Supplementary Table S1 Primers used in this study
	Primer name
	Sequences (5'-3')
	Positions

	ZTMV1135R
	GATTACGCCAAGCTTaCCACTTTAGTGTGCCTCTTCCATCGC  
	1110-1135

	ZTMV1027R
	GATTACGCCAAGCTTaGTCTTGCTGAACTTGAGCAGCTGCTGCC
	1000-1027

	ZTMV9288F
	GATTACGCCAAGCTTaGCCAAGCTAAAGGAGAAGGAAGAGAAGG
	9288-9315

	Rec-ZT-5UTR
	GTTCATTTCATTTGGAGAGGCCTbAAATAAAACATCTCAACACAACACA
	1-25

	Rec-ZT-3UTR
	TGGAGATGCCATGCCGACCCGGGbTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCTCTCATTCTAAGAGATTTGAGTGC
	10296-10320

	pCB301-Linearized-F 
	GGGTCGGCATGGCATCTCCA
	800-819

	pCB301-Linearized-R
	CCTCTCCAAATGAAATGAACTTCCTTATATAGA
	735-767

	ZTMVdF
	GCATTAAGTTTACGACAGCGC
	3588-3608

	ZTMVdR
	CAATCACTCTTGTCRGTGTC
	4200-4219


aUnderlined sequences are added to the 5' end of primers to facilitate In-Fusion cloning of RACE PCR products
bBases in italics are overlapping with the pCB301 vector to facilitate In-Fusion cloning
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Supplementary Table S2 Infection rates of the full-length cDNA clone of ZTMV-FS7 on several cucurbit crops
	Species of cucurbits 
	Cultivar
	Infected/inoculated plants (Infection rate (%))
	Symptoms

	
	
	Trial 1
	Trial 2
	Trial 3
	Total
	

	Benincasa hispida Cogn. var. Chieh-qua How
	Yuenong
	5/5 (100%)
	9/9 (100%)
	15/15 (100%)
	29/29(100%)
	Blistering

	Trichosanthes cucumerina var. anguina L.
	Qingfeng
	5/5 (100%)
	11/11 (100%)
	-
	16/16 (100%)
	Mottling

	Cucurbita pepo
	Oumeite
	12/12 (100%)
	12/12 (100%)
	12/12 (100%)
	36/36 (100%)
	Vein yellowing, leaf distortion

	Luffa acutangula
	Lvsheng 2
	9/10 (90%)
	9/10 (90%)
	10/10 (100%)
	28/30 (93%)
	No symptom

	Momordica charantia
	Liangku 1
	5/8 (63%)
	7/14 (50%)
	6/10 (60%)
	18/32 (56%)
	No symptom

	Cucumis sativus
	Jinyan 4
	0/12 (0%)
	0/10 (0%)
	0/12 (0%)
	0/34 (0%)
	No symptom






Supplementary Table S3 Details of 12 complete sequences of zucchini tigre mosaic virus and two papaya ringspot virus isolates retrieved from GenBank 
	Isolate
	Geographical origin
	Host
	Accession No.

	ZTMV-FS7
	China (Guangdong)
	Snake gourd (Trichosanthes cucumerina var. anguina L.)
	PP291701

	ZTMV-KF8
	China (Henan)
	Pumpkin (Cucurbita moschata)
	MK988414

	ZTMV-KF17
	China (Henan)
	Watermelon (Citrullus lanatus)
	MK988415

	ZTMV-CX1
	China (Guangxi)
	Melon (Cucumis melo)
	MK988416

	ZTMV-WL1
	China (Chongqing)
	Pumpkin (Cucurbita moschata)
	MK988417

	ZTMV-XW
	China (Guangdong)
	Bottle gourd (Lagenaria siceraria)
	MN267689

	ZTMV-TW
	China (Taiwan)
	Wax gourd (Benincasa hispida)
	LC371337

	ZTMV-Q10
	Guadeloupe
	Zucchini (Cucurbita pepo)
	KC345605

	ZTMV-Vet-026
	Venezuela
	Pumpkin (Cucurbita moschata)
	KC345606

	ZTMV-Re01-25
	France (La Reunion)
	Bitter melon (Momordica charantia)
	NC023175

	ZTMV-E11045
	France
	Zucchini (Cucurbita pepo)
	KC345608

	ZTMV-HFL
	USA
	Squash (Cucurbita pepo)
	MF362994

	PRSV-SD
	China (Shandong)
	Zucchini (Cucurbita pepo)
	MF085000

	PRSV-SK
	South Korea
	Zucchini (Cucurbita pepo)
	KY996464



Supplementary Table S4 Sequence identities of ZTMV-FS7 compared to other ZTMV isolates
	Accession number 
	Virus isolates
	Nucleotide acid
	Amino acid

	
	
	Genome
	5’-UTR
	3’-UTR
	Polyprotein
	P1
	HC-Pro
	P3
	6K1
	CI
	6K2
	Nla-Vpg
	Nla-Pro
	Nlb
	CP

	MK988414
	ZTMV-KF8
	76.8 
	49.1 
	88.8 
	85.9 
	41.7 
	95.0 
	93.4 
	94.2 
	93.9 
	84.2 
	94.7 
	94.1 
	95.7 
	96.2 

	MK988415
	ZTMV-KF17
	77.0 
	49.1 
	89.3 
	86.1 
	42.2 
	94.3 
	93.4 
	92.3 
	94.8 
	84.2 
	95.8 
	95.8 
	95.2 
	95.9 

	MK988416
	ZTMV-CX1
	77.0 
	49.1 
	89.3 
	86.1 
	42.1 
	94.5 
	93.4 
	96.2 
	94.2 
	82.5 
	95.8 
	97.1 
	95.9 
	95.2 

	MK988417
	ZTMV-WL1
	76.7 
	49.1 
	88.2 
	85.9 
	42.2 
	94.5 
	92.8 
	94.2 
	94.2 
	84.2 
	94.7 
	94.5 
	95.7 
	96.3 

	MN267689
	ZTMV-XW
	77.1 
	48.2 
	89.3 
	86.0 
	43.0 
	96.7 
	91.9 
	98.1 
	94.3 
	80.7 
	95.2 
	96.6 
	94.8 
	92.9 

	LC371337
	ZTMV-TW
	86.2 
	92.7 
	77.1 
	93.6 
	88.6 
	99.1 
	94.2 
	98.1 
	96.1 
	82.5 
	95.8 
	96.2 
	96.1 
	81.2 

	KC345605
	ZTMV-Q10
	76.6 
	50.0 
	89.8 
	85.7 
	42.4 
	95.6 
	94.2 
	94.2 
	94.3 
	82.5 
	94.2 
	95.4 
	94.6 
	90.5 

	KC345606
	ZTMV-Vet-026
	76.2 
	51.8 
	79.1 
	84.8 
	41.5 
	94.8 
	91.9 
	94.2 
	94.0 
	79.0 
	96.3 
	95.0 
	93.9 
	88.1 

	NC023175
	ZTMV-Re01-25
	76.9 
	53.6 
	88.2 
	85.9 
	44.0 
	96.1 
	93.9 
	90.4 
	94.0 
	84.2 
	90.5 
	94.1 
	95.4 
	93.8 

	KC345608
	ZTMV-E11045
	77.0 
	51.8 
	89.3 
	86.4 
	43.4 
	96.7 
	92.2 
	98.1 
	94.5 
	82.5 
	94.7 
	96.6 
	95.0 
	94.9 

	MF362994
	ZTMV-HFL
	74.9 
	47.3 
	51.9 
	78.2 
	39.8 
	95.6 
	91.0 
	96.2 
	86.1 
	75.4 
	71.7 
	89.5 
	85.4 
	68.7 






>PP291701 zucchini tigre mosaic virus isolate FS7, complete genome
AAATAAAACATCTCAACACAACACACATCATAACAAAGCAACCAAAAGCACTTTGTTAGTTCTAATAATCTACGCGAAATTTATTTCCTATAACAACAGCTGCGACACAAATGGCAACTTTGTACTCATTTCAGCCAATTGCTCAACGTGATCGACGTCTGTTCCATAAGCATGGAGCAGGTTACATTGAGCGTAAACTCGAAAATAAGCATGAGCGCACCCACACTAAGCATTGGCAAGAGTTCCGAGTGAGTTTTGGAGCAAAGCTTGCTTACTTCATGCTACATGCAAATGCTGAGATTGGAAGGGAGTTCCTTGACGCTCCAAAAAGAAGGCAAAGCGATTTCCTGGAAATCGCACACAAATCAATGGTTAGTCGTCTCAACTACGACTATGAGTCTGAAAATTGGGTTTGTTCAGCGTGTGATTATTCACAAGATAAATTCTTCAAGAGATGCGACTGTGGAGAGAGATACTATTTCAGTGAAAGGAACCTCATGGCCTCTCTCTCCAACTTGAAGTATGTCAACGACATGACATATGAGGAAATCGATGCCATCGACCTGAATTATCTTGCAGGATGTGTTTTTGCTGAAGAGGCAGCACAGGAGAAAAATAACAATTCTGAGTTCCAAACCACAATTCGCGAGGAAGACCCAATTACTGTGAATTGCGGCACCAAATTTCCAAGTGATAAGGAGAGTGAACCCATGGTTCCTGGAACTATGACAATCACCATTGGTGATATAGCTGTACCTTTGCTTCCTATGTGCGAATCCCCTATTTTGTGTGGAGAAGTTGGTGGGTTTGAATCCGTAGGATTCCAATTGGAACCTGTGCAGGATAAAGAAATTAGTCTACAAGTTGAAGAGGCAGTGATTAAAGCACTTGAAGTTGGTAATTGCATTGCTATTGAGAGAAATGAAGAAGGATTGCAATACCATAGCAAAAATCTCGAGGAAATGAAAACAAATTTTCGTCATCGCACACATGCTTCTGAAGTGCGAAGAGAACTGCACCGTGAATCTGAAAAGAGGAAGCAAATCTTCGCTGAGCTCGAGAAGAAGCTCAACTTACGTGAGCGTAGGGCCAATAAAGTTCTCAAAAGGGATAAGCATGGTACGCTCAGATGGATGAAGCGCGTTCCTCTTGCTAAAGGGAGACTTTTAGTTGCGCCTGAACGTGAAATTTCCACAATTCACGCAAATTGCAGTATTTCCCCCATATATCAAGAAACATTAATTCCTGGAATTAAGTGTGCCACTTCGAAAAGGAAAGAGAAGGGGAAAACAAAGAAGCCACTTAAAGGAAAGGGCGTTTTCACTCATGTACTACGAAATCTGTGTAGCATCATTAAGAACACCAACGTTCATGTTGAGTTAATCTCTGGCAAACGTAAGCGTGTTATCCACCAACGAGAAGGTAGTAGCTATGTGCAACTCAAACACATGCAAGGTATTAAACGACGAAAAGACGTCAACGATGATGGAATGATACACGAGCTGTTCGAAACTGTCTGCACGTTCCTTGTCAAGAACTACACAGTTGATGCAAATAATTTACGCAAAGGGAGTAGCGGACTCATTTTTAAACCATCTTTTGGTGCGAATATCGGACGTCATAAAGGGTCGTATTTCATAGTGCGCGGTAGATGTGAAGGAAGGTTGATTGATGCCCGCTCAAAGCTCACGCATTCCGTCGTTTGCAAAATGGAGCACTACAGTGACGTTGCTGAGAAATTTTGGCTTGGTTTCAATAGAGCGTTTTTACGCCATAGAAAGCCATCGGATCACGTGTGTTCATCTGACATGGATGTGACAATGTGTGGGGAAGTAGCTGCTCTTGCCACACTGGTCTTATTCCCGTGTCACAAAATAACTTGCAACACCTGCATGGGAAGAGTCAAAGACAGGGTTATTGATGAAGTTGGAGAAGACTTAAATTGCGAGCTTGAACGATTGCGAGAGACACTTAGCTCATACAGTGGTTCTTTTGGACATGTCTCCACTTTATTAGATCAGCTTAACAAAGTGCTAAACGCTCGCAATACAAATGACGAAGCATTTAAGGAGATTGCGAGGAAGATAGACGAAAAGAAAGAAAGTCCTTGGTCTCACTTGTCATCGATCAATAACGTGTTAATCAAGGGATCACTGGCTACTGGATCTGAATTTGAAAGAGCCACTGACAATCTCCGAGAAGTCGTTAGATGGCATTTAAAACGTACTGAGTCGATCAAAGCTGGAAGTGTTGAAAGCTTCAGAAACAAGCGATCGGGCAAGGCTCACTTCAATCCTGCTTTGTCATGTGACAATCAATTGGATAGGAATGGAAACTTCCTATGGGGTGAACGCCAATATCATGCGAAGCGATTTTTCGTGAACTATTTTGAGAAAGTTGACCACAGCAAAGGGTATGAACACTACAGCATTCGAAGGAATCCCAACGGAGTTAGGAAGATCGCGATCGGTAACTTAATATTCTCGACTAACTTGGAGCGTTTCCGACAGCAAATGGTTGAGAATCATATCGAACAAGGACCAATCACTCGTGAGTGCATTTCGCTAAGAAATAACAATTATGTCCATGTTTGTAGCTGCGTCACTCTTGATGATGGCACACCCGTTACTAGCGAACTCAAAACTCCAACCAAAAATCACCTCGTTCTTGGAAATTCTGGGGACGCCAAGTATGTGGATTTACCAACACTTGAGGTTGATTCAATGTTCATAGCTAAGGAAGGTTATTGCTACATGAACATTTTCCTTGCAATGTTGGTTAACATACCAGAAGGGGAGGCAAAAGACTTCACGAAGAGAGTTCGAGACCTCGTTGGTGCTAAACTCGGGCAATGGCCGACTATGCTAGATGTAGCGACTTGCGCAAATCAATTAGTGATATTTCATCCAGATGCTGCTAGCGCCGAATTGCCACGCATTCTTGTTGATCACAAACACAAAGTTATGCATGTGATGGACTCTTTTGGTTCTGTTGATTCTGGTTATCATATTCTCAAAGCAAATACTGTCAACCAACTGATTCAATTTGCGCGCGAACCCCTTGACAGTGAATTAAAGCATTATCTCGTTGGCGGTGATTTATTTGATCCAACAATGGATTGCCTACATCAATTGATTCGACGGATCTATAAGCCAAATGAGTTGCTTGAATTGCTCAAAGATGAGCCACATTTAATCGTCATCTCTTTGATGTCTCCAAGCGTCTTGCTAACACTGTTCAACAGCGGAGCAGTAGAACATGCACTCAGTTACTGGATTAAAAGAGACCAGGACGTAGTTGAAACAATTGTACTGGTGGAACAGCTGTGCAAGAAAGTCACTCTAGCGCGAACTATTCTGGAGCAATTTAATGAGATTCGGCAAAACGCAAGAGATGTTAAGGAGATAATGGAAAGAGGTTCAAGGCCATGGATTTCATATGATCGAGCGCTTACAATGCTCGAGATGTTTGCTAATTCACACTTAACCGATGAGGGCTTGATCAAGCAAGGGTTTTCGACACTTGATCCAAAGTTACGTGTCGCCGTTGAAAAAACCTACGCCGGCCTCTTACAGGAAGAGTGGAATGCATTAAGTTTGCGACAGCGCTTGTACTTAAGGTACTATGCATACAAGGCGCAACCATCTTTTTCAAGGTATTTAAAGCCCAACGCGCTCGCAGATTTAAACATTGTTTACGACTTCTCACCACGACACTGTGTACGAGAGGTCGGAAGAGCGTTATGGTATCCAGTCCAAATGTGTAAGGCGGCAGTTACGCATATAGCACGTAAAAGTGGTGAATTTGCTCGGCGTAGCGTTGTGCGAGGATGTCAATATGTTTTTAAAGATCTTCTGCAGTTTGTTAATGTTATGCTAGTACTTAGCTTGTTACTCCAAATATTCAAAACTATTCAGGGCTATGTACACGAACATAAACAACTCCAGAAATTCAATGAGGAAAGAGAGCGTGAGCAAGAATTTAAAGAGTTGGAATCCTTATATGCAAAACTCACACTCAAGACAGGTGAACAGCCTACCGTTGAAGAATTTGTTGACTATGTCAAAATAAAGCAACCATCATTAGCTGAAAAAGCTGTTCTTCTCACGAGCAAAGTTGTTACATTTCAAGCAAAAACAGACAATGAGAAGAAATTGGAACAAATCATTGCGTTCATCACTCTTGTGATGATGATGGTTGACACTGATAAGAGTGATTGTTTGTACAGAATTTTGAGCAAGTTCAAAGGAATCATGTCATCAGATGCGACGAATGTGTACCATCAATCTCTTGATGATATTGCTGATCTCTTTGAGGACAAACAACTCACGATTGATTTTGACATATCAACAGATGAACAAATTAACAGAGGGCCAATCGACGTGACCTTTGAGAAGTGGTGGGACAATCAGCTGTCATCTAATCACGTTACGAACCATTACCGAATTGGAGGTCATTTTCTTGAATTCTCACGCGGTAATGCAGCTACTATCGCATCTGAGATTGCACACAGCTCAGAGCGGGAGTTCCTCATACGCGGAGCTGTTGGTAGTGGAAAGTCAACGAACCTTCCATATCTCCTTAGTGGGCATGGAAACGTTCTGTTAATTGAACCAACTAGACCGTTGTGTGAGAATGTTTGCAAGCAGCTTCGGGGTACACCATTTCATTGTAATCCGACGATCAGAATGCGTGGTCTTTCGTCGTTCGGCTCTTCGAAAATAACAATAATGACAAGCGGTTTTGCCCTTCACTATTTTGCTCACAACGTGGATCAACTTCGCGAATTTGACTTCATAATTTTTGACGAATGCCACGTTATCGATTGTCAAGCAATGGGCCTGTATTGCTTGATGAATGGGCATAGTGTTGAAACCAAGCTTCTCAAAGTTTCAGCAACGCCACCTGGGCGTGAAGTTGAGTTCTCAACCCAATATCCCGTTAAGATAATAACTGAGGAGTCCATTAGCTTTCAACAGCTCGTCGCAAATTTTGGAACTGGAGCTAATAGCGACGTGACGGCGAGTGCTGATAACATACTTGTGTACGTGGCTAGTTACAACGAAGTCGATCAGCTTAGCAAACTTTTGAATGACCGTGGTTACATGGTGACTAAGGTTGATGGAAGAACTATGAAGGTCGGCAAGACTGAAATTGAAACAAAGGGCACCAAGAATAAAAAGCACTTTATTGTTGCCACCAATATCATTGAGAATGGAGTCACACTCGATATCGATGCGGTCATTGATTTTGGTATGAAGGTAGTCGCGGAAATGGATTCAGACAATCGTGTTATTCGATACTCTAAGCGAAGCATTAGCTATGGAGAAAGAATCCAAAGACTTGGTCGTGTGGGGAGACACAAGGATGGCATCGCTCTCCGAATTGGTCACACTGAGAAAGGTATTCAAGAAATTCCTGAGATGATTGCTACTGAAGCAGCTTTCTTAAGTTTTGCTTACGGTCTGCCTGTCATGACTCACAACGTTGGTCTCAGTATTTTGAAAAAGTGCACTGTTAGACAAGCACGGACGATGTTGCAATACGAGTTGAGTCCTTTCTTCACCCAGTGCTTGGTTAATTTTGACGGAACAGTACATCCAAAAATCAATGAAATACTGCGTCCGTACAAACTCCGGAATAGCGAGATTAAGCTCAGTGAATCCGCAATTCCGCACGGAGTGCGCTCAATCTGGTTATCAGTCCGTGACTATGAGTCAATTGGTGTGCGACTCAACCTCGATCAAGGAGTTAGACTTCCTTTCTACGTTCGTGATGTCCCCGAAAGAGTGTATGAGCAAATTTGGCAAGCAGTTGAGCATTATAAGCGAGATTTTACATTCGGAAGAATTTCAAGTGCGTCAGCAGGAAAGATAGCATACACCTTGCAGACTGACATTCATGCTATCCCACGAACATTGCTTATGATAGAGAAATTAATTGAAAGTGAGAATGCTAAACACGCACACTTCAAAGCAATGACAAGTTGCACTGGTATGACATCGAGCTTTTCACTCCTTGGCATAATCAACAATATCCAAAGCCGGTACTTAGTTGATCACTCCATTGAGAACATCCGCAAACTACAAATGGCGAAGTCTCAAATCCAACAGTTGAGTGCAAACATGAATGACAGCAATGTTTTGGAAATGGTGCAATCTCTTGGAGCTGTCAGAGCAGTGTATCACCAAAATGCAGATGGGATATCCCACATTAAGAAAGAACTTGGTCTTTGTGGTATTTGGGATAAAACTCTCATGGTTAGAGATGCGTTGGTGTGCGGCTTTACATTGTGTGGCGGGGCAATGTTAGTCTATCAATTTCTGAGAGATCAGTTTGCAAATAAACACGTGTATCATCAGGGTTTTTCGGCCAGACAGAGACAGAAGCTTCGATTCAGGGCAGCAGCTCACGCAAAGCTTGGGAAAGAAATTTATGGAGACGATGGCACGATTGAGCATTATTTCGGTGAAGCATACACCAAGAAAGGGAACAAGAAAGGAAAAATGCACGGAATGGGAAGTAAAGTTCGAAAGTTTGTTGCGACTTATGGCTTCAAACCTGAAGATTACTCTTATGTGAGGTATTTGGACCCTTTAACTGGCGAAACACTTGATGAAAGCCCCAACACTGATGTTTCTTTGGTGCAAGAGCACTTCGACGAAGTTCGCATGAGGTTTCTGGATGCAGACAAACTTGAACGGCAAAAGATTATTAGTGATGGAGGGATAAAAGCGTTTTACGTGCGTAACGCCGCAAAAACCGCTCTTGAAGTCGACCTCACTCCGCACAACCCACTTAAAGTTTGCGACAACAAACTCACAATTGCCGGCTTTCCAGAACGCGAATTTGAATTGAGGCAAACAGGACCTGCTAAGCCCATTGATGCTACAAATGTTCCATCGCCTTCCAAAGCAGTCCTCCATGAAGGCAGGAGTCTATGTAACGGGATGCGCAACTACAACGGAATTGCTTCTGTTGTGTGTCATCTTCAAAACACATCAGGAAATGGTCGAAGTTTGTATGGAATAGGTTACAATTCGTACATCATTACGAACAGGCACTTATTTCGCGAAAACAACGGCAAACTAGTTGTCAAAACTCAACATGGGCAGTTTGTCGTTCAAAACACATGCACCCTGAAAGTGGCACCAATTGGAAAAACGGATATTGCTGTTATCCGCATGCCAAAAGATTTTCCGCCATTCCATAGCCGTGCGAAATTCAGACATATGAACTCAACAGACAAAGTCTGCATGGTGGGAGTTGATTATCAAGAAAACCATGTCGCCAGCAAAGTTTCTGAAACGAGCAGTATTAGTGCTGGTGAAGGAGATTTCGGAAGTCATTGGATTTCCACAAATGATGGTGATTGTGGTTGTCCCCTCGTGTGCGTATCTGATGGCTACATAATTGGATTACACAGTTTATCCAGTTCGGACAATTCGCAAAATTATTTTGCGAAGATTCCTGAGTATTTCGAGGAGCAAGTTCTTAGGCGATTGGATAAGTTAGAGTGGAGTAGTCATTGGCGATACAATCCAAACAGCCTTAGTTGGGGAGCTTTGAAAGTCTGGGAGAGTCGACCTGAAGCGATTTTTAATGCTAAGAAGGAAATTCAGCATCTAAATACGTTTGAGCAAAGCGGAAAGAAGTGGTTGTTCAACCAGCTACATGGAAATCTGAAGGGTATAGCTGAGGCACCAAGCAATTTGGTAACTAAGCATGTCGTTAAAGGGCCGTGCATGTTGTTTCAACAGTACTTAAACTGTAATGATGATGCCAAACAATTCTTCACACCCTTGATGGGACACTACATGAAAAGTGTACTCAACAAAGAAGCTTATGCCAAAGACCTATTGAAATACTCAAGCGACATCATTGTTGGTGAAGTGGACCACAGTATTTTTGAGGAGAGTGTTCAACAGGTAATTGAGCTACTAAATGACCACGAATGCCCAGAATTGGAGTACATCACAGATGGTGACATTGTGATCCAATCAATGAACATGGACGCAGCTGTCGGTGCTTTATACACTGGAAAGAAACGGAAGTACTTTGAAAATTCAACTGTTGATGAGAGGCGCGCTCTTGTGAAAGCTAGTTGTCGTAGACTGTATGAAGGAAGGATGGGTGTTTGGAATGGCTCACTAAAGGCTGAAGTGAGACCAGCAGAAAAAGTCCTTGCATCGAAGACACGAACTTTTACAGCTGCCCCAATTGACACACTGCTCGGGGCGAAAGTGTGCGTTGATGATTTCAACAACTGGTTCTACAGCAAAAATATGGTTTGCCCTTGGACCGTTGGAATGACAAAATTCTACAAGGGGTGGGACGAATTCATGCGTAAATTTCCTGACGGTTGGGTGTATTGTGATGCTGATGGATCACAATTTGATAGCTCATTAACTCCTTATCTCCTAAACGCTGTGTTAGAAGTGCGCTTGTGGGCGATGGAGCCGTGGGATATTGGTGAATCAATGTTGCAGAATTTGTATGGGGAAATCACATACACACCAATTCTTACCCCGGATGGCACAATTGTCAAAAAGTTTAAAGGAAATAATAGCGGTCAGCCATCAACCGTCGTTGATAATACACTGATGGTCCTCATTACAATGTACTATGCATTGCGAAAAGCTGGTTATAATCGGGAGGAACAGGAACAAGTGTGTGTATTCTACATCAATGGAGATGATTTGTGTATCGCCGTACATCCTGAGCACGAAAGTTTACTTGACACTCTTTCTTCCTCTTTTGCAGAGCTTGGTCTCAAGTATGATTTCTCATCTAGACATCGTGATAAACAGGAGCTTTGGTTTATGTCCCATCGTGGCATTTTGATTGAGAATCTGTACATCCCAAAGCTTGAGCCCGAACGCATCGTAGCTATTCTTGAATGGGATAAATCTAAGCTGCCCGAACATAGACTTGAAGCAATTATGGCGGCTATGATTGAATCGTGGGGTTACGAGGAGCTAACGGATCAGATTCGGAAATTTTACCAATGGGTCTTAGAGCAAGCTCCGTACAACGAGCTTGCGAAGCAAGGAAAAGCACCATATGTATCCGAACTTGGACTTCGAAGATTATACACTAGCACCCGCGGATCCTGTGCGGAATTGGAAGTGTATCTTTCAAAATACTTTGAAGATGAAACTGGGGATACACCAGAGCTTGTGGCGTACCATGAATCTGTTAACCCGCTGAAGCAGACTCTAGCATCTCTACAGAGTAAAAATGTGTTTTATCAATCAAAGGACGGTGCTGTAGACGCCGGAGTCAATGCCAAGCTAAAGGAGAAGGAAGAGAAGGAAAAAGAAAAAGAAAAAGAAAAGGAAAAAGAAAAAGAGAAAGAAAAGTTAAAGGACGCATCTGAGGCGTCGAACCAGGAAACAAGTTCAAAGAAAGAAAGAGAGAGAGATCGAGATGTCAATGCTGGAACAATGGGGAGTTTTACTGTTCCTCGTATTAAAACATTCACTGATAAAATGATTTTACCCAAGTTTAGAGGAAAAACTGTTCTAAACTTAAATCATCTAATTCAGTACAATCCGCAGCAGATTGACATCTCAAATACGCGTGCCACCCAGAGTCAATTTGATAGGTGGTATGAAGGCGTGCGCAATGATTATGGCCTTAACGACAATGAAATGCAGGTCATGCTAAATGGCCTAATGGTTTGGTGCATTGAAAACGGCACTTCCCCAGACGTTTCTGGTGTCTGGGTTATGATGGATGGTGAAAATCAAGTTGATTACCCCATCAAACCATTGATTGAGCATGCAACACCAACATTTCGTCAAATTATGGCGCACTTTAGTAACGCAGCGGAAGCATACATCGCTAAGCGGAATGCAACAGAACGATATATGCCTCGCTATGGTTTAAAGCGAAATCTGACTGACATAAGTCTCGCCAGATATGCCTTTGATTTTTACGAGATAAACTCGAAAACTCCTGATAGAGCTCGTGAAGCACACATGCAAATGAAGGCAGCGGCCCTCCGCAACGCTAACAGGCGTTTATTTGGAATTGACGGCAGCGTCAGTAACAGGGAAGAGAACACGGAGAGACACACTGTCGAGGATGTCGAACGCGACATGCACTCTCTCCTTGGAATGCGCAAGTGATGTCGGCTAGGCCTGGCTTAGCCCTGTTCCCCCTATAATATAAGTAACCGTACTTAGTAGTGTGGTTTTACCACCGTATTTACGTTTCAGTGAGGGTGGCCCTCCTTGTTGCTTGTATTATTCGCGTTCTCTGAGCTTTGTTTCAGTGTGGGTATCCCATGTGCACTCAAATCTCTTAGAATGAGAG
