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Supplementary Fig. 1 Transcriptome analysis of MNNG-A4 cells, MNNG-siA4 cells and their control cells. KEGG pathway enrichment analysis for DEGs in MNNG-A4 cells, MNNG-siA4 cells, and their control cells.


Supplementary table 1. The information of patients in osteosarcoma group
	NO.
	AGE (YEARS)
	GENDER
	PRIMARY TUMOR SITE
	DISEASE AT DIAGNOSIS
	METASTASIS SITE

	01
	49
	Male
	Left pelvis
	Metastatic
	Vertebral (T9, T11)

	02
	36
	Male
	Left distal radius
	Non-metastatic
	no

	03
	17
	Male
	Left proximal tibia
	Non-metastatic
	no

	04
	29
	Female
	Middle left fibula
	Non-metastatic
	no

	05
	23
	Male
	Left proximal tibia
	Non-metastatic
	no

	06
	10
	Male
	Right proximal tibia
	Non-metastatic
	no

	07
	60
	Female
	Right pelvis
	Metastatic
	Vertebral (T8)

	08
	54
	Female
	Left distal tibia
	Non-metastatic
	no

	[bookmark: _Hlk90909718]09
	14
	Female
	Left proximal femur
	Non-metastatic
	no

	10
	21
	Male
	Left distal femur
	Non-metastatic
	no

	11
	30
	Male
	Right proximal fibula
	Non-metastatic
	no

	12
	13
	Female
	Left distal femur
	Metastatic
	Lung

	13
	58
	Male
	Left proximal humerus
	Non-metastatic
	no

	14
	19
	Female
	Right distal femur
	Non-metastatic
	no

	15
	9
	Male
	Right proximal fibula
	Non-metastatic
	no



Supplementary table 2. The information of patients in control group
	NO.
	AGE
	GENDER
	SAMPLE SITE
	DISEASE AT DIAGNOSIS
	OPERATION

	01
	22
	Male
	Left femur
	Open fractures
	Debridement

	02
	47
	Female
	Left tibia
	Open fractures
	Debridement

	03
	36
	Male
	Left tibia
	Open fractures
	Debridement

	04
	31
	Female
	Right radius
	Open fractures
	Debridement

	05
	60
	Male
	Left tibia
	Open fractures
	Debridement







Supplementary table 3. The primer sequences used for RT-PCR analysis
	Gene name
	Forward Primer Sequence (5’-3’)
	Reverse Primer Sequence (5’-3’)

	ANGPTL4
	GATGGCTCAGTGGACTTCAACC
	TGCTATGCACCTTCTCCAGACC

	AHU
	TTGCAGCAATAGATGGACTCG
	CAGCCCATTTTTGCAGAGG

	AOX-1
	ATGCCTGTCTGATTCCATCT
	CATGACACTTGGCAATCCTCT

	ALDH6A1
	GGCAGACACTTCAGTATTAAGCC
	AGAGGCAGACGGTAGGAATAAA

	HMGCL
	GTGTCTCCTAAGTGGGTTCCC
	TGGGTAGTTGATGCCAGGAAA

	BCKDHA
	GGTGTGCTGATGTATCGGGAC
	CTTGCAGCCGTAGTGGACA

	BCKDHB
	GATTTGGAATCGGAATTGCGG
	CAGAGCGATAGCGATACTTGG

	IL4I1
	GCCAAGACCCCTTCGAGAAAT
	CCGATCCTGTTATCTGCCTCC

	SDSL
	GACGGCTGGGAGAATGTCC
	ATGGCCGCATTGAAGCAGT

	ACADS
	CGGCAGTTACACACCATCTAC
	GCAATGGGAAACAACTCCTTCTC

	ABAT
	TGGGTTGCTTAGCGACCAC
	TCCAGAGGGTATTTCAGCCGT














Supplementary table 4. The antibody used for western blot analysis
	Gene Name
	Manufacturer
	Lot. No
	Source
	Dilution

	ANGPT4
	Affinity
	DF9209
	Rabbit
	1:1000

	BCKDHA 
	Affinity
	DF13663
	Rabbit
	1:1000

	IL4I1
	Affinity
	DF13745
	Rabbit
	1:1000

	HMGCL
	Affinity
	DF13063
	Rabbit
	1:1000

	AOX1
	Affinity
	DF3756
	Rabbit
	1:1000

	RPS6
	Affinity
	AF7831
	Rabbit
	1:1000

	[bookmark: OLE_LINK2]phospho-RPS6
	Affinity
	AF8310
	Rabbit
	1:1000

	p70 S6 kinase
	Affinity
	AF6226
	Rabbit
	1:1000

	phospho-p70 S6 kinase
	Affinity
	AF3228
	Rabbit
	1:1000

	m-TOR
	Cell Signaling Technology
	#2983
	Rabbit
	1:1000

	phospho-mTOR
	Cell Signaling Technology
	#5536
	Rabbit
	1:1000

	GAPDH
	Affinity
	AF7021
	Rabbit
	1:1500

	β-Tubulin
	Affinity
	AF7011
	Rabbit
	1:1500













Supplementary Table. 5 Information of the vector and sequences of full-length ANGPTL4 and siRNA against ANGPTL4
	
	Vector Name
	Sequences

	siRNA against ANGPTL4
	pLKO.5* shControl
	CAACAAGATGAAGAGCACCAA

	
	pLKO.5 shANGPTL4-1
	CCACGAAAGACGGTGACTCTT

	
	[bookmark: _Hlk84535459]pLKO.5 shANGPTL4-2
	CCATCTGGAAACTTGTGGACA

	[bookmark: _Hlk87626284]Angiopoietin Like 4 (ANGPTL4) (NM_139314.3)
	pLVX-EGFP-IRES-puro# FUT8
	AGAAGCCGAG CTGAGCGGAT CCTCACACGA CTGTGATCCG ATTCTTTCCA GCGGCTTCTG CAACCAAGCG GGTCTTACCC CCGGTCCTCC GCGTCTCCAG TCCTCGCACC TGGAACCCCA ACGTCCCCGA GAGTCCCCGA ATCCCCGCTC CCAGGCTACC TAAGAGGATG AGCGGTGCTC CGACGGCCGG GGCAGCCCTG ATGCTCTGCG CCGCCACCGC CGTGCTACTG AGCGCTCAGG GCGGACCCGT GCAGTCCAAG TCGCCGCGCT TTGCGTCCTG GGACGAGATG AATGTCCTGG CGCACGGACT CCTGCAGCTC GGCCAGGGGC TGCGCGAACA CGCGGAGCGC ACCCGCAGTC AGCTGAGCGC GCTGGAGCGG CGCCTGAGCG CGTGCGGGTC CGCCTGTCAG GGAACCGAGG GGTCCACCGA CCTCCCGTTA GCCCCTGAGA GCCGGGTGGA CCCTGAGGTC CTTCACAGCC TGCAGACACA ACTCAAGGCT CAGAACAGCA GGATCCAGCA ACTCTTCCAC AAGGTGGCCC AGCAGCAGCG GCACCTGGAG AAGCAGCACC TGCGAATTCA GCATCTGCAA AGCCAGTTTG GCCTCCTGGA CCACAAGCAC CTAGACCATG AGGTGGCCAA GCCTGCCCGA AGAAAGAGGC TGCCCGAGAT GGCCCAGCCA GTTGACCCGG CTCACAATGT CAGCCGCCTG CACCGGCTGC CCAGGGATTG CCAGGAGCTG TTCCAGGTTG GGGAGAGGCA GAGTGGACTA TTTGAAATCC AGCCTCAGGG GTCTCCGCCA TTTTTGGTGA ACTGCAAGAT GACCTCAGAT GGAGGCTGGA CAGTAATTCA GAGGCGCCAC GATGGCTCAG TGGACTTCAA CCGGCCCTGG GAAGCCTACA AGGCGGGGTT TGGGGATCCC CACGGCGAGT TCTGGCTGGG TCTGGAGAAG GTGCATAGCA TCACGGGGGA CCGCAACAGC CGCCTGGCCG TGCAGCTGCG GGACTGGGAT GGCAACGCCG AGTTGCTGCA GTTCTCCGTG CACCTGGGTG GCGAGGACAC GGCCTATAGC CTGCAGCTCA CTGCACCCGT GGCCGGCCAG CTGGGCGCCA CCACCGTCCC ACCCAGCGGC CTCTCCGTAC CCTTCTCCAC TTGGGACCAG GATCACGACC TCCGCAGGGA CAAGAACTGC GCCAAGAGCC TCTCTGGAGG CTGGTGGTTT GGCACCTGCA GCCATTCCAA CCTCAACGGC CAGTACTTCC GCTCCATCCC ACAGCAGCGG CAGAAGCTTA AGAAGGGAAT CTTCTGGAAG ACCTGGCGGG GCCGCTACTA CCCGCTGCAG GCCACCACCA TGTTGATCCA GCCCATGGCA GCAGAGGCAG CCTCCTAGCG TCCTGGCTGG GCCTGGTCCC AGGCCCACGA AAGACGGTGA CTCTTGGCTC TGCCCGAGGA TGTGGCCGTT CCCTGCCTGG GCAGGGGCTC CAAGGAGGGG CCATCTGGAA ACTTGTGGAC AGAGAAGAAG ACCACGACTG GAGAAGCCCC CTTTCTGAGT GCAGGGGGGC TGCATGCGTT GCCTCCTGAG ATCGAGGCTG CAGGATATGC TCAGACTCTA GAGGCGTGGA CCAAGGGGCA TGGAGCTTCA CTCCTTGCTG GCCAGGGAGT TGGGGACTCA GAGGGACCAC TTGGGGCCAG CCAGACTGGC CTCAATGGCG GACTCAGTCA CATTGACTGA CGGGGACCAG GGCTTGTGTG GGTCGAGAGC GCCCTCATGG TGCTGGTGCT GTTGTGTGTA GGTCCCCTGG GGACACAAGC AGGCGCCAAT GGTATCTGGG CGGAGCTCAC AGAGTTCTTG GAATAAAAGC AACCTCAGAA CA


*pLKO_TRC005
CCCGGGTTGCGCCTTTTCCAAGGCAGCCCTGGGTTTGCGCAGGGACGCGGCTGCTCTGGGCGTGGTTCCGGGAAACGCAGCGGCGCCGACCCTGGGTCTCGCACATTCTTCACGTCCGTTCGCAGCGTCACCCGGATCTTCGCCGCTACCCTTGTGGGCCCCCCGGCGACGCTTCCTGCTCCGCCCCTAAGTCGGGAAGGTTCCTTGCGGTTCGCGGCGTGCCGGACGTGACAAACGGAAGCCGCACGTCTCACTAGTACCCTCGCAGACGGACAGCGCCAGGGAGCAATGGCAGCGCGCCGACCGCGATGGGCTGTGGCCAATAGCGGCTGCTCAGCAGGGCGCGCCGAGAGCAGCGGCCGGGAAGGGGCGGTGCGGGAGGCGGGGTGTGGGGCGGTAGTGTGGGCCCTGTTCCTGCCCGCGCGGTGTTCCGCATTCTGCAAGCCTCCGGAGCGCACGTCGGCAGTCGGCTCCCTCGTTGACCGAATCACCGACCTCTCTCCCCAGGGGGATCCACCGGAGCTTACCATGACCGAGTACAAGCCCACGGTGCGCCTCGCCACCCGCGACGACGTCCCCAGGGCCGTACGCACCCTCGCCGCCGCGTTCGCCGACTACCCCGCCACGCGCCACACCGTCGATCCGGACCGCCACATCGAGCGGGTCACCGAGCTGCAAGAACTCTTCCTCACGCGCGTCGGGCTCGACATCGGCAAGGTGTGGGTCGCGGACGACGGCGCCGCCGTGGCGGTCTGGACCACGCCGGAGAGCGTCGAAGCGGGGGCGGTGTTCGCCGAGATCGGCCCGCGCATGGCCGAGTTGAGCGGTTCCCGGCTGGCCGCGCAGCAACAGATGGAAGGCCTCCTGGCGCCGCACCGGCCCAAGGAGCCCGCGTGGTTCCTGGCCACCGTCGGCGTCTCGCCCGACCACCAGGGCAAGGGTCTGGGCAGCGCCGTCGTGCTCCCCGGAGTGGAGGCGGCCGAGCGCGCCGGGGTGCCCGCCTTCCTGGAGACCTCCGCGCCCCGCAACCTCCCCTTCTACGAGCGGCTCGGCTTCACCGTCACCGCCGACGTCGAGGTGCCCGAAGGACCGCGCACCTGGTGCATGACCCGCAAGCCCGGTGCCTGAACGCGTTAAGTCGACAATCAACCTCTGGATTACAAAATTTGTGAAAGATTGACTGGTATTCTTAACTATGTTGCTCCTTTTACGCTATGTGGATACGCTGCTTTAATGCCTTTGTATCATGCTATTGCTTCCCGTATGGCTTTCATTTTCTCCTCCTTGTATAAATCCTGGTTGCTGTCTCTTTATGAGGAGTTGTGGCCCGTTGTCAGGCAACGTGGCGTGGTGTGCACTGTGTTTGCTGACGCAACCCCCACTGGTTGGGGCATTGCCACCACCTGTCAGCTCCTTTCCGGGACTTTCGCTTTCCCCCTCCCTATTGCCACGGCGGAACTCATCGCCGCCTGCCTTGCCCGCTGCTGGACAGGGGCTCGGCTGTTGGGCACTGACAATTCCGTGGTGTTGTCGGGGAAATCATCGTCCTTTCCTTGGCTGCTCGCCTGTGTTGCCACCTGGATTCTGCGCGGGACGTCCTTCTGCTACGTCCCTTCGGCCCTCAATCCAGCGGACCTTCCTTCCCGCGGCCTGCTGCCGGCTCTGCGGCCTCTTCCGCGTCTTCGCCTTCGCCCTCAGACGAGTCGGATCTCCCTTTGGGCCGCCTCCCCGCGTCGACTTTAAGACCAATGACTTACAAGGCAGCTGTAGATCTTAGCCACTTTTTAAAAGAAAAGGGGGGACTGGAAGGGCTAATTCACTCCCAACGAAGACAAGATCTGCTTTTTGCTTGTACTGGGTCTCTCTGGTTAGACCAGATCTGAGCCTGGGAGCTCTCTGGCTAACTAGGGAACCCACTGCTTAAGCCTCAATAAAGCTTGCCTTGAGTGCTTCAAGTAGTGTGTGCCCGTCTGTTGTGTGACTCTGGTAACTAGAGATCCCTCAGACCCTTTTAGTCAGTGTGGAAAATCTCTAGCAGTACGTATAGTAGTTCATGTCATCTTATTATTCAGTATTTATAACTTGCAAAGAAATGAATATCAGAGAGTGAGAGGAACTTGTTTATTGCAGCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAATGTATCTTATCATGTCTGGCTCTAGCTATCCCGCCCCTAACTCCGCCCATCCCGCCCCTAACTCCGCCCAGTTCCGCCCATTCTCCGCCCCATGGCTGACTAATTTTTTTTATTTATGCAGAGGCCGAGGCCGCCTCGGCCTCTGAGCTATTCCAGAAGTAGTGAGGAGGCTTTTTTGGAGGCCTAGGGACGTACCCAATTCGCCCTATAGTGAGTCGTATTACGCGCGCTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAATCGCCTTGCAGCACATCCCCCTTTCGCCAGCTGGCGTAATAGCGAAGAGGCCCGCACCGATCGCCCTTCCCAACAGTTGCGCAGCCTGAATGGCGAATGGGACGCGCCCTGTAGCGGCGCATTAAGCGCGGCGGGTGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCTAGCGCCCGCTCCTTTCGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCGTCAAGCTCTAAATCGGGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAAAAAACTTGATTAGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGACGGTTTTTCGCCCTTTGACGTTGGAGTCCACGTTCTTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCCTATCTCGGTCTATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAAAAATGAGCTGATTTAACAAAAATTTAACGCGAATTTTAACAAAATATTAACGCTTACAATTTAGGTGGCACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAATATGTATCCGCTCATGAGACAATAACCCTGATAAATGCTTCAATAATATTGAAAAAGGAAGAGTATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTTGCGGCATTTTGCCTTCCTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAAAAGATGCTGAAGATCAGTTGGGTGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGTAAGATCCTTGAGAGTTTTCGCCCCGAAGAACGTTTTCCAATGATGAGCACTTTTAAAGTTCTGCTATGTGGCGCGGTATTATCCCGTATTGACGCCGGGCAAGAGCAACTCGGTCGCCGCATACACTATTCTCAGAATGACTTGGTTGAGTACTCACCAGTCACAGAAAAGCATCTTACGGATGGCATGACAGTAAGAGAATTATGCAGTGCTGCCATAACCATGAGTGATAACACTGCGGCCAACTTACTTCTGACAACGATCGGAGGACCGAAGGAGCTAACCGCTTTTTTGCACAACATGGGGGATCATGTAACTCGCCTTGATCGTTGGGAACCGGAGCTGAATGAAGCCATACCAAACGACGAGCGTGACACCACGATGCCTGTAGCAATGGCAACAACGTTGCGCAAACTATTAACTGGCGAACTACTTACTCTAGCTTCCCGGCAACAATTAATAGACTGGATGGAGGCGGATAAAGTTGCAGGACCACTTCTGCGCTCGGCCCTTCCGGCTGGCTGGTTTATTGCTGATAAATCTGGAGCCGGTGAGCGTGGGTCTCGCGGTATCATTGCAGCACTGGGGCCAGATGGTAAGCCCTCCCGTATCGTAGTTATCTACACGACGGGGAGTCAGGCAACTATGGATGAACGAAATAGACAGATCGCTGAGATAGGTGCCTCACTGATTAAGCATTGGTAACTGTCAGACCAAGTTTACTCATATATACTTTAGATTGATTTAAAACTTCATTTTTAATTTAAAAGGATCTAGGTGAAGATCCTTTTTGATAATCTCATGACCAAAATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAAGATCAAAGGATCTTCTTGAGATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAAAAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCCGAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTTCTTCTAGTGTAGCCGTAGTTAGGCCACCACTTCAAGAACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCTGTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGACGATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAGCTTGGAGCGAACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGCCACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGGAGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTATGGAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCACATGTTCTTTCCTGCGTTATCCCCTGATTCTGTGGATAACCGTATTACCGCCTTTGAGTGAGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGCGGAAGAGCGCCCAATACGCAAACCGCCTCTCCCCGCGCGTTGGCCGATTCATTAATGCAGCTGGCACGACAGGTTTCCCGACTGGAAAGCGGGCAGTGAGCGCAACGCAATTAATGTGAGTTAGCTCACTCATTAGGCACCCCAGGCTTTACACTTTATGCTTCCGGCTCGTATGTTGTGTGGAATTGTGAGCGGATAACAATTTCACACAGGAAACAGCTATGACCATGATTACGCCAAGCGCGCAATTAACCCTCACTAAAGGGAACAAAAGCTGGAGCTGCAAGCTTAATGTAGTCTTATGCAATACTCTTGTAGTCTTGCAACATGGTAACGATGAGTTAGCAACATGCCTTACAAGGAGAGAAAAAGCACCGTGCATGCCGATTGGTGGAAGTAAGGTGGTACGATCGTGCCTTATTAGGAAGGCAACAGACGGGTCTGACATGGATTGGACGAACCACTGAATTGCCGCATTGCAGAGATATTGTATTTAAGTGCCTAGCTCGATACATAAACGGGTCTCTCTGGTTAGACCAGATCTGAGCCTGGGAGCTCTCTGGCTAACTAGGGAACCCACTGCTTAAGCCTCAATAAAGCTTGCCTTGAGTGCTTCAAGTAGTGTGTGCCCGTCTGTTGTGTGACTCTGGTAACTAGAGATCCCTCAGACCCTTTTAGTCAGTGTGGAAAATCTCTAGCAGTGGCGCCCGAACAGGGACTTGAAAGCGAAAGGGAAACCAGAGGAGCTCTCTCGACGCAGGACTCGGCTTGCTGAAGCGCGCACGGCAAGAGGCGAGGGGCGGCGACTGGTGAGTACGCCAAAAATTTTGACTAGCGGAGGCTAGAAGGAGAGAGATGGGTGCGAGAGCGTCAGTATTAAGCGGGGGAGAATTAGATCGCGATGGGAAAAAATTCGGTTAAGGCCAGGGGGAAAGAAAAAATATAAATTAAAACATATAGTATGGGCAAGCAGGGAGCTAGAACGATTCGCAGTTAATCCTGGCCTGTTAGAAACATCAGAAGGCTGTAGACAAATACTGGGACAGCTACAACCATCCCTTCAGACAGGATCAGAAGAACTTAGATCATTATATAATACAGTAGCAACCCTCTATTGTGTGCATCAAAGGATAGAGATAAAAGACACCAAGGAAGCTTTAGACAAGATAGAGGAAGAGCAAAACAAAAGTAAGACCACCGCACAGCAAGCGGCCGCTGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGAAGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCATTAGGAGTAGCACCCACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAAAAAAGAGCAGTGGGAATAGGAGCTTTGTTCCTTGGGTTCTTGGGAGCAGCAGGAAGCACTATGGGCGCAGCGTCAATGACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGAATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGTAATAAATCTCTGGAACAGATTTGGAATCACACGACCTGGATGGAGTGGGACAGAGAAATTAACAATTACACAAGCTTAATACACTCCTTAATTGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCACCTCCCAACCCCGAGGGGACCCAGAGAGGGCCTATTTCCCATGATTCCTTCATATTTGCATATACGATACAAGGCTGTTAGAGAGATAATTAGAATTAATTTGACTGTAAACACAAAGATATTAGTACAAAATACGTGACGTAGAAAGTAATAATTTCTTGGGTAGTTTGCAGTTTTAAAATTATGTTTTAAAATGGACTATCATATGCTTACCGTAACTTGAAAGTATTTCGATTTCTTGGCTTTATATATCTTGTGGAAAGGACGAGGTACCGGTGTGTTGTAAATGAGCACACAAAATACACATGCTAAAATATTATATTCTATGACCTTTATAAAATCAACCAAAATCTTCTTTTTAATAACTTTAGTATCAATAATTAGAATTTTTATGTTCCTTTTTGCAAACTTTTAATAAAAATGAGCAAAATAAAAAAACGCTAGTTTTAGTAACTCGCGTTGTTTTCTTCACCTTTAATAATAGCTACTCCACCACTTGTTCCTAAGCGGTCAGCTCCTGCTTCAATCATTTTTTGAGCATCTTCAAATGTTCTAACTCCACCAGCTGCTTTAACTAAAGCATTGTCTTTAACAACTGACTTCATTAGTTTAACATCTTCAAATGTTGCACCTGATTTTGAAAATCCTGTTGATGTTTTAACAAATTCTAATCCAGCTTCAACAGCTATTTCACAAGCTTTCATGATTTCTTCTTTTGTTAATAAACAATTTTCCATAATACATTTAACAACATGTGATCCAGCTGCTTTTTTTACAGCTTTCATGTCTTCTAAAACTAATTCATAATTTTTGTCTTTTAATGCACCAATATTTAATACCATATCAATTTCTGTTGCACCATCTTTAATTGCTTCAGAAACTTCGAATGCTTTTGTAGCTGTTGTGCATGCACCTAGAGGAAAACCTACAACATTTGTTATTCCTACATTTGTGCCTTTTAATAATTCTTTACAATAGCTTGTTCAATATGAATTAACACAAACTGTTGCAAAATCAAATTCAATTGCTTCATCACATAATTGTTTAATTTCAGCTTTCGTAGCATCTTGTTTTAATAATGTGTGATCTATATATTTGTTTAGTTTCATTTTTTCTCCTATATATTCATTTTTAATTTTAATTCTTTAATAATTTCGTCTACTTTAACTTTAGCGTTTTGAACAGATTCACCAACACCTATAAAATAAATTTTTAGTTTAGGTTCAGTTCCACTTGGGCGAACAGCAAATCATGACTTATCTTCTAAATAAAATTTTAGTAAGTCTTGTCCTGGCATATTATACATTCCATCGATGTAGTCTTCAACATTAACAACTTTAAGTCCAGCAATTTGAGTTAAGGGTGTTGCTCTCAATGATTTCATTAATGGTTCAATTTTTAATTTCTTTTCTTCTGGTTTAAAATTCAAGTTTAAAGTGAAAGTGTAATATGCACCCATTTCTTTAAATAAATCTTCTAAATAGTCTACTAATGTTTTATTTTGTTTTTTATAAAATCAAGCAGCCTCTGCTATTAATATAGAAGCTTGTATTCCATCTTTATCTCTAGCTGAGTCATCAAT
TACATATCCATAACTTTCTTCATAAGCAAAAACAAAATTTAATCCGTTATCTTCTTCTTTAGCAATTTCTCTACCCATTCATTTAAATCCAGTTAAAGTTTTTACAATATTAACTCCATATTTTTCATGAGCGATTCTATCACCCAAATCACTTGTTACAAAACTTGAATATAGAGCCGGATTTTTTGGAATGCTATTTAAGCGTTTTAGATTTGATAATTTTCAATCAATTAAAATTGGTCCTGTTTGATTTCCATCTAATCTTACAAAATGACCATCATGTTTTATTGCCATTCCAAATCTGTCAGCATCTGGGTCATTCATAATAATAATATCTGCATCATGTTTAATACCATATTCAAGCGGTATTTTTCATGCAGGATCAAATTCTGGATTTGGATTTACAACATTTTTAAATGTTTCATCTTCAAATGCATGCTCTTCAACCTCAATAACGTTATATCCTGATTCACGTAATATTTTTGGGGTAAATTTAGTTCCTGTTCCATTAACTGCGCTAAAAATAATTTTTAAATCTTTTTTAGCTTCTTGCTCTTTTTTGTAGAATTCTAGATCTTGAGACAAATGGCAGTATTCATCCACAATTTTAAAAGAAAAGGGGGGATTGGGGGGTACAGTGCAGGGGAAAGAATAGTAGACATAATAGCAACAGACATACAAACTAAAGAATTACAAAAACAAATTACAAAAATTCAAAATTTTCGGGTTTATTACAGGGACAGCAGAGATCCACTTTGGCGCCGGCTCGAGGGGG
#pLVX-EGFP-IRES-puro Sequences 
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