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	WT ETV6
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES1550139579_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES1550139579_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES1550139579_0
	316-330
	VIQLMPSPIMHPLIL
	0.438

	>LocNES1550139579_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES1550139579_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 R202G
	
	
	

	rotein Name
	Position
	Sequence
	Score

	>LocNES241877553_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES241877553_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES241877553_0
	316-330
	VIQLMPSPIMHPLIL
	0.438

	>LocNES241877553_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES241877553_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 P214L
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES489367305_0
	80-94
	SSTPLHVPVPRALRM
	0.053

	>LocNES489367305_0
	116-130
	DVAQWLKWAENEFSL
	0.019

	>LocNES489367305_0
	251-265
	PLRSPLDNMIRRLSL
	0.611

	>LocNES489367305_0
	316-330
	VIQLMPSPIMHPLIL
	0.24

	>LocNES489367305_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES489367305_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 R127Q
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES412690009_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES412690009_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES412690009_0
	316-330
	VIQLMPSPIMHPLIL
	0.438

	>LocNES412690009_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES412690009_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 V166M
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES1933415715_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES1933415715_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES1933415715_0
	316-330
	VIQLMPSPIMHPLIL
	0.438

	>LocNES1933415715_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES1933415715_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 R181H
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES1745098404_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES1745098404_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES1745098404_0
	316-330
	VIQLMPSPIMHPLIL
	0.438

	>LocNES1745098404_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES1745098404_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 R199Q
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES2000474660_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES2000474660_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES2000474660_0
	316-330
	VIQLMPSPIMHPLIL
	0.438

	>LocNES2000474660_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES2000474660_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 L201P
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES952651499_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES952651499_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES952651499_0
	316-330
	VIQLMPSPIMHPLIL
	0.438

	>LocNES952651499_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES952651499_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 R202Q
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES859213392_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES859213392_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES859213392_0
	316-330
	VIQLMPSPIMHPLIL
	0.438

	>LocNES859213392_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES859213392_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 P223L
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES142148561_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES142148561_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES142148561_0
	316-330
	VIQLMPSPIMHPLIL
	0.515

	>LocNES142148561_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES142148561_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 R259Q
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES1566165609_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES1566165609_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES1566165609_0
	316-330
	VIQLMPSPIMHPLIL
	0.438

	>LocNES1566165609_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES1566165609_0
	359-373
	HREDLAYMNHIMVSV
	0.089

	ETV6 A329T
	
	
	

	Protein Name
	Position
	Sequence
	Score

	>LocNES794773578_0
	80-94
	SSTPLHVPVPRALRM
	0.06

	>LocNES794773578_0
	116-130
	DVAQWLKWAENEFSL
	0.02

	>LocNES794773578_0
	316-330
	VIQLMPSPIMHPLIL
	0.438

	>LocNES794773578_0
	357-371
	LSHREDLAYMNHIMV
	0.031

	>LocNES794773578_0
	359-373
	HREDLAYMNHIMVSV
	0.089



