaagtcgtcectgggatccactacyg
gggttatcacctgtgaggggtgcaagggcttcttceccgcecggagecagcegetgtaacgeggectac
tccectgcaccegtcagcagaactgeccecatcgaccgecaccagcecgaaaccgatgecagecactgecg
cctgcagaaatgcecctggcecgcectggggatgtcceccgagatgectgtcaagtteggecgecatgtceccaaga
agcagagggacagcctgcatgcagaagtgcagaaacagctgcagcagcggcaacagcagcaacag
gaaccagtggtcaagacccctceccagcaggggceccaaggagecagatacecctcecacctacaccttggg
gctcccagacgggcagcetgceccctgggetectegectgacctgectgaggettetgectgteccee
ctggcctcctgaaagcectcaggetcectgggecctecatatteccaacaacttggecaaggcagggcete
aatggggcctcatgccaccttgaatacagcecctgagecggggcaaggcectgagggcagagagagett
ctatagcacaggcagccagctgacccectgaccgatgtggacttegttttgaggaacacaggecatce
ctgggcttggggaactgggacagggcccagacagcetacggcagcecccagtttecgecagcacaccyg
gaggcaccctatgectcecectgacagagatagagcacctggtgcagagegtcectgcaagtectacag
ggagacatgccagctgcggctggaggacctgcectgecggcagegetccaacatetteteccgggagyg
aagtgactggctaccagaggaagtccatgtgggagatgtgggaacggtgtgcecccaccacctecacce
gaggccattcagtacgtggtggagttcgccaagaggctctcaggcetttatggagectcectgcecagaa
tgaccagattgtgcttctcaaagcaggagcaatggaagtggtgctggttaggatgtgeccgggect
acaatgctgacaaccgcacggtcttttttgaaggcaaatacggtggcatggagectgttceccgagec
ttgggctgcagcgagctcatcagetccatetttgacttecteccactecctaagtgecttgeactt
ttccgaggatgagattgceccctctacacageccttgttcectcecatcaatgeccatecggceccagggetece
aagagaaaaggaaagtagaacagctgcagtacaatctggagctggectttcatcatcatctetge
aagactcatcgccaaagcatcctggcaaagctgcecacccaaggggaagcecttcecggagectgtgtag
ccagcatgtggaaaggctgcagatcttccagcacctceccaccceccatecgtggtecaagecgetttee
ctccactctacaaggagctcecttcagcactgaaaccgagtcacctgtgggetgteccaagtgacctyg
gaagagggactccttgectcectececctatggectgetggecacctcecectggaccecegttecaccecete
acccttttececttteccatgaaccctggagggtggtecccaccagetetttggaagtga (SEQ
ID NO:116)

[00405] Homo sapiens hepatocyte nuclear factor 4, alpha (HNF4A), (NM_178849) SEQ ID
NO:53 (protein) and SEQ ID NO:117 (DNA)
MRLSKTLVDMDMADYSAALDPAYTTLEFENVQVLTMGNDTSPSEGTNLNAPNSLGVSALCAICGD
RATGKHYGASSCDGCKGFFRRSVRKNHMY SCRFSROQCVVDKDKRNQCRYCRLKKCFRAGMKKEAV
ONERDRISTRRSSYEDSSLPSINALLQAEVLSROITSPVSGINGDIRAKKIASIADVCESMKEQL
LVLVEWAKYTIPAFCELPLDDOQVALLRAHAGEHLLLGATKRSMVFKDVLLLGNDYIVPRHCPELAE
MSRVSIRILDELVLPFQELQIDDNEYAYLKAITFFDPDAKGLSDPGKIKRLRSQVQVSLEDYIND
ROYDSRGRFGELLLLLPTLOSITWOMIEQIQFIKLFGMAKIDNLLOQEMLLGGSPSDAPHAHHPLH
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PHIMQEHMGTNVIVANTMPTHLSNGOMSTPETPOPSPPGGSGSEPYKLLPGAVATIVKPLSATPQ
PTITKQEVI (SEQ ID NO:53)
atgcgactctccaaaaccctcecgtcgacatggacatggceccgactacagtgetgcactggacccage
ctacaccaccctggaatttgagaatgtgcaggtgttgacgatgggcaatgacacgtccecceccatcag
aaggcaccaacctcaacgcgcccaacagectgggtgtcagegecctgtgtgecatectgecggggac
cgggccacgggcaaacactacggtgcectcecgagetgtgacggcectgcaagggettettecggaggag
cgtgcggaagaaccacatgtactcecctgcagatttagecggcagtgegtggtggacaaagacaaga
ggaaccagtgccgctactgcaggctcaagaaatgcttceccgggcectggcatgaagaaggaagecgtce
cagaatgagcgggaccggatcagcactcgaaggtcaagctatgaggacagcagcectgecctceeat
caatgcgctcecctgcaggcggaggtcectgtcecceccgacagatcacctcecececcegtetecgggatcaacyg
gcgacattcgggcgaagaagattgceccagcatcgcagatgtgtgtgagtceccatgaaggagcagcetyg
ctggttctcgttgagtgggccaagtacatcccagetttectgecgagetececcectggacgaccaggt
ggccctgctcagagceccatgcectggcecgagecacctgetgectecggagecaccaagagatcecatggtgt
tcaaggacgtgctgctcecctaggcaatgactacattgtceccecteggcactgececggagetggeggag
atgagccgggtgtccatacgcatccttgacgagetggtgctgeccttceccaggagcetgcagatcecga
tgacaatgagtatgcctacctcaaagccatcatcecttetttgacccagatgeccaaggggetgagceg
atccagggaagatcaagcggctgcgttcecccaggtgcaggtgagettggaggactacatcaacgac
cgccagtatgactcgegtggecgcetttggagagetgetgetgetgetgeccaccttgcagageat
cacctggcagatgatcgagcagatccagttcatcaagcetecttcecggcatggeccaagattgacaace
tgttgcaggagatgctgctgggagggtcccecccagecgatgcaccccatgeccaccacceecctgeac
cctcacctgatgcaggaacatatgggaaccaacgtcatcgttgccaacacaatgeccactcecacct
cagcaacggacagatgtccacccctgagaccccacagecctcecaccgecaggtggetecagggtetyg
agccctataagcectcectgcecgggagecgtcegecacaatcecgtcecaageccectetetgeecatecceccecag
ccgaccatcaccaagcaggaagttatctag (SEQ ID NO:117)

[00406] Human signal transducer and activator of transcription StatSA (U43185) SEQ ID
NO:54 (protein) and SEQ ID NO:118 (DNA)
MAGWIQAQQLOGDATLROMOVLYGOHFPTEVRHYLAQWIESQPWDAIDLDNPQDRAQATQLLEGLV
QELQKKAEHQVGEDGFLILKIKLREYATQLOKTYDRCPLELVRCIRHILYNEQRLVREANNCSSPA
GILVDAMSQKHLOQINQTFEELRLVTQODTENELKKLOQTQEYFITQYQESTIRIQAQFAQLAQLSPQ
ERLSRETALQQKQVSILEAWLOREAQTLOQYRVELAEKHQKTLOLLRKQQTITLDDELIQWKRRQQ
LAGNGGPPEGSLDVLQSWCEKLAET IWONRQQIRRAEHLCQQLPIPGPVEEMLAEVNATITDIIS
ALVTSTFITEKQPPOVLKTQTKFAATVRLLVGGKLNVHMNPPOQVKATITISEQQAKSLLKNENTRN
ECSGEILNNCCVMEYHQATGTLSAHFRNMSLKRIKRADRRGAESVTIEEKFTVLFESQFSVGSNEL
VEFQVKTLSLPVVVIVHGSQDHNATATVLWDNAFAEPGRVPFAVPDKVLWPQLCEALNMKEFKAEVQ
SNRGLTKENLVFLAQKLFNNSSSHLEDYSGLSVSWSQFNRENLPGWNYTEFWQWEDGVMEVLKKHH
KPHWNDGAILGEFVNKQQAHDLLINKPDGTFLLRFSDSEIGGITIAWKFDSPERNLWNLKPFTTRD
FSIRSLADRLGDLSYLIYVFPDRPKDEVFSKYYTPVLAKAVDGYVKPQIKQVVPEFVNASADAGG
SSATYMDQAPSPAVCPQAPYNMYPONPDHVLDODGEFDLDETMDVARHVEELLRRPMDSLDSRLS
PPAGLFTSARGSLS (SEQ ID NO:54)
atggcgggctggatccaggcccagcagcectgcagggagacgegetgegecagatgcaggtgetgta
cggccagcacttceccecceccatcgaggtcecggcactacttggeccagtggattgagagecagecatggg
atgccattgacttggacaatccccaggacagagcccaagcecacccagetectggagggectggtyg
caggagctgcagaagaaggcggagcaccaggtgggggaagatgggtttttactgaagatcaaget
gaggcactacgccacgcagctccagaaaacatatgaccgcectgeccececctggagetggtecgetgea
tccggcacattcectgtacaatgaacagaggctggtceccgagaagceccaacaattgcagetetececgget
gggatcctggttgacgccatgtcccagaagcaccttcagatcaaccagacatttgaggagcetgceg
actggtcacgcaggacacagagaatgagctgaagaaactgcagcagactcaggagtacttcatca
tccagtaccaggagagcctgaggatccaagetcagtttgeccagcetggeccagetgagecccececag
gagcgtctgagccgggagacggcecctecagcagaagcaggtgtetetggaggectggttgecageg
tgaggcacagacactgcagcagtaccgcgtggagctggccgagaagcaccagaagaccctgeage
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tgctgcggaagcagcagaccatcatcctggatgacgagetgatccagtggaagecggeggecageag
ctggccgggaacggcgggecccccgagggcagectggacgtgetacagtectggtgtgagaagtt
ggccgagatcatctggcagaaccggcagcagatceccgcagggcectgagcacctetgecagcagetge
ccatccceccggeccagtggaggagatgectggecgaggtcaacgecaccatcacggacattatcetea
gccecctggtgaccagcacattcatcattgagaagcagcectectcaggtcecctgaagacccagaccaa
gtttgcagccaccgtacgcectgcectggtgggcgggaagctgaacgtgcacatgaatceccecececcccagyg
tgaaggccaccatcatcagtgagcagcaggccaagtctcectgecttaaaaatgagaacacccgcecaac
gagtgcagtggtgagatcctgaacaactgctgcegtgatggagtaccaccaagceccacgggecacccet
cagtgcccacttcaggaacatgtcactgaagaggatcaagcecgtgctgaccggeggggtgcagagt
ccgtgacagaggagaagttcacagtcectgtttgagtctcagttcagtgttggcagcaatgagett
gtgttccaggtgaagactctgtccctacctgtggttgtcatcecgtceccacggecagecaggaccacaa
tgccacggctactgtgectgtgggacaatgectttgctgagecgggcagggtgecatttgeecgtge
ctgacaaagtgctgtggccgcagctgtgtgaggecgetcaacatgaaattcaaggceccgaagtgeag
agcaaccggggcctgaccaaggagaacctegtgttectggegcagaaactgttcaacaacageag
cagccacctggaggactacagtggcctgtcecgtgtectggtceccagttcaacagggagaacttge
cgggctggaactacaccttcectggcagtggtttgacggggtgatggaggtgttgaagaagcaccac
aagccccactggaatgatggggccatcectaggttttgtgaataagcaacaggcecccacgacctget
catcaacaagcccgacgggaccttettgttgegetttagtgactcagaaatcgggggeatcacca
tcgcecctggaagtttgatteccccggaacgcaacctgtggaacctgaaaccattcaccacgecgggat
ttctccatcaggtceccectggectgaccggectgggggacctgagectatcectecatectatgtgtttectga
ccgccccaaggatgaggtcettcetceccaagtactacactectgtgectggetaaagetgttgatggat
atgtgaaaccacagatcaagcaagtggtccecctgagtttgtgaatgcatctgcagatgectgggggce
agcagcgccacgtacatggaccaggccccectececccagetgtgtgecceccecaggetecctataacat
gtacccacagaaccctgaccatgtactcgatcaggatggagaattcgacctggatgagaccatgg
atgtggccaggcacgtggaggaactcttacgccgaccaatggacagtecttgactccececgectcecteg
cccectgecggtettttcacctectgeccagaggectecctectcatga (SEQ ID NO:118)
[00407] Homo sapiens squalene epoxidase (ERG1) mRNA,(AF098865) SEQ ID NO:55
(protein) and SEQ ID NO:119 (DNA)
MWTFLGIATFTYFYKKFGDFITLANREVLLCVLVFLSLGLVLSYRCRHRNGGLLGRQQSGSQFAL
FSDILSGLPFIGFFWAKSPPESENKEQLEARRRRKGTNISETSLIGTAACTSTSSQNDPEVIIVG
AGVLGSALAAVLSRDGRKVTVIERDLKEPDRIVGEFLOQPGGYHVLKDLGLGDTVEGLDAQVVNGY
MIHDQESKSEVQIPYPLSENNOQVQOSGRAFHHGRFIMSLRKAAMAEPNAKFIEGVVLQLLEEDDVV
MGVQYKDKETGDIKELHAPLTVVADGLFSKFRKSLVSNKVSVSSHFVGFLMKNAPQFKANHAELT
LANPSPVLIYQISSSETRVLVDIRGEMPRNLREYMVEKIYPQIPDHLKEPFLEATDNSHLRSMPA
SFLPPSSVKKRGVLLLGDAYNMRHPLTGGGMTVAFKDIKLWRKLLKGIPDLYDDAATIFEAKKSEY
WARKTSHSFVVNILAQALYELFSATDDSLHQLRKACFLYFKLGGECVAGPVGLLSVLSPNPLVLI
GHFFAVATYAVYFCFKSEPWITKPRALLSSGAVLYKACSVIFPLIYSEMKYMVH (SEQ ID
NO:55)
atgtggacttttctgggcattgccactttcacctatttttataagaagttcggggacttcatcac
tttggccaacagggaggtcecctgttgtgegtgetggtgttectcectegetgggectggtgetetect
accgctgtcgccaccgaaacgggggtcectectegggcegcecagcagageggeteccagttegececte
ttctcggatattctcectcaggectgectttecattggettettectgggecaaateecececceectgaate
agaaaataaggagcagctcgaggccaggaggcgcagaaaaggaaccaatatttcagaaacaaget
taataggaacagctgcctgtacatcaacatcttcectcagaatgacccagaagttatcatcecgtggga
gctggcgtgcettggcetetgectttggcagetgtgettteccagagatggaagaaaggtgacagtecat
tgagagagacttaaaagagcctgacagaatagttggagaattcctgcageccgggtggttatcatyg
ttctcaaagaccttggtcttggagatacagtggaaggtcttgatgeccaggttgtaaatggttac
atgattcatgatcaggaaagcaaatcagaggttcagattccttaccctetgtcagaaaacaatca
agtgcagagtggaagagctttccatcacggaagattcatcatgagtctceccggaaagcagectatgg
cagagcccaatgcaaagtttattgaaggtgttgtgttacagttattagaggaagatgatgttgtyg
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atgggagttcagtacaaggataaagagactggagatatcaaggaactccatgctccactgactgt
tgttgcagatgggcttttctccaagttcaggaaaagectggtctceccaataaagtttectgtatecat
ctcattttgttggctttcttatgaagaatgcaccacagtttaaagcaaatcatgctgaacttatt
ttagctaacccgagtccagttctcatctaccagatttcatccagtgaaactcecgagtacttgttga
cattagaggagaaatgccaaggaatttaagagaatacatggttgaaaaaatttacccacaaatac
ctgatcacctgaaagaaccattcttagaagccactgacaattctcatctgaggtccatgeccageca
agcttccttectecttecatcagtgaagaaacgaggtgttettettttgggagacgcatataatat
gaggcatccacttactggtggaggaatgactgttgcttttaaagatataaaactatggagaaaac
tgctaaagggtatccecctgacctttatgatgatgcagectattttcgaggeccaaaaaatcattttac
tgggcaagaaaaacatctcattcctttgtcgtgaatateccttgetcaggetetttatgaattatt
ttctgccacagatgattccctgcatcaactaagaaaagectgttttetttatttcaaacttggtyg
gcgaatgtgttgcgggtcecctgttgggetgetttetgtattgtcectectaaccctectagttttaatt
ggacacttctttgctgttgcaatctatgeccgtgtatttttgetttaagtcagaaccttggattac
aaaacctcgagcececttetcagtagtggtgetgtattgtacaaagegtgttetgtaatatttecte
taatttactcagaaatgaagtatatggttcattaa (SEQ ID NO:119)

[00408] Homo sapiens ets variant 2 (ETV2/ER71), (NM_014209) SEQ ID NO:56 (protein)
and SEQ ID NO:120 (DNA)
MDLWNWDEASPQEVPPGNKLAGLEGAKLGFCFPDLALQGDTPTATAETCWKGTSSSLASFPQLDW
GSALLHPEVPWGAEPDSQALPWSGDWTIDMACTAWDSWSGASQTLGPAPLGPGPIPAAGSEGAAGQ
NCVPVAGEATSWSRAQAAGSNTSWDCSVGPDGDTYWGSGLGGEPRTDCTISWGGPAGPDCTTSWN
PGLHAGGTTSLKRYQSSALTVCSEPSPQSDRASLARCPKTNHRGPIQLWQFLTLELLHDGARSSCI
RWTGNSREFQLCDPKEVARLWGERKRKPGMNYEKLSRGLRYYYRRDIVRKSGGRKYTYRFGGRVP
SLAYPDCAGGGRGAETQ (SEQ ID NO:56)
atggacctgtggaactgggatgaggcatccccacaggaagtgectceccagggaacaagetggcagg
gcttgaaggagccaaattaggettetgtttecctgatcectggecactccaaggggacacgecgacag
cgacagcagagacatgctggaaaggtacaagctcatceccctggcaagcettcecccacagetggactgg
ggctccgcecgttactgcacccagaagttceccatggggggcggageccgactcectcaggetettecgtyg
gtccggggactggacagacatggcgtgcacagectgggactecttggageggegectecgecagaccee
tgggccceccecgeccectetecggececgggeccecatecccgecgecggetecgaaggegecgegggecag
aactgcgtccecccegtggcecgggagaggceccacctegtggtecgecgegeccaggecgecgggagcecaacac
cagctgggactgttctgtggggcccgacggecgatacctactggggcagtggectgggeggggagce
cgcgcacggactgtaccatttcecgtggggecgggeccgegggeccggactgtaccacctectggaac
ccggggctgcatgcecgggtggecaccacctcetttgaageggtaccagagetcagetectecacegtttyg
ctccgaaccgagceccgcagtcecggaccgtgecagtttggetecgatgecccaaaactaaccaccgag
gtcccattcagcetgtggcagttcecctectggagetgetceccacgacggggegegtagecagetgeate
cgttggactggcaacagccgcgagttceccagetgtgcgaccccaaagaggtggeteggetgtgggyg
cgagcgcaagagaaagccgggcatgaattacgagaagctgagceccggggecttegetactactate
gccgcgacatcgtgcecgcaagagcggggggcgaaagtacacgtaccecgettegggggecgegtgecce
agcctagcctatceccggactgtgcgggaggcggacggggagcagagacacaataa (SEQ ID
NO:120)

[00409] Homo sapiens GATA binding protein 2 (GATA2) (NM_001145661) SEQ ID NO:57
(protein) and SEQ ID NO:121 (DNA)
MEVAPEQPRWMAHPAVLNAQHPDSHHPGLAHNYMEPAQLLPPDEVDVFEFNHLDSQGNPYYANPAH
ARARVSYSPAHARLTGGOMCRPHLLHSPGLPWLDGGKAALSAAAAHHHNPWTVSPFSKTPLHPSA
AGGPGGPLSVYPGAGGGSGGGSGSSVASLTPTAAHSGSHLFGFPPTPPKEVSPDPSTTGAASPAS
SSAGGSAARGEDKDGVKYQVSLTESMKMESGSPLRPGLATMGTQPATHHPTIPTYPSYVPAAAHDY
SSGLFHPGGFLGGPASSFTPKQRSKARSCSEGRECVNCGATATPLWRRDGTGHYLCNACGLYHKM
NGONRPLIKPKRRLSAARRAGTCCANCQTTTTTLWRRNANGDPVCNACGLYYKLHNVNRPLTMKK
EGIQTRNRKMSNKSKKSKKGAECFEELSKCMQEKSSPFSAAALAGHMAPVGHLPPFSHSGHILPT
PTPIHPSSSLSFGHPHPSSMVTAMG (SEQ ID NO:57)
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atggaggtggcgcccgagcagcecgcegetggatggegecacccggecgtgetgaatgegecagecacee
cgactcacaccacccgggectggcgcacaactacatggaacccgegcecagetgetgectecagacyg
aggtggacgtcttcttcaatcacctcgactcgcagggcaacccctactatgeccaaccccgetecac
gcgcgggcgcegegtcetectacageccecgegecacgeccgectgaccggaggecagatgtgecgece
acacttgttgcacagcccgggtttgecectggectggacgggggcaaagcagecctetetgecgetyg
cggcccaccaccacaaccectggaccgtgagecectteteccaagacgecactgecaccectecaget
gctggaggceccectggaggceccactetetgtgtacccaggggetgggggtgggagegggggaggeag
cgggagctcagtggcectceccecctcacccectacagecageccactcectggeteccacctttteggettee
cacccacgccacccaaagaagtgtctcectgacccectagecaccacgggggcetgegtetceccagecteca
tctteccgecggggggtagtgcagecccgaggagaggacaaggacggcegtcaagtaccaggtgtcecact
gacggagagcatgaagatggaaagtggcagtcccctgcecgceccaggectagetactatgggeaccece
agcctgctacacaccaccccatccecceccacctacceectectatgtgecggeggetgeccacgactac
agcagcggactcttccaccceccggaggcettectggggggaccggectecagettecaccecectaagea
gcgcagcaaggctcegttectgttcagaaggecgggagtgtgtcaactgtggggecacagceccaccee
ctctcectggcggcecgggacggcecaccggecactacctgtgcaatgectgtggectetaccacaagatyg
aatgggcagaaccgaccactcatcaagcccaagcgaagactgtcecggecgecagaagagceccggeac
ctgttgtgcaaattgtcagacgacaaccaccaccttatggcgecgaaacgceccaacggggaccctyg
tctgcaacgectgtggectcectactacaagcectgcacaatgttaacaggeccactgaccatgaagaag
gaagggatccagactcggaaccggaagatgtccaacaagtccaagaagagcaagaaaggggcegga
gtgcttcgaggagctgtcaaagtgcatgcaggagaagtcatcecccecceccttcagtgcagetgecctgg
ctggacacatggcacctgtgggccacctcecccgeccttecageccactceccggacacatectgeccact
ccgacgcccatccacccectectecagectetectteggecacccecccaccecgtecagecatggtgac
cgccatgggctag (SEQ ID NO:121)

[00410] Homo sapiens hes-related family bHLH transcription factor with YRPW motif 1
(HEY1) (NM_012258) SEQ ID NO:58 (protein) and SEQ ID NO:122 (DNA)
MKRAHPEYSSSDSELDETIEVEKESADENGNLSSALGSMSPTTSSQILARKRRRGITEKRRRDRT
NNSLSELRRLVPSAFEKQGSAKLEKAETLOMTVDHLKMLHTAGGKGYFDAHATLAMDYRSLGFREC
LAEVARYLSITEGLDASDPLRVRLVSHLNNYASQREAASGAHAGLGHIPWGTVFGHHPHIAHPLL
LPONGHGNAGTTASPTEPHHQGRLGSAHPEAPALRAPPSGSLGPVLPVVTSASKLSPPLLSSVAS
LSAFPFSFGSFHLLSPNALSPSAPTQAANLGKPYRPWGTEIGAF (SEQ ID NO:58)
atgaagcgagctcaccccgagtacagcetcectecggacagecgagcectggacgagaccatcgaggtgga
gaaggagagtgcggacgagaatggaaacttgagttcggctctaggttcecatgtcecccaactacat
cttcccagattttggccagaaaaagacggagaggaataattgagaagcecgecgacgagaccggate
aataacagtttgtctgagctgagaaggctggtacccagtgettttgagaagcagggatctgctaa
gctagaaaaagccgagatcctgcagatgaccgtggatcacctgaaaatgcectgcatacggcaggag
ggaaaggttactttgacgcgcacgcccttgetatggactatcggagtttgggatttcgggaatge
ctggcagaagttgcgcegttatctgagcatcattgaaggactagatgectcectgacccgettecgagt
tcgactggtttcgcatctcaacaactacgcecttcecccagecgggaageccgecgageggegeccacgegyg
gcctcggacacattcececctgggggaccgtettecggacatcacceccecgecacatcgegeacecgetgttyg
ctgccccagaacggceccacgggaacgcgggcaccacggectcacccacggaaccgeaccaccagqgg
caggctgggctcggcacatccggaggcgectgetttgecgagecgecccecctageggecagectecggac
cggtgctcceccectgtggtcecacctecgectceccaaactgtegecgectetgetetectcagtggectece
ctgtcggceccttceccecttetetttecggetectteccacttactgteteccaatgecactgageectte
agcacccacgcaggctgcaaaccttggcaagcecctatagaccttgggggacggagatcggagett
tttaa (SEQ ID NO:122)

[00411] Homo sapiens Hey2 (AB044755) SEQ ID NO:59 (protein) and SEQ ID NO:123
(DNA)
MKRPCEETTSESDMDETIDVGSENNYSGQSTSSVIRLNSPTTTSQIMARKKRRGITEKRRRDRIN
NSLSELRRLVPTAFEKQGSAKLEKAEILOMTVDHLKMLOATGGKGY FDAHALAMDEFMSTIGFRECL
TEVARYLSSVEGLDSSDPLRVRLVSHLSTCATQREAAAMTSSMAHHHHPTLHPHHWAAAFHHLPAA
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LLOPNGLHASESTPCRLSTTSEVPPAHGSALLTATFAHADSALRMPSTGSVAPCVPPLSTSLLSL
SATVHAAAAAATAAAHSFPLSFAGAFPMLPPNAAAAVAAATAISPPLSVSATSSPQQTSSGTNNK
PYRPWGTEVGAF (SEQ ID NO:59)
atgaagcgcceccctgcgaggagacgacctceccgagagcgacatggacgagaccatcgacgtggggag
cgagaacaattactcggggcaaagtactagcectctgtgattagattgaattctccaacaacaacat
ctcagattatggcaagaaagaaaaggagagggattatagagaaaaggcgtcgggatcggataaat
aacagtttatctgagttgagaagacttgtgccaactgcttttgaaaaacaaggatctgcaaagtt
agaaaaagctgaaatattgcaaatgacagtggatcatttgaagatgcttcaggcaacagggggta
aaggctactttgacgcacacgctcttgceccatggacttcatgagcataggattceccgagagtgecta
acagaagttgcgcggtacctgagctccecgtggaaggectggactectecggatecgetgegggtgeg
gcttgtgtctcatctcagcacttgcecgceccacccagecgggaggeggceggecatgacatecteecatgg
cccaccaccatcatcececgetceccacccecgecatcactgggecgecgectteccaccacctgeccgecagec
ctgctccagcecccaacggcectceccatgectcagagtcaaccecttgtegectetecacaacttcaga
agtgcctcctgeccacggetcectgetcectectcacggecacgtttgeccatgeggattcagecctece
gaatgccatccacgggcagcgtcgcecccecctgegtgecacctetetecacctetetettgtececte
tctgccaccgtceccacgecgcagceccgcagecagecaccgeggetgecacacagetteectetgtectt
cgcgggggcecattccecceccatgetteccccaaacgcagecagcagcagtggecgeggecacagecateca
gcccgcececcttgtcagtatcagecacgtceccagtectcagcagaccagcagtggaacaaacaataaa
ccttaccgaccctgggggacagaagttggagetttttaa (SEQ ID NO:123)

[00412]  Homo sapiens forkhead box C1 (FOXC1) (NM_001453) SEQ ID NO:60 (protein) and
SEQ ID NO:124 (DNA)

MQOARYSVSSPNSLGVVPYLGGEQSYYRAAAAAAGGGYTAMPAPMSVY SHPAHAEQYPGGMARAYG
PYTPQPOPKDMVKPPYSYIALITMAIQNAPDKKITLNGIYQFIMDRFPFYRDNKQGWONSIRHNL
SLNECEFVKVPRDDKKPGKGSYWTLDPDSYNMFENGSFLRRRRRFKKKDAVKDKEEKDRLHLKEPP
PPGRQPPPAPPEQADGNAPGPQPPPVRIQDIKTENGTCPSPPOQPLSPAAALGSGSAAAVPKIESP
DSSSSSLSSGSSPPGSLPSARPLSLDGADSAPPPPAPSAPPPHHSQGFSVDNIMTSLRGSPQSAA
AELSSGLLASAAASSRAGIAPPLALGAYSPGOSSLYSSPCSQTSSAGSSGGGGGGAGAAGGAGGA
GTYHCNLQAMSLYAAGERGGHLOGAPGGAGGSAVDDPLPDYSLPPVTSSSSSSLSHGGGGGGGGG
GQEAGHHPAAHQGRLTSWYLNQAGGDLGHLASAAAAAAAAGYPGOQONFHSVREMFESQRIGLNN
SPVNGNSSCOMAFPSSQSLYRTSGAFVYDCSKE  (SEQ ID NO:60)
atgcaggcgcgctactceccgtgtccagecccaactecctgggagtggtgecctacctecggeggega
gcagagctactaccgcgcggcggccgcggecggecgggggcecggctacaccgeccatgeecggecceca
tgagcgtgtactcgcaccctgegecacgeccgagcagtaceccgggeggcecatggeccgegectacggyg
ccctacacgceccgcecagecgecagceccaaggacatggtgaagecgecctatagetacatecgegeteat
caccatggccatccagaacgccccggacaagaagatcaccctgaacggecatcectaccagttecatceca
tggaccgcttccececttetaccgggacaacaagcagggctggcagaacagecatceccgecacaaccte
tcgctcaacgagtgcttcecgtcaaggtgeccecgecgcgacgacaagaagecgggcaagggecagetactyg
gacgctggacccggactcecctacaacatgttcgagaacggcagettectgeggeggeggeggceget
tcaagaagaaggacgcggtgaaggacaaggaggagaaggacaggctgcacctcaaggagcecgcecce
ccgceccggcecgecagecceecgeccgcecgecgecggagcaggecgacggecaacgegeccggteecgea
gccgcecgceccegtgegecatceccaggacatcaagaccgagaacggtacgtgeccectegecgecccage
ccctgtcecccecggecgecgecctgggcageggecagegecgecgeggtgeccaagatcgagagcecce
gacagcagcagcagcagcctgtceccagcgggagcagccececccecgggecagectgeecgteggegeggec
gctcagcctggacggtgcggattceccgegecgecgecgeccgcegeccteecgeccecgecgecgeace
atagccagggcttcagcecgtggacaacatcatgacgtcecgetgcecgggggtegecgcagagcecgcecggec
gcggagctcagcectceccecggecttetggecteggeggecgegtectegegegeggggatcecgcacccee
gctggcgctcecggegectactcgeccggecagageteecctcetacageteceecctgecagecagaccet
ccagcgcgggcagctegggeggeggeggcggcggcegegggggecgcggggggegcegggcggegec
gggacctaccactgcaacctgcaagccatgagectgtacgcggecggcgagegegggggecactt
gcagggcgcgcecccgggggcgcgggeggetecggecgtggacgacccececctgeccgactactetetge
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ctccggtcaccagcagcagcectcegtegtecctgagtcacggeggeggeggeggeggeggeggggga
ggccaggaggccggcecaccaccctgeggeccaccaaggecgectecacctegtggtacctgaacca
ggcgggcggagacctgggecacttggcgagcgcggeggeggcecggeggcggcecegcaggetacecgg
gccagcagcagaacttccactcggtgcecgggagatgttcgagtcacagaggatcggettgaacaac
tctccagtgaacgggaatagtagectgtcaaatggcecttcececcttceccagecagtetcetgtaccgeac
gtccggagcectttcecgtctacgactgtagcaagttttga (SEQ ID NO:124)

[00413] Homo sapiens forkhead box C2 (MFH-1, mesenchyme forkhead 1)(FOXC2)
(NM_005251) SEQ ID NO:61 (protein) and SEQ ID NO:125 (DNA)
MOARYSVSDPNALGVVPYLSEQNYYRAAGSYGGMASPMGVYSGHPEQYSAGMGRSYAPYHHHQPA
APKDLVKPPYSYIALTITMAIQNAPEKKITLNGIYQFIMDRFPFYRENKQGWONSIRHNLSLNECE
VKVPRDDKKPGKGSYWTLDPDSYNMFENGSFLRRRRRFKKKDVSKEKEERAHLKEPPPAASKGAP
ATPHLADAPKEAEKKVVIKSEAASPALPVITKVETLSPESALQGSPRSAASTPAGSPDGSLPEHH
AAAPNGLPGFSVENIMTLRTSPPGGELSPGAGRAGLVVPPLALPYAAAPPAAYGQPCAQGLEAGA
AGGYQCSMRAMSLYTGAERPAHMCVPPALDEALSDHPSGPTSPLSALNLAAGQEGALAATGHHHQ
HHGHHHPQAPPPPPAPQPOPTPQPGAAAAQAASWYLNHSGDLNHLPGHTFAAQQQTFPNVREMEN
SHRLGIENSTLGESQVSGNASCQLPYRSTPPLYRHAAPYSYDCTKY (SEQ ID NO:61l)
atgcaggcgcgctactceccgtgtccgaccccaacgcecctgggagtggtgecctacctgagecgagea
gaattactaccgggctgcgggcagctacggcecggecatggecagecceccatgggegtetattececggec
acccggagcagtacagcgcggggatgggecgcectcectacgegecctaccaccaccaccageccgeg
gcgcctaaggacctggtgaagcecgcecctacagetacategegetcecatcaccatggecatccagaa
cgcgcccgagaagaagatcaccttgaacggecatctaccagttcatcatggaccgetteceettet
accgggagaacaagcagggctggcagaacagcatccgceccacaacctcetegetcaacgagtgette
gtcaaggtgccceccecgcgacgacaagaagcecccggcaagggecagttactggaccctggacccggacte
ctacaacatgttcgagaacggcagcttcecctgecggegecggeggegettcaaaaagaaggacgtgt
ccaaggagaaggaggagcgggcccacctcaaggagceccgecceecggeggegteccaagggcgecccg
gccaccccceccacctagcggacgeccccaaggaggccgagaagaaggtggtgatcaagagecgagge
ggcgtccceccggegetgecggtecatcaccaaggtggagacgetgagecccgagagegegetgcecagyg
gcagcccgcgcagcgceggectceccacgeccgecggcetecceccgacggctegetgecggagcaccac
gccgcggcegeccaacgggcectgectggettcagegtggagaacatcatgacccectgecgaacgtegece
gccgggcggagagctgageccgggggcecggacgcgegggectggtggtgecgecgetggegetge
cctacgccgcecgegecgeccgecgectacggecagecgtgegetcagggectggaggecgggged
gccgggggctaccagtgcagcatgcgagcecgatgagectgtacaccggggecgagecggecggegea
catgtgcgtcccgeccgecctggacgaggeccteteggaccacccgageggecccacgtecgeccee
tgagcgctctcaacctcgecgecggecaggagggecgegetegecgecacgggecaccaccaceag
caccacggccaccaccacccgcaggcgecgecgecccecgecggceteeccageccecagecgacgcece
gcagcccggggcecgcecgcecggcecgcaggeggectectggtatetcaaccacageggggacctgaacce
acctccccecggceccacacgttcecgeggceccagcagcecaaactttecccaacgtgegggagatgttcaac
tcccaccggetggggattgagaactcgaccecctcggggagteccaggtgagtggcaatgecagetyg
ccagctgccctacagatccacgcecgectetetatcecgecacgcageccectactectacgactgea
cgaaatactga (SEQ ID NO:125)

[00414] SEQ ID NO:62: Homo sapiens SRY (sex determining region Y)-box 7 (SOX7)
NM 031439 SEQ ID NO:62 (protein) and SEQ ID NO:126 (DNA)
MASLLGAYPWPEGLECPALDAELSDGQSPPAVPRPPGDKGSESRIRRPMNAFMVWAKDERKRLAV
ONPDLHNAELSKMLGKSWKALTLSQKRPYVDEAERLRLOHMODY PNYKYRPRRKKQAKRLCKRVD
PGFLLSSLSRDONALPEKRSGSRGALGEKEDRGEYSPGTALPSLRGCYHEGPAGGGGGGTPSSVD
TYPYGLPTPPEMSPLDVLEPEQTFFSSPCQEEHGHPRRIPHLPGHPYSPEYAPSPLHCSHPLGSL
ALGQSPGVSMMSPVPGCPPSPAYYSPATYHPLHSNLOQAHLGQLSPPPEHPGFDALDQLSQVELLG
DMDRNEFDQYLNTPGHPDSATGAMALSGHVPVSQVTPTGPTETSLISVLADATATYYNSYSVS
(SEQ ID NO:62)
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atggcttcgcectgcectgggagcectacceccttggeccgagggtectcgagtgeeccggecctggacgecga
gctgtcggatggacaatcgccgceccggecgtecceccggeccccgggggacaagggetecgagagec
gtatccggcggceccatgaacgecttecatggtttgggeccaaggacgagaggaaacggcetggcagtyg
cagaacccggacctgcacaacgccgagcectcagcaagatgctgggaaagtcecgtggaaggcgcetgac
gctgtcccagaagaggcecgtacgtggacgaggcggagcggetgegectgecagecacatgcaggact
accccaactacaagtaccggccgcgcaggaagaagcaggceccaagcggetgtgcaagegegtggac
ccgggcettcecttetgageteccteteccgggaccagaacgecctgecggagaagagaageggeag
ccggggggcgctgggggagaaggaggacaggggtgagtactcecceccccggecactgecctgeccagec
tccggggcetgectaccacgaggggcecggetggtggtggecggecggeggecacceccgagecagtgtggac
acgtacccgtacgggctgcecccacacctcectgaaatgtcectececcectggacgtgetggagecggagea
gaccttcttctecteccectgecaggaggagcatggecatcececccgecgcecatececcecaccectgeecag
ggcacccgtactcaccggagtacgcecccaagcecctetceccactgtageccacccececctgggetecctyg
gcceccttggceccagtcececcccggegteteccatgatgteccectgtaccececggetgteccececatetectge
ctattactccccggcecacctaccacccactcecactcecaacctceccaageccacctgggecagettt
ccccecgectectgagecaccecectggettcecgacgecctggatcaactgageccaggtggaactectgggg
gacatggatcgcaatgaattcgaccagtatttgaacactcctggccacccagactecgecacagyg
ggccatggccectcagtgggcatgttceccecggteteccaggtgacaccaacgggtceccacagagacea
gcctcatctecgtectggetgatgceccacggeccacgtactacaacagcectacagtgtgtecatag
(SEQ ID NO:126)

[00415] Homo sapiens SOX18 (AB033888) SEQ ID NO:63 (protein) and SEQ ID NO:127
(DNA)
MORSPPGYGAQDDPPARRDCAWAPGHGAAADTRGLAAGPAALAAPAAPASPPSPORSPPRSPEPG
RYGLSPAGRGERQAADE SRIRRPMNAFMVWAKDERKRLAQONPDLHNAVLSKMLGKAWKELNAAE
KRPEVEEAERLRVQHILRDHPNYKYRPRRKKQARKARRLEPGLLLPGLAPPQPPPEPFPAASGSAR
AFRELPPLGAEFDGLGLPTPERSPLDGLEPGEAAFFPPPAAPEDCALRPFRAPYAPTELSRDPGG
CYGAPLAEALRTAPPAAPIAGLYYGTLGTPGPYPGPLSPPPEAPPLESAEPLGPAADLWADVDLT
EFDQYLNCSRTRPDAPGLPYHVALAKLGPRAMSCPEESSLISALSDASSAVYYSACTISG (SEQ
ID NO:63)
atgcagagatcgccgcecccggctacggegecacaggacgaccecgeccgeccgecgegactgtgeatyg
ggccccgggacacggggcecgccgctgacacgcecgecggectegecgecggeccegecgecctegecg
cgcccgcecgcegeccegectegecgeccagceccecgcagcgecagteccececgegecagecccgagecggygg
cgctatggcecctcageccggecggecgecggggaacgecaggeggcagacgagtegegeatecggeg
gcccatgaacgcecttcecatggtgtgggcaaaggacgagcgcaagecggcetggetcagcagaacccgyg
acctgcacaacgcggtgctcagcaagatgctgggcaaagecgtggaaggagcectgaacgeggeggag
aagcggcecccttegtggaggaagccgaacggcetgegegtgcagcacttgegegaccaccccaacta
caagtaccggccgcgcecgcaagaagcaggcgcecgcaaggeccggcecggetggagececggectectge
tcccgggattagecgeccceccgcagecaccgeccgagectttececegeggegtetggeteggetege
gccectteccgecgagetgeccecceccgetgggegecgagttecgacggectggggetgeccacgeccgageg
ctcgcctcectggacggectggageccggcgaggetgecttetteccaccgeececgeggegeccgagyg
actgcgcgctgceggeccttceccgcecgegecctacgegeccaccgagttgtegegggaccecccggeggt
tgctacggggctcecccectggecggaggcgcetcaggaccgcgecccceccecgeggegecgetegetggect
gtactacggcaccctgggcacgcccggeccgtaccececcggeccgetgtegecgecgeccgaggece
cgccgctggagagcegecgagecgectggggeccgecgecgatectgtgggecgacgtggacctecace
gagttcgaccagtacctcaactgcagccggactcecggceccgacgecccecgggetececgtaccacgt
ggcactggccaaactgggcccgcgcegecatgtectgeccagaggagagecagectgateteccecgege
tgtcggacgccagcagcecgcecggtcectattacagecgegtgecatetecggetag (SEQ ID
NO:127)

[00416]  Any patents or publications mentioned in this specification are incorporated herein by

reference to the same extent as if each individual publication is specifically and individually
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indicated to be incorporated by reference. U.S. provisional patent application Serial No.
61/895,562, filed October 25, 2013 is incorporated herein by reference.

[00417] The compositions and methods described herein are presently representative of
preferred embodiments, exemplary, and not intended as limitations on the scope of the invention.
Changes therein and other uses will occur to those skilled in the art. Such changes and other uses

can be made without departing from the scope of the invention as set forth in the claims.
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CLAIMS

1. A pharmaceutical composition comprising a protein transduction reagent-modified
reprogramming protein for use in therapy, wherein the protein transduction reagent is non-
covalently bound to the reprogramming protein and wherein the protein transduction reagent
comprises a cation reagent and a lipid; wherein the cation reagent is a polyethylenimine (PEI); and
wherein the lipid is selected from the group consisting of DOTMA, (N-1(-(2,3-dioleyloxy)propyl-
N,N,N-trimethyl-ammonium chloride; DOGS, (dioctadecylamido-glycylspermine); DOTAP, 1,2-
dioleoyl-3-trimethylammonium-propane; DOPE, 1,2-dioleoyl-sn-glycero-3-phosphoethanolamine;
POPC, 1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine; DMPE 1,2-dimyristoyl-sn-glycero-3-
phosphocholine and combinations thereof.

2. The composition of claim 1, wherein the polyethylenimine (PEI) is selected from
the group consisting of PEI Mw 1,200 (PEI 1.2K), PEI Mw 2000 (PEI 2K), PEI Mw 4000 (PEI
4K) and PEI Mw 8000 (PEI 8K).

3. Use of a protein transduction reagent-modified reprogramming protein in the
manufacture of a medicament for the treatment of a condition characterized by damaged, and/or
defective cells in a subject, wherein the protein transduction reagent is non-covalently bound to the
reprogramming protein and wherein the protein transduction reagent comprises a cation reagent
and a lipid; wherein the cation reagent is a polyethylenimine (PEI); and wherein the lipid is
selected from the group consisting of DOTMA, (N-1(-(2,3-dioleyloxy)propyl-N,N,N-trimethyl-
ammonium chloride; DOGS, (dioctadecylamido-glycylspermine); DOTAP, 1,2-dioleoyl-3-
trimethylammonium-propane; DOPE, 1,2-dioleoyl-sn-glycero-3-phosphoethanolamine; POPC, 1-
palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine; DMPE 1,2-dimyristoyl-sn-glycero-3-
phosphocholine and combinations thereof; and

wherein the condition is selected from the group consisting of cancer, heart disease, liver disease,
atherosclerosis, neurological disease, neurodegenerative disease, blood disease, diabetes,
pancreatic disease, obesity, muscle disease, breast disease and vascular disease.

4. The use of claim 3, wherein the condition is cancer.

5. The use of claims 3 or 4, wherein the condition is cancer and the protein
transduction reagent-modified reprogramming protein is selected from the group consisting of:
protein transduction reagent-modified Sox2, protein transduction reagent-modified Oct4 and
protein transduction reagent-modified Nanog.

6. The use of claims 3 or 4, wherein the condition is cancer and the protein
transduction reagent-modified reprogramming protein comprises protein transduction reagent-
modified Sox2, protein transduction reagent-modified Oct4 and protein transduction reagent-
modified Nanog.
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7. The use of any one of claims 3-5, wherein the cancer is a brain tumor or breast
cancer or pancreatic cancer and the protein transduction reagent-modified reprogramming protein
is selected from the group consisting of:

protein transduction reagent-modified Sox2, protein transduction reagent-modified Oct4 and
protein transduction reagent-modified Nanog.

8. The use of claims 3, 4 or 6, wherein the cancer is a brain tumor or breast cancer or
pancreatic cancer and the protein transduction reagent-modified reprogramming protein comprises
protein transduction reagent-modified Sox2, protein transduction reagent-modified Oct4 and
protein transduction reagent-modified Nanog.

9. The use of claim 3, wherein the condition is selected from the group consisting of:
heart disease, liver disease, atherosclerosis, neurological disease, neurodegenerative disease, blood
disease, diabetes, pancreatic disease, obesity, muscle disease, breast disease and vascular disease.

10. The use of claim 9, wherein the heart disease is selected from the group consisting
of: atherosclerosis, myocardial infarction, and chronic heart failure.
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11. The use of claim 9, wherein the liver disease is selected from the group consisting
of: familial hyper-cholesterolaemia (FH), Crigler-Najjar syndrome and hereditary tryosinemia I.

12. The use of claim 9, wherein the neurological or neurodegenerative disease is
selected from the group consisting of: spinal cord injury, traumatic brain injury, amyotrophic
lateral sclerosis, spinal muscular atrophy and Parkinson’s.

13. The use of claim 3, wherein the condition is a heart disease or heart damage and the
protein transduction reagent-modified reprogramming protein comprises one or more of: protein
transduction reagent-modified Gatad4, protein transduction reagent-modified Hand2, protein
transduction reagent-modified MEF2c and protein transduction reagent-modified Tbox5; wherein
the condition is a liver disease or liver damage and the pharmaceutical composition comprises one
or more of: protein transduction reagent-modified Hnfla, protein transduction reagent-modified
Foxal, protein transduction reagent-modified Foxa2 and protein transduction reagent-modified
Foxa3; wherein the condition is a liver disease or liver damage and the pharmaceutical
composition comprises one or more of: protein transduction reagent-modified Gata4, protein
transduction reagent-modified Hnfla and protein transduction reagent-modified Foxa3; wherein
the condition is atherosclerosis and the pharmaceutical composition comprises one or more of:
protein transduction reagent-modified CEBPa, protein transduction reagent-modified CEBPf and
protein transduction reagent-modified PU.1; wherein the condition is a neurodegenerative disease
or neuronal tissue damage and the pharmaceutical composition comprises one or more of: protein
transduction reagent-modified Brn2, protein transduction reagent-modified Sox2 and protein
transduction reagent-modified Foxgl; one or more of: protein transduction reagent-modified Ascl,
protein transduction reagent-modified Lmxla, protein transduction reagent-modified Nurrl,
protein transduction reagent-modified Brn2 and protein transduction reagent-modified Mytl1; one
or more of: protein transduction reagent-modified Ascl, protein transduction reagent-modified
Brn2, protein transduction reagent-modified Mytll and protein transduction reagent-modified
NeuroD1; protein transduction reagent-modified Ngn2; one or both of: protein transduction
reagent-modified Sox2 and protein transduction reagent-modified NeuroD1; one or more of:
protein transduction reagent-modified Brn2, protein transduction reagent-modified Ascll, protein
transduction reagent-modified Mytll, protein transduction reagent-modified Lhx3 and protein
transduction reagent-modified Hb9; one or more of: protein transduction reagent-modified Brn2,
protein transduction reagent-modified Ascll, protein transduction reagent-modified Mytl1, protein
transduction reagent-modified Lhx3, protein transduction reagent-modified Hb9, protein
transduction reagent-modified
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Lsl1 and protein transduction reagent-modified Ngn2; protein transduction reagent-modified DIx2;
protein transduction reagent-modified DIx2 and protein transduction reagent-modified Ascll; one
or more of: protein transduction reagent-modified Ascl, protein transduction reagent-modified
Bm?2, protein transduction reagent-modified Mytl1, protein transduction reagent-modified Lmx1a
and protein transduction reagent-modified Foxa2; or one or more of: protein transduction reagent-
modified Ascl, protein transduction reagent-modified Lmx1la and protein transduction reagent-
modified Nurrl; wherein the condition is a disease or disorder of the blood and the pharmaceutical
composition comprises: protein transduction reagent-modified Oct4; wherein the condition is
diabetes, a pancreatic disease or pancreatic tissue damage and the pharmaceutical composition
comprises one or more of: protein transduction reagent-modified Ngn3, protein transduction
reagent-modified Pdx1 and protein transduction reagent-modified Pax4 or one or more of: protein
transduction reagent-modified Ngn3, protein transduction reagent-modified Pdx1 and protein
transduction reagent-modified MafA; wherein the condition is obesity and the pharmaceutical
composition comprises one or more of: protein transduction reagent-modified Prdm16 and protein
transduction reagent-modified C/EBPb; wherein the condition is a muscle disease or muscle
damage and the pharmaceutical composition comprises protein transduction reagent-modified
MyoD; wherein the condition is arthritis or joint disease or injury and the pharmaceutical
composition comprises or one or more of: protein transduction reagent-modified Sox9, protein
transduction reagent-modified Runx2, protein transduction reagent-modified Sox5 and protein
transduction reagent-modified Sox6; wherein the condition is a breast disease or breast tissue
damage and the pharmaceutical composition comprises one or more of: protein transduction
reagent-modified Sox9, protein transduction reagent-modified Slug, protein transduction reagent-
modified StatSa, protein transduction reagent-modified Gata3 and protein transduction reagent-
modified Brca-11; wherein the condition is a vascular disease or blood vessel damage and the
pharmaceutical composition comprises one or more of: protein transduction reagent-modified
Ergl, protein transduction reagent-modified Er71, protein transduction reagent-modified Flil and
protein transduction reagent-modified Gata2 or one or more of: protein transduction reagent-
modified Hey1, protein transduction reagent-modified Hey2, protein transduction reagent-modified
FoxC1 and protein transduction reagent-modified FoxC2 or one or both of: protein transduction
reagent-modified Sox7 and protein transduction reagent-modified Sox18.

14. The use of any one of claims 3 to 13, wherein the cation reagent is a
polyethylenimine (PEI); and

wherein, the lipid is selected from the group consisting of DOTMA, (N-1(-(2,3-dioleyloxy)propyl-
N,N,N-trimethyl-ammonium chloride; DOGS, (dioctadecylamido-glycylspermine); DOTAP, 1,2-
dioleoyl-3-trimethylammonium-propane; DOPE, 1,2-dioleoyl-sn-glycero-3-phosphoethanolamine;
POPC, 1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine; DMPE 1,2-dimyristoyl-sn-glycero-3-
phosphocholine and combinations thereof.
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15. The use of any one of claims 3 to 14, wherein the medicament is to be administered
by parenteral, oral, rectal, nasal, pulmonary, epidural, ocular, otic, intraarterial, intracardiac,
intracerebroventricular, intracranial, intradermal, intravenous, intramuscular, intraperitoneal,

intraosseous, intrathecal, intratumoral, intravesical, subcutaneous, topical, transdermal, or
transmucosal administration.
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16. The use of any one of claims 3-15 wherein the protein transduction reagent-
modified reprogramming protein is a reprogramming protein treated with a protein transduction
reagent selected from the group consisting of: QQla, QQ2a, QQ3a, QQ4a, QQS5a, QQ6a, QQ7a,
QQ8a and QQYa as defined in the table below

Protein
transduction | PEI PEI PEI PEI CI?IOTAP lo)rOPE POPC DMPE
reagent (QQ | 1.2K 2K 4K 8K DOTMA | DOGS
reagent)
10- 25-
QQla 00 |” ; ; 251000 | (o0 |- ;
10- 10- 25-
QQ2a 2000 | 100u | 25-100ul 1 00| )
10- 10- 10- 25-
QQ3a 200u | woou | 100w | 21O g0 | )
10- 10- 10- 25-
QQ4a 2000 | 100u | oo | 21O oo | )
10- 10- 10- 10- 25-
QQ5a 200 | 100 | 100 | 100 | 21O oo | )
006a 10- 10- 10- 10- 25- 25-
200ul | 100ul | 100u | 100wl 100ul | 100p
10- 10- 10- 10- 25- 25- 25-
7 25-100ul
QQ7a 200u | 100w | 100w | 10om | 2OV ioow 100w | 100u
10- 10- 25- 25- 25-
; ; 25-100ul
QQ8a 200ul oo | 2100 T 00w 100w | 100
10- 10- 10- 25- 25-
Q0% 200 | 100u | 100u | i 100l | 100u
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* PEI: polyethylenimine

DOTMA: (N-1(-(2,3-dioleyloxy)propyl-N,N,N-trimethyl-ammonium chloride;
DOGS: (dioctadecylamido-glycylspermine);

DOTAP: 1,2-dioleoyl-3-trimethylammonium-propane;

DOPE: 1,2-dioleoyl-sn-glycero-3-phosphoethanolamine;

POPC: 1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine;

DMPE: 1,2-dimyristoyl-sn-glycero-3-phosphocholine.
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