Table S1. Proteins identified by non-targeted data-dependent acquisition and database search using Spectrum Mill
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[bookmark: _GoBack]Figure S1. PEP-FOLD3 modelled peptide (KAIKCVPQADVEWKFYD) in cartoon (a), line (b), and ball and stick (c) views.  https://mobyle.rpbs.univ-paris-diderot.fr/cgi-bin/portal.py#jobs::PEP-FOLD.S06809981149912.
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Method Name Method Path Method Description Device List
Multisampler
Binary Pump Column Comp. Q-TOF

Agilent_training_peptides_slope4_it_5uL.m D:\MassHunter\Methods\peptides\Agilent_training_peptides_slope4_it_5uL.
TOF/Q-TOF Mass Spectrometer

	Component Name
Ion Source
Can wait for temp.
	MS Q-TOF
Dual AJS ESI
Enable
	Component Model
Stop Time (min)
Fast Polarity
	G6545A
No Limit/As Pump
False

	MS Abs. threshold
	200
	MS Rel. threshold(%)
	0.010

	MS/MS Abs. threshold
	5
	MS/MS Rel. threshold(%)
	0.010

	Time Segments
	
	
	

	Time Segment #
1
	Start Time (min) Diverter Valve State
0 MS
	Storage Mode	Ion Mode
Both	Dual AJS ESI
	




Time Segment 1

	Acquisition Mode AutoMS2
	

	MS Min Range (m/z)
	
	100

	MS Max Range (m/z)
	
	1700

	MS Scan Rate (spectra/sec)
	
	3.00

	MS/MS Min Range (m/z)
	
	50

	MS/MS Max Range (m/z)
	
	1700

	MS/MS Scan Rate (spectra/sec)
Isolation Width MS/MS Decision Engine
	
	2.00
Medium (~4 amu) Adv

	Ramped Collision Energy
	
	

	Charge	Slope
All	4
Auto MS/MS Preferred/Exclude Tabl
	Offset
2
e
	

	Mass	Delta

921.9686
	Mass (ppm) 100
	Charge

1
	Type

Exclude
	Retention Time (min)
0
	Delta Ret. Time (min)
	Isolation
Width
Narrow (~1.3
	Collision Energy

	
	
	
	
	
	
	amu)
	


Precursor Selection
Max Precursors Per Cycle	10
Threshold (Abs)	500
Threshold (Rel)(%)	0.010
Precursor abundance-based scan speed	Yes
Target (counts/spectrum)	25000.000
Use MS/MS accumulation time limit	Yes
Use dynamic precursor rejection	No
Purity Stringency (%)	100.000
Purity Cutoff (%)	30.000
Isotope Model	Peptides
Active exclusion enabled	Yes
Active exclusion excluded after (spectra)	2
Active exclusion released after (min)	0.20
Sort precursors	By abundance only
Static Exclusion Ranges
StartMZ	EndMZ
25	300
Charge State Preference
Selected Charges
2
3
>3
Instrument Parameters

	Parameter
	Value

	Gas Temp (°C)
	325

	Gas Flow (l/min)
	8

	Nebulizer (psig)
	35

	SheathGasTemp
	350

	SheathGasFlow
	11


Scan Segments
Scan Seg # Ion Polarity
1 Positive
Scan Segment 1
Scan Source Parameters

	Parameter
	Value

	VCap
	4500

	Nozzle Voltage (V)
	1000

	Fragmentor
	180

	Skimmer1
	65

	OctopoleRFPeak
	750



	ReferenceMasses

	Ref Mass Enabled
Ref Nebulizer (psig)
	Disabled
	

	Chromatograms
	
	

	Chrom Type
	Label
	Offset
	Y-Range

	TIC
	TIC
	15
	10000000

	TIC
	TIC
	15
	10000000





Name: Multisampler Sampling Speed Module: G7167A



Draw Speed	100.0 µL/min
Eject Speed	400.0 µL/min
Wait Time After Drawing	1.2 s
Injection
Needle Wash Mode	Standard Wash
Injection Volume	5.00 µL
Standard Needle Wash
Needle Wash Mode	Flush Port
Duration	10 s
High Throughput
Injection Valve to Bypass for Delay Volume Reduction	No
Sample Flush-Out Factor	5.0 Overlapped Injection
Overlap Injection Enabled	No
Needle Height Position
Draw Position Offset	-1.0 mm
Use Vial/Well Bottom Sensing	No
Stop Time
Stoptime Mode	No Limit
Post Time
Posttime Mode	Off

Name: Binary Pump	Module: G7112B
Flow	0.100 mL/min
Use Solvent Types	Yes
Low Pressure Limit	0.00 bar
High Pressure Limit	400.00 bar
Maximum Flow Gradient	100.000 mL/min²
Stroke A
Automatic Stroke Calculation A	Yes
Stroke B
Automatic Stroke Calculation B	Yes
Stop Time
Stoptime Mode	Time set
Stoptime	50.00 min
Post Time
Posttime Mode	Off
Solvent Composition
	
	Channel
	Solvent 1
	Name 1
	Solvent 2
	Name 2
	Selected
	Used
	Percent (%)

	1
	A
	H20
	
	IPA
	
	Ch. 1
	Yes
	98.0 %

	2
	B
	premixed ACN(95%) - H2O(5%)
	
	IPA
	
	Ch. 1
	Yes
	2.0 %


Timetable
	
	Time (min)
	A (%)
	B (%)
	Flow (mL/min)

	1
	0.00 min
	98.0 %
	2.0 %
	0.100 mL/min

	2
	2.00 min
	98.0 %
	2.0 %
	0.100 mL/min






	
	Pressure (bar)

	1
	400.00 bar

	2
	400.00 bar



	
	Time (min)
	A (%)
	B (%)
	Flow (mL/min)

	3
	27.00 min
	60.0 %
	40.0 %
	0.100 mL/min

	4
	32.00 min
	40.0 %
	60.0 %
	0.100 mL/min

	5
	32.01 min
	15.0 %
	85.0 %
	0.100 mL/min

	6
	37.00 min
	15.0 %
	85.0 %
	0.100 mL/min

	7
	37.01 min
	98.0 %
	2.0 %
	0.100 mL/min



Name: Column Comp. Left Temperature Control
Module: G7116A
Temperature Control Mode	Temperature Set
Temperature	40.0 °C
Enable Analysis Left Temperature
Enable Analysis Left Temperature On	Yes
Enable Analysis Left Temperature Value	1.0 °C
Left Temp. Equilibration Time	0.0 min
Right Temperature Control
Right temperature Control Mode	Not Controlled
Enable Analysis Right Temperature
Enable Analysis Right Temperature On	Yes
Enable Analysis Right Temperature Value	0.8 °C
Right Temp. Equilibration Time	0.0 min
Enforce column for run
Enforce column for run enabled	No
Stop Time
Stoptime Mode	As pump/injector
Post Time
Posttime Mode	Off
Timetable
Valve Position	Position 2 (Port 1 -> 2)
Position Switch After Run	Do not switch

		
	Pressure (bar)

	3
	400.00 bar

	4
	400.00 bar

	5
	400.00 bar

	6
	400.00 bar

	7
	400.00 bar
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Method Name Method Path Method Description Device List
Multisampler
Binary Pump Column Comp. Q-TOF

targetted_slope4_WW_test2.m D:\MassHunter\Methods\peptides\targetted_slope4_WW_test2.m

TOF/Q-TOF Mass Spectrometer

	Component Name
Ion Source
Can wait for temp.
	MS Q-TOF
Dual AJS ESI
Enable
	Component Model
Stop Time (min)
Fast Polarity
	G6545A
No Limit/As Pump
False

	MS Abs. threshold
	200
	MS Rel. threshold(%)
	0.010

	MS/MS Abs. threshold
	5
	MS/MS Rel. threshold(%)
	0.010

	Time Segments
	
	
	

	Time Segment #
1
	Start Time (min) Diverter Valve State
0 MS
	Storage Mode	Ion Mode
Both	Dual AJS ESI
	


Time Segment 1
Acquisition Mode TargetedMS2

	MS Min Range (m/z)
	
	100

	MS Max Range (m/z)
	
	1700

	MS Scan Rate (spectra/sec)
	
	3.00

	MS/MS Min Range (m/z)
	
	50

	MS/MS Max Range (m/z)
	
	1700

	MS/MS Scan Rate (spectra/sec)
Max Time Between MS (sec) Decision Engine
	
	2.00
Disabled Native

	Ramped Collision Energy
	
	

	Charge	Slope
All	4
	Offset
2
	




	Targeted Mass Table
Start Mass
	

Z
	

Ret. Time
	

Delta Ret.
	

Isolation
	

Collision
	

Acq. Time

	
	
	(min)
	Time (min)
	Width
	Energy
	(ms/spec)

	604.8429
	2
	15
	2
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	633.7451
	5
	19
	3
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	633.7451
	5
	20
	1
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	633.7451
	5
	20
	1
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	642.3427
	3
	17
	5
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	676.027
	3
	20
	4
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	676.027
	3
	21
	4
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	737.3753
	3
	17
	10
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	737.3753
	3
	18
	3
	Medium (~4
	
	

	
	
	
	
	amu)
	
	

	737.3753
	3
	13
	5
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	786.0772
	3
	22
	3
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	802.4194
	3
	13
	5
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	820.4224
	2
	20
	10
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	878.212
	4
	22
	2
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	878.212
	4
	26
	2
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	882.4681
	3
	26
	2
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	890.1353
	3
	20
	5
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	890.1353
	3
	24
	2
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	918.4691
	2
	15
	5
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	919.1262
	3
	25
	1.5
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	919.1262
	3
	21
	6
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	955.012
	4
	25
	1.5
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	996.7676
	4
	21
	5
	Medium (~4
	
	

	
	
	
	
	amu)
	
	

	996.7676
	4
	50
	5
	Medium (~4
	
	

	
	
	
	
	amu)
	
	

	996.7676
	4
	24
	4
	Medium (~4
	
	

	
	
	
	
	amu)
	
	

	1043.0443
	2
	25
	25
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	

	1086.4947
	2
	25
	25
	Medium (~4
	
	1000

	
	
	
	
	amu)
	
	



Instrument Parameters

	Parameter
	Value

	Gas Temp (°C)
	325

	Gas Flow (l/min)
	8

	Nebulizer (psig)
	35

	SheathGasTemp
	350

	SheathGasFlow
	11


Scan Segments
Scan Seg # Ion Polarity
1 Positive



Scan Segment 1
Scan Source Parameters

	Parameter
	Value

	VCap
	4500

	Nozzle Voltage (V)
	1000

	Fragmentor
	180

	Skimmer1
	65

	OctopoleRFPeak
	750


ReferenceMasses

	Ref Mass Enabled
Ref Nebulizer (psig)
	Disabled
	

	Chromatograms
	
	

	Chrom Type
	Label
	Offset
	Y-Range

	TIC
	TIC
	15
	10000000

	TIC
	TIC
	15
	10000000




Name: Multisampler Sampling Speed

Module: G7167A

Draw Speed	100.0 µL/min
Eject Speed	400.0 µL/min
Wait Time After Drawing	1.2 s
Injection
Needle Wash Mode	Standard Wash
Injection Volume	5.00 µL
Standard Needle Wash
Needle Wash Mode	Flush Port
Duration	10 s
High Throughput
Injection Valve to Bypass for Delay Volume Reduction	No
Sample Flush-Out Factor	5.0 Overlapped Injection
Overlap Injection Enabled	No
Needle Height Position
Draw Position Offset	-1.0 mm
Use Vial/Well Bottom Sensing	No
Stop Time
Stoptime Mode	No Limit
Post Time
Posttime Mode	Off

Name: Binary Pump	Module: G7112B
Flow	0.100 mL/min
Use Solvent Types	Yes
Low Pressure Limit	0.00 bar
High Pressure Limit	400.00 bar
Maximum Flow Gradient	100.000 mL/min²
Stroke A
Automatic Stroke Calculation A	Yes
Stroke B
Automatic Stroke Calculation B	Yes
Stop Time
Stoptime Mode	Time set
Stoptime	50.00 min
Post Time
Posttime Mode	Off
Solvent Composition
	
	Channel
	Solvent 1
	Name 1
	Solvent 2
	Name 2
	Selected
	Used
	Percent (%)

	1
	A
	H20
	
	IPA
	
	Ch. 1
	Yes
	98.0 %




	
	Channel
	Solvent 1
	Name 1
	Solvent 2
	Name 2
	Selected
	Used
	Percent (%)

	2
	B
	premixed ACN(95%) - H2O(5%)
	
	IPA
	
	Ch. 1
	Yes
	2.0 %


Timetable
	
	Time (min)
	A (%)
	B (%)
	Flow (mL/min)

	1
	0.00 min
	98.0 %
	2.0 %
	0.100 mL/min

	2
	2.00 min
	98.0 %
	2.0 %
	0.100 mL/min

	3
	27.00 min
	60.0 %
	40.0 %
	0.100 mL/min

	4
	32.00 min
	40.0 %
	60.0 %
	0.100 mL/min

	5
	32.01 min
	15.0 %
	85.0 %
	0.100 mL/min

	6
	37.00 min
	15.0 %
	85.0 %
	0.100 mL/min

	7
	37.01 min
	98.0 %
	2.0 %
	0.100 mL/min
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Name: Column Comp. Left Temperature Control

Module: G7116A

Temperature Control Mode	Temperature Set
Temperature	40.0 °C
Enable Analysis Left Temperature
Enable Analysis Left Temperature On	Yes
Enable Analysis Left Temperature Value	1.0 °C
Left Temp. Equilibration Time	0.0 min
Right Temperature Control
Right temperature Control Mode	Not Controlled
Enable Analysis Right Temperature
Enable Analysis Right Temperature On	Yes
Enable Analysis Right Temperature Value	0.8 °C
Right Temp. Equilibration Time	0.0 min
Enforce column for run
Enforce column for run enabled	No
Stop Time
Stoptime Mode	As pump/injector
Post Time
Posttime Mode	Off
Timetable
Valve Position	Position 2 (Port 1 -> 2)
Position Switch After Run	Do not switch


	
	Pressure (bar)

	1
	400.00 bar

	2
	400.00 bar

	3
	400.00 bar

	4
	400.00 bar

	5
	400.00 bar

	6
	400.00 bar

	7
	400.00 bar




image4.emf
P0DTC2

Spike glycoprotein

IPFAMQMAYRFNGIGVTQNVLYENQKLI 4 26.37 815.4288 3258.681 4

P0DTC2 HGVVFLHVTYVPAQEKNF 2 22.03 1043.0443 2085.092 9

P0DTC2 EGVFVSNGTHWFVTQRNFYEPQI 3 19.87 919.1262 2755.327 10

P0DTC2 GVYYPDKVFRSSVLHSTQDLFLP 3 19 890.1353 2668.378 36

P0DTC2 NATRFASVYAWNRKRISNCV 3 20.53 786.0772 2356.21 1

P0DTC2 YIKWPWYIWLGFIAGL 3 19.67 676.027 2026.1 1

P0DTC2 LPDDFTGCVIAWNSNNLDSKVGGNYNYLYR 4 22.07 852.9109 3408.596 1

P0DTC2 LPPAYTNSFTRGVYYPDKVFRSSVLHS 4 20.63 776.1502 3101.585 1

P0DTC2 DPLSETKCTLKSFTVEKGIYQTSNFR 3 23.07 998.1771 2992.509 1

P0DTC2 IKVCEFQFCNDPFLGVYYHKNNK 3 22.85 936.1345 2806.349 1

P0DTC2 LDSFKEELDKYFKNHTSPDVDLGD 3 22.83 938.1139 2812.332 2

P0DTC2 KIADYNYKLPDDFTGCVIAWNSNNLDSKVG 4 22.22 840.9218 3360.621 1

P0DTC2 PDKVFRSSVLHSTQDLFLPFFS 5 14.73 514.2806 2567.33 1

P0DTC2 LGAENSVAYSNNSIAIPTNFTISVTTEI 3 24.93 976.1528 2926.469 1

P0DTC2 LDKYFKNHTSPDVDLGDISGINASVVNIQK 4 18.02 822.6746 3287.691 2

P0DTC2 FDNPVLPFNDGVYF 2 25.93 822.3882 1643.775 1

P0DTC2 KRVDFCGKGYHLMSFPQSAPH 3 14.2 802.4018 2405.165 2

P0DTC2 YDPLQPELDSFKEELDKYFKNH 3 18.18 919.1262 2755.325 1

P0DTC2 QDVNCTEVPVAIHADQLTPTWRVY 3 16.4 919.1262 2755.351 3

P0DTC2 KEELDKYFKNHTSPDVDLGDISGINASVVNIQ 4 20.92 887.1938 3545.776 2

P0DTC2 PFLGVYYHK 2 11.58 562.2982 1123.594 1

P0DTC2 NGIGVTQNVLYENQKLIANQFNSA 3 21.63 879.1052 2635.348 1

P0DTC2 IRASANLAATKMSECVLGQSKRVDFCGKGYHL 4 25.28 864.2003 3453.756 1

P0DTC2 IVNNTVYDPLQPELDSFKEELDKYFKN 4 18.02 815.4204 3258.621 1

P0DTC2 TFEYVSQPFLMDLEGKQGNFKNLREFV 5 15.68 648.1362 3236.609 1

P0DTC2 LGVYYHKNNKSWM 2 19.23 820.412 1639.805 5

P0DTC2 PQTLEILDITPCSFGGVSVITPGTNTSNQVAV 4 17.15 815.4288 3258.657 1

P0DTC2 LLQYGSFCTQLNRALTGIAVEQDK 3 28.52 890.1353 2668.377 2

P0DTC2 FASVYAWNRKRIS 2 21.98 799.4231 1597.86 1

P0DTC2 GQTGKIADYNYKLPDDFTGCVIAW 3 15.83 892.4451 2675.282 1


image5.emf
UniProtKB 

accession no. Protein name

Precursor 

charge

Precursor 

m/z

Retention 

time [min] Δ RT

P0DTC9

Nucleoprotein

4 565.2833

15 5

P0DTD1 ORF7a protein 2 604.8429

15 2

P0DTC8 ORF8 protein 5 633.7451 20 1

P0DTD1 Replicase polyprotein 1ab

3

642.3427

17 5

P0DTC9 Nucleoprotein 5 643.124 25 5

P0DTC3

ORF3a protein 3 656.3842 19 3

P0DTD1 Replicase polyprotein 1ab 3 676.027 20 4

P0DTC8 ORF8 protein 2 686.3654 20 3

P0DTD1

ORF7a protein 4 698.0825 17 4

P0DTD1 Replicase polyprotein 1ab 2 699.3751 24 5

P0DTD1

ORF7a protein 5 701.3563 18 3

P0DTD1

ORF7a protein 3 705.358 17 3

P0DTC9 Nucleoprotein 3 724.7267 23 5

P0DTD1 Replicase polyprotein 1ab 3 724.7267 24 5

P0DTD1 Replicase polyprotein 1ab 3 737.3753 17 10

P0DTC3 ORF3a protein 3 763.0515

20 5

P0DTD1 Replicase polyprotein 1ab 2 764.8997

18 6

P0DTC3 ORF3a protein 3 772.0525

22 3

P0DTD1 ORF7a protein 4 778.1302

21 2

P0DTC9 Nucleoprotein 3 786.0772 22 3

P0DTC8 ORF8 protein 4 791.9131 20 1

P0DTC5 Membrane protein 3 802.4194

13 5

P0DTD1 Replicase polyprotein 1ab 2 820.4224

20 10

P0DTC2

Spike glycoprotein 3 802.4018

14 3

P0DTD1 ORF7a protein 3 802.7728

23 3

P0DTD1

Replicase polyprotein 1ab 4 812.6609

24 4

P0DTD1

Replicase polyprotein 1ab 4 815.4112

20 2

P0DTC2

Spike glycoprotein 4 815.4288

26 4

P0DTC2

Spike glycoprotein 2 820.4224

19.5 2

P0DTD1

Replicase polyprotein 1ab 4 821.4177

21 2

P0DTC9

Nucleoprotein 2 822.4144

21 2

P0DTC5 Membrane protein 4 822.6746

20 5

P0DTC3 ORF3a protein 4 822.6746

17 2

P0DTD1 ORF7a protein 4 822.6751

18 2

P0DTD1

Replicase polyprotein 1ab 3 859.0368

20 3

P0DTD1 ORF7a protein 4 861.1663

20 3

P0DTD1 ORF7a protein 4 870.1788

22 3

P0DTC8

ORF8 protein 4 871.7082

25 3

P0DTC8

ORF8 protein 4 876.1835

20 5

P0DTD1 Replicase polyprotein 1ab 4 878.212 22 2

P0DTD1 Replicase polyprotein 1ab 3 882.4681 20 10

P0DTD1 Replicase polyprotein 1ab 3 890.1353 24 2

P0DTC2 Spike glycoprotein 3 890.1353 20 5

P0DTD1 Replicase polyprotein 1ab 2 918.4691 15 5

P0DTC9 Nucleoprotein 3 919.1262 25 1.5

P0DTC2 Spike glycoprotein 3 919.1262 21 6

P0DTD1 ORF7a protein 4 955.012

25 1.5

P0DTC5 Membrane protein 4 996.7676

21 5

P0DTC9 Nucleoprotein 4 996.7676

20 5

P0DTD1 Replicase polyprotein 1ab 2 1043.044 25 5

P0DTC2 Spike glycoprotein 2 1043.044 20 5

P0DTD1

ORF7a protein 2 1118.562 21 2
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UniProtKB 

accession no. Protein name Peptide Sequence

Precursor 

Charge

Retention 

time [min] Precursor 

m/z

Mol. Weight 

[kDa]

Unique 

peptides

P0DTC5

Membrane protein

SRTLSYYKLGASQRVAGDSGFAA 3 23.63 802.4194 2405.221 4

P0DTC5 GHHLGRCDIKDLPKEITVATSRTLSYYKLGASQRVA 4 21.72 996.7676 3984.124 2

P0DTC5 LGASQRVAGDSGFAAYSRYRIGNYKLNTDH 4 22.97 822.6746 3287.631 14

P0DTC9

Nucleoprotein

DYKHWPQIAQFAPSASAFFGMSRI 3 20.3 919.1262 2755.345 28

P0DTC9 IGMEVTPSGTWLTYTGAIKLDDKDPNFK 4 20.98 775.1412 3097.556 2

P0DTC9 IVLQLPQGTTLPKGFYAEGSRGGSQASSRSSSRSR 4 23.7 917.2225 3665.911 5

P0DTC9 PNNTASWFTALTQHGKEDLK 4 14.63 565.2833 2258.121 1

P0DTC9 ANKDGIIWVATEGALNT 2 14.23 886.9757 1772.918 2

P0DTC9 GMSRIGMEVTPSGTWLTYTGAIKLDDKDPNFKDQVI 4 23.35 996.7676 3983.989 2

P0DTC9 YYLGTGPEAGLPYGANKDGIIWVATEGALNT 5 44.4 643.134 3211.595 1

P0DTC9 LIRQGTDYKHWPQIAQFAPS 3 20.93 786.0772 2356.22 63

P0DTC9 YKHWPQIAQFAPSA 2 20.73 822.4144 1643.833 5

P0DTC3

ORF3a protein

IQASLPFGWLIVGVALLAV 3 19.22 656.3842 1967.173 1

P0DTC3 QIGGYTEKWESGVKDCVVLHSYF 3 19.43 882.4445 2645.271 3

P0DTC3 TFFIYNKIVDEPEEHVQIHTIDGSSGVVN 4 18.02 822.6746 3287.622 1

P0DTC3 TDTGVEHVTFFIYNK 2 22.17 885.9555 1770.87 3

P0DTC3 STQLSTDTGVEHVTFFIYNK 3 17.42 763.0515 2287.125 21

P0DTD1

ORF7a protein

CNVNRFNVAITRAKVGILCIMSDRDLYDKLQFT 4 23.9 955.012 3816.972 1

P0DTD1 IMASLVLARKHTTCCSLSHRFYRLANECAQV 4 20.72 881.1825 3521.775 1

P0DTD1 TLVATAEAELAKNVSLDNVLSTF 3 23.8 802.7768 2406.277 2

P0DTD1 LENVAFNVVNKGHFDGQQGEVPVSIINNTVYT 5 16.53 701.3625 3502.761 2

P0DTD1 LRKNGNKGAGGHSYGADLKSFDLGDE 3 21.82 902.7715 2706.324 1

P0DTD1 KGGAPTKVTFGDDTVIEVQGYKSVNITFE 4 19.63 775.9105 3100.584 1

P0DTD1 LEPEYFNSVCRLMKTIGPDMFLGT 3 27.55 921.1133 2761.34 1

P0DTD1 LSNLNLPGCDGGSLYVNKHAFHTPAFD 3 19.47 963.1371 2887.384 1

P0DTD1 LTKYTMADLVYALRHFDEGNCDTL 4 17.58 698.0825 2789.328 1

P0DTD1 PLTKHPNQEYADVFHLYLQYI 4 18.6 648.0886 2589.314 1

P0DTD1 PVAYRKVLLRKNGNKGAGGHSYGADLKSFDLGD 4 17.65 876.7064 3503.851 1

P0DTD1 VGPEHSLAEYHNESGLKTILRKGGRTIAFGGC 4 20.45 850.1884 3397.744 1

P0DTD1 VNKGHFDGQQGEVPVSIINNTVYTKVDGVDVELFEN 4 23.53 991.0128 3960.962 1

P0DTD1 YSGQSTQLGIEFLKRGDKSVYYTSNPTTFHLDG 4 19.97 928.1973 3709.814 1

P0DTD1 FAYTKRNVIP 2 15.23 604.8429 1208.679 2

P0DTD1 GVYDYLVSTQEFRYMNSQGL 3 18.13 790.7159 2370.108 1

P0DTD1 KEGFFTYICGFIQQKLALGGSVAIKITEHSWNA 4 27.75 914.9667 3656.894 1

P0DTD1 KYNYEPLTQDHVDILGPLSAQ 4 13.65 601.0562 2401.204 1

P0DTD1 KYSTLQGPPGTGKSHFAIGLALY 3 23.9 802.777 2406.282 14

P0DTD1 LLFVVEVVDKYFDCYDGGCINANQVIVNNLDKSAGF 4 22.32 996.2268 3981.941 1

P0DTD1 LTSQWLTNIFGTVYE 2 21.52 886.4485 1771.891 1

P0DTD1 LVYALRHFDEGNCDTLKEI 2 21.4 1118.5616 2236.107 1

P0DTD1 MVMCGGSLYVKPGGTSSGDATTAYANSVFNICQAV 5 16.42 700.7346 3499.601 1

P0DTD1 PATVSVSSPDAVTAYNGYLTSSSKTPEEHFIE 4 19.68 846.9134 3384.612 1

P0DTD1 PCESHGKQVVSDIDYVPLK 3 17 705.358 2114.059 1

P0DTD1 QAWQPGVAMPNLYKMQ 2 20.17 931.4414 1861.909 1

P0DTD1 SSRLSFKELLVYAADPAMHAAS 3 21.13 788.7254 2364.202 1

P0DTD1 TFKLSYGIATVRE 2 15.67 742.9086 1484.811 1

P0DTD1 TLSEQLDFIDTKRGVYCCREHEHEIAWY 4 22.97 861.1663 3441.6 1

P0DTD1 VGHTDLMAAYVDNSSLTIKKPNELS 3 19.45 901.7844 2703.366 1

P0DTD1 KATYKPNTWCIRCLWSTKPVETSNSFDVLKSEDA 4 23.13 980.2436 3917.921 1

P0DTD1 KDFYDFAVSKGFFKEGSSVELKHFFFAQDGNAAIS 4 24.25 984.2175 3933.913 1

P0DTD1 KTLQPVSELLTPLGIDLDEWSMATYYLFDES 4 23.65 894.4541 3574.756 1

P0DTD1 KVGILCIMSDRDLYDKLQFTSLEIP 4 18.78 725.1343 2897.516 1

P0DTD1 LHSSRLSFKELLVYAAD 3 19.38 650.3677 1949.05 1

P0DTD1 PVLDWLEEKFKEGVEF 3 18.28 655.6766 1965.001 1

P0DTD1 YYKKDNSYFTEQPIDLVPNQPYPN 3 23.67 978.4814 2933.4 1

P0DTD1 HLYFDKAGQKTYERHSLSHFVNLDNLR 4 16.83 822.9305 3288.667 1

P0DTD1 LVQMAPISAMVRMYIFFASFYYVWKSYVHVV 5 21.17 749.9816 3745.914 1

P0DTD1 LWVYKQFDTYNLWNTFTRLQSLENVAF 4 19.85 849.929 3396.706 1

P0DTD1 IAATRGATVVIGTSKFYGGWHNMLKTVYSDVENPHL 5 24.33 787.4148 3933.012 1

P0DTD1 ISAMVRMYIFFASFYYVWKSY 3 20.28 891.4388 2672.309 2

P0DTD1 KHTDFSSEIIGYKAIDGGVTRDIASTDT 4 19.82 750.1325 2997.481 3

P0DTD1 LAEYHNESGLKTILRKGGRTIAFGGCVFSY 4 16.63 822.6751 3287.7 1

P0DTD1 LKWARFPKSDGTGTIYTELEPPCRFVTDTP 4 20.88 857.179 3425.72 1

P0DTD1 LTKEGATTCGYLPQNAVVKIYCPACHNS 4 28.92 746.1277 2981.432 1

P0DTD1 LWAHGFELTSMKYFVKIGPERTCCL 3 21.92 977.1444 2929.457 1

P0DTD1 PLECIKDLLARAGKASCTLSEQLDFIDTKRGVYCC 4 21.98 965.7184 3859.922 1

P0DTD1 LNLPGCDGGSLYVNKHAFHTPAFD 3 19.67 858.4111 2573.225 1

P0DTD1 DLNGDVVAIDYKHYTPSFKKG 3 15.8 789.7236 2367.199 1

P0DTD1 EVTTTLEETKFLTENLLLYIDINGNLHPDSA 5 17.03 701.5587 3503.78 1

P0DTD1 KKVDGVVQQLPETYFTQSRNLQEFKPR 5 15.27 647.9402 3235.723 1

P0DTD1 KTVGELGDVRETMSYLFQHAN 3 17.5 799.0621 2395.172 114

P0DTD1 KYVQIPTTCANDPVGFTLKNTVCTVCG 4 15.15 718.8628 2872.405 1

P0DTD1 LNVVCKTCGQQQTTLKGVEAVMYMGTLSYEQFKK 4 22.57 957.2408 3825.905 1

P0DTD1 PISFPLCANGQVFGLYKNTCVGSDNVT 3 17.67 948.8027 2844.37 1

P0DTD1 RLTKYTMADLVYALRHFDEGNCDTLKEI 4 17.12 829.6726 3315.651 1

P0DTD1 SHVDTDLTKPYIKWDLLKYDFTEER 4 21.58 778.8966 3112.563 1

P0DTD1 YQCAMRPNFTIKGSFLNGSCGSVGFNI 3 21.83 971.144 2911.369 1

P0DTD1 LAKALNDFSNSGSDVLYQP 3 22.28 680.3488 2039.009 2

P0DTD1 LYENAFLPFAMGIIAMSAFAMMFVKHKHA 5 16.42 658.1225 3286.644 1

P0DTD1 ISTKHFYWFFSNYLKRRVVFNGVSFSTF 4 21.87 870.1925 3477.79 1

P0DTD1 IMTRCLAVHECFVKRVDWTIEYPII 5 19.95 607.9106 3035.567 1

P0DTD1 LNNLGVDIAANTVIWDYKRDA 3 26.07 787.7585 2361.22 1

P0DTD1 LTKSSEYKGPITDVFYKENSYTTTIKPVTYKLDGV 4 21.72 997.2555 3986.069 1

P0DTD1 LIGCNYLGKPREQIDGYVMHANYIFW 4 21.13 775.8939 3100.518 1

P0DTD1 KLMGHFAWWTAFVTNVNASSSEAFLIGCNYL 4 22.73 870.1788 3477.676 1

P0DTD1 TFTLKGGAPTKVTFGDDTVIEVQGYKSVN 4 16.38 768.8935 3072.589 1

P0DTC7 FLALITLATCELYHYQECVRGTTVLLKEPCSSGT 4 25.47 940.7217 3759.88 1

P0DTC7 GTTVLLKEPCSSGTYEGNSPFHPLADNKF 4 21.15 778.1302 3109.494 1

P0DTC8

ORF8 protein

IHFYSKWYIRVGARKSAPLIELCVDEA 5 19.43 633.7451 3164.672 31

P0DTC8 LCVDEAGSKSPIQYIDIGNYTVSCLPFTINC 4 22.8 841.6585 3363.595 2

P0DTC8 IQYIDIGNYTVSCLPFTINCQEPKLG 3 22.22 977.1357 2929.448 3

P0DTC8 LIELCVDEAGSKSPIQYIDIGNYTVSCLPF 4 22.97 822.6746 3287.622 4
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P0DTD1

Replicase polyprotein 1ab

FSGAMDTTSYREAACCHLAKALND 3 22.75 859.0368 2575.138 3

P0DTD1 SVTVKNGSIHLYFDKAGQKTY 3 22.27 786.0772 2356.23 8

P0DTD1 KSHFAIGLALYYPSARIVYTACSH 3 12.5 890.1353 2668.371 5

P0DTD1 DYKAFKQIVESCGNFKVTKGKAKKGAWNI 4 19.87 815.4288 3258.746 1

P0DTD1 ATVVIGTSKFYGGWHNMLKT 3 21.6 737.3753 2210.143 46

P0DTD1 LAVPYNMRVIHFGAGSDKGVAPG 3 18.37 786.0772 2356.224 2

P0DTD1 VHNQDVNLHSSRLSFKELLVYAAD 3 24.63 919.1262 2755.417 2

P0DTD1 KKFDTFNGECPNFVFPLNSIIKTIQPRVEK 4 19.87 878.212 3509.862 1

P0DTD1 VVHNQDVNLHSSRLSFKELLVYA 3 21.6 890.1353 2668.421 6

P0DTD1 KLQSSQAWQPGVAMPNLYKMQ 3 15.72 802.4194 2405.211 1

P0DTD1 SAKSASVYYSQLMCQPILLLDQALVSDVGDSAE 4 14.13 876.1835 3501.713 1

P0DTD1 KDNSYFTEQPIDLVP 2 21.95 883.4476 1765.865 1

P0DTD1 VTVKNGSIHLYF 2 14.57 689.3692 1377.753 3

P0DTD1 KTYERHSLSHFV 2 21.07 752.391 1503.771 1

P0DTD1 KVNSTLEQYVFCTVNALP 3 15.7 676.027 2026.032 143

P0DTD1 LSTFISAARQGFVDSDVETKDVVECLKLSHQS 4 21.12 878.212 3509.759 3

P0DTD1 VDTVRTNVYLAVFDKNL 3 19.23 656.3475 1967.06 1

P0DTD1 AALLADKFPVLHDIGNPKAIKCVPQADVEW 4 24.9 815.4288 3258.735 1

P0DTD1 DDIVKTDGTLMIERFVSLAIDAYPLTKHP 4 22.03 815.4288 3258.708 3

P0DTD1 VGPNVNKGEDIQ 2 15.27 635.334 1269.644 1

P0DTD1 GVDIAANTVIWDYKRD 2 22.9 918.4691 1835.929 1

P0DTD1 KAIKCVPQADVEWKFY 3 21.28 642.3416 1924.999 63

P0DTD1 KHADFDTWFSQRGGSYTNDKACPLIAAVIT 4 20.57 828.9112 3312.611 1

P0DTD1 PKSDGTGTIYTELEPPCRFV 3 13.72 737.3753 2210.08 4

P0DTD1 KPPISFPLCANGQVFGLYKNTCVGSD 3 20.73 919.1262 2755.359 2

P0DTD1 PRRNVATLQAENVTGLFKDCSKVITGLHP 5 16.17 633.7481 3164.7 6

P0DTD1 SLEIPRRNVATLQAENVTGLFKDCSKVITGLH 4 28 878.212 3509.89 2

P0DTD1 EASFNYLKSPNFSKLINI 2 21.28 1043.0443 2085.102 1

P0DTD1 FAVDAAKAYKDYLASGGQPI 2 20.3 1043.0443 2085.066 1

P0DTD1 IQTIVEVQPQLEMELTPVVQTIEVNSFSGYLKL 5 33.52 750.0064 3745.998 1

P0DTD1 TGYHFRELGVVHN 2 19.73 764.8997 1528.766 14

P0DTD1 EKGVLPQLEQPYVFIKRSDARTA 3 24.9 882.4681 2645.441 1

P0DTD1 MISAGFSLWVYK 2 18.18 701.3677 1401.724 2

P0DTD1 VMSKHTDFSSEIIGYKAI 3 16.12 676.027 2026.032 2

P0DTD1 DPKLDNYYKKDNSYFTEQPIDLVPNQPYP 4 16.78 876.1835 3501.685 2

P0DTD1 NSVPWDTIANYAKPFL 2 22.97 918.4691 1835.933 1

P0DTD1 RLISMMGFKMNYQVNGYPNMFIT 3 20.5 919.1262 2755.323 1

P0DTD1 VYKQFDTYNLWNTFTR 2 20.67 1048.5045 2096.024 2

P0DTD1 FTEERLKLFDRYFKYWD 3 22.47 786.0772 2356.177

P0DTD1 NGDVVAIDYKHYTPSFKKGA 3 16.95 737.3753 2210.125 1

P0DTD1 TKGKAKKGAWNIGEQKSILSPLYAFASEAA 5 17.27 633.7451 3164.711 1

P0DTD1 IDGALLTKSSEYKGPITDVFYK 3 19.85 815.7617 2445.292 2

P0DTD1 LSTDGNKIADKYVRNLQHRLYECLYRNRDVDTD 4 21.48 996.7676 3983.979 1

P0DTD1 GKQATKYLVQQESPFVMM 2 30.72 1043.0443 2085.051 1

P0DTD1 IGVVREFLTRNPAWRKAVFISPYNSQNA 4 20.53 809.1732 3233.734 1

P0DTD1 LTSSSKTPEEHFIETISLAGSYKDWS 3 21.48 971.7943 2913.416 1

P0DTD1 TKIKPHNSHEGKTFYVLPN 3 21.72 737.3863 2210.172 5

P0DTD1 SFSTFEEAALCTFLLNKEMYLKLRSDVLLPLTQY 4 33.95 996.7676 3984.054 1

P0DTD1 TTTYKLNVGDYFVLTSHTVMPLSAP 3 21.72 919.1262 2755.402 11

P0DTD1 KSVLYYQNNVFMSEAKCW 3 16.4 737.364 2210.041 3

P0DTD1 LGGMSYYCKSHKPPISFP 2 22.5 1006.512 2011.977 1

P0DTD1 LTLAVPYNMRVIHFGAGSDKGVAPGTA 4 19.45 686.3546 2742.44 1

P0DTD1 LMGHFAWWTAFVTNVNASSSEAFLIGCNYLGKPR 6 20.57 632.158 3787.852 1

P0DTD1 CTLSEQLDFIDTKRGVYCCREHEHEIA 4 22.15 799.6301 3195.466 1

P0DTD1 DNIKFADDLNQLTGYKKPASRELKVTFF 4 17.15 815.4288 3258.716 1

P0DTD1 GFNEKTHVQLSLPVLQ 3 19.55 604.0015 1809.986 4

P0DTD1 IANYAKPFLNKV 2 17.4 689.3961 1377.789 1

P0DTD1 KYTMADLVYALRHFDEGNCDTLKEILVT 4 16.78 815.4237 3258.618 4

P0DTD1 LLRKNGNKGAGGHSYGADLKSFD 3 14.33 802.4238 2405.233 5

P0DTD1 LNRFTTTLNDFNLVAMKYNYEPLTQDHVDI 4 20.62 897.1869 3585.769 1

P0DTD1 LSHFVNLDNLRANNTKGSLP 3 21.72 737.3811 2210.168 1

P0DTD1 IGCNYLGKPREQIDGYVMHANY 3 22.92 847.7365 2541.202 1

P0DTD1 LRCGACIRRPFLCCKCCYDHVIST 3 24.67 920.7493 2760.285 1

P0DTD1 AVFDKNLYDKLVSSFLEMKSEKQVEQKIAEIPKE 4 21.72 996.7676 3984.104 2

P0DTD1 NQDVNLHSSRLSFKELLVYAADPAMHAA 4 21.02 775.1591 3097.553 2

P0DTD1 DAYYRARAGEAANFCALILAYCNKTV 3 23.88 956.4625 2867.397 1

P0DTD1 ISSFKWDLTAFGLVAEWFLAYILFTRFFYV 5 21.18 730.9993 3650.913 1

P0DTD1 KPNTWCIRCLWSTKPVETSNSFDVLK 4 21.78 763.8866 3052.539 2

P0DTD1 LDQALVSDVGDSAEVAVKMFDAYVN 3 20.12 886.0933 2656.282 1

P0DTD1 LGDELGTDPYEDFQENWNTKHSSGV 3 22.23 946.7682 2838.249 2

P0DTD1 PPTSFGPLVRKIFVDGVPFVVSTGYHFREL 4 21.8 841.1969 3361.81 1

P0DTD1 YEDFQENWNTKHSSGVTRELMRELNGG 4 20.25 800.1341 3197.471 2

P0DTD1 DGHVETFYPKLQSSQAWQPGV 3 20.38 792.0556 2374.147 1

P0DTD1 DIQLLKSAYENFNQHEVLLAPLL 3 18.12 890.1353 2668.435 1

P0DTD1 IKNFKSVLYYQNNVFMSEAKCWTETDLTK 5 24.25 700.9628 3500.723 2

P0DTD1 WARFPKSDGTGTIYTELEPPCRFVTDTP 4 21.15 796.8976 3184.541 1

P0DTD1 LSFCAFAVDAAKAYKDYLASGGQPITNCVKM 4 21.63 821.4177 3282.6 1

P0DTD1 KSAFVNLKQLPFFYYSDSPCESHGKQVVSDI 4 21.3 884.1963 3533.742 2

P0DTD1 LDTYPSLETIQITISSFKWDLTAFGLVAE 4 25.42 815.4155 3258.683 24

P0DTD1 LSWEVGKPRPPLNRNYVF 3 20.5 724.7267 2172.172 24

P0DTD1 AFNVVNKGHFDGQQGEVPVSIINNTVYTKVDGVDV 4 25.47 940.7217 3759.898 1

P0DTD1 LKNLSDRVVFVLWAHGFELTSMKYFVKIGPERTC 4 21.72 996.7676 3984.103 9

P0DTD1 LRVYANLGERVRQALLKTVQFCDAMRN 5 16.17 633.7481 3164.694 4

P0DTD1 VKNGSIHLYFDKAGQKTYERHSLSHFVNL 4 20.9 847.9498 3388.756 1

P0DTD1 EISFMLWCKDGHVETFYPKL 3 17.63 815.0681 2443.183 2

P0DTD1 LDFIDTKRGVYCCREHEHEIAWYTERS 4 19.87 839.8983 3356.558 1

P0DTD1 PARARVECFDKFKVNSTLEQYVFCTVN 4 22.12 791.9056 3164.566 4

P0DTD1 TFTYASALWEIQQVVDADSKIVQLSEISMDN 4 23.58 876.1835 3501.71 1
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P0DTD1 ETFVTHSKGLYRKCVKSREETGL 3 21.8 890.1353 2668.388 1

P0DTD1 EVEKGVLPQLEQPYVFIKRSDARTAPHG 4 20.47 791.9182 3164.686 8

P0DTD1 HANEYRLYLDAYNMMISAGFSLWVYKQFDTYN 5 18.43 785.5712 3923.82 1

P0DTD1 IERYKLEGYAFEHIVYGDFSHSQLGGL 4 20.07 782.8785 3128.548 2

P0DTD1 LHDIGNPKAIKCVPQADVEWK 3 22.88 787.7591 2361.239 2

P0DTD1 PTQAPTHLSVDTKFKTEGLCVDIPGIPKDMTY 5 16.37 701.3679 3502.76 1

P0DTD1 VVAIDYKHYTPSF 2 19.8 770.4012 1539.785 1

P0DTD1 GDELKINAACRKVQHMVVKAALLADKFPV 5 12.3 633.7481 3164.744 2

P0DTD1 LSFKELLVYAADPAMHAASGNL 3 18.43 773.3883 2318.186 2

P0DTD1 LVYALRHFDEGNCDTLKEILVTYNCC 5 17.4 607.3041 3032.432 1

P0DTD1 GVRRSFYVYANGGKGFCKLHNWNCV 3 22.35 959.1398 2875.404 1

P0DTD1 ILRKGGRTIAFGGCVFSYVGCHNKCAYWVPRASANI 6 19.03 653.3424 3914.988 1

P0DTD1 LKPANNSLKITEEVGHTDLM 3 18.63 737.3753 2210.149 2

P0DTD1 LKVTFFPDLNGDVVAIDY 3 15.08 676.027 2026.054 1

P0DTD1 NSHEGKTFYVLPNDDTLRVEA 3 24.05 802.4111 2405.174 2

P0DTD1 SHRFYRLANECAQVLSEMVMCGGSLYVKPG 4 18.37 837.1551 3345.601 1

P0DTD1 VNLKQLPFFYYSDSPCESHGKQ 3 22.43 863.0956 2587.229 2

P0DTD1 VTNNTFTLKGGAPTKVTFGDDTVIEVQGY 3 23.15 1024.8568 3072.553 2

P0DTD1 ISFMLWCKDGHVETFYPKLQS 3 23.2 843.7626 2529.231 3

P0DTD1 KCAYWVPRASANIGCNH 2 22.87 945.4348 1889.89 1

P0DTD1 LFLLPSLATVAYFNMVYMPASWVMRIM 4 18.5 791.9021 3164.621 4

P0DTD1 KHKHAFLCLFLLPSLATVAYFNMVYMP 4 22.28 789.4028 3154.645 1

P0DTD1 LAIDAYPLTKHPNQEYADVFHL 3 17.25 852.4235 2555.293 1

P0DTD1 LDKSAGFPFNK 2 13.37 612.3201 1223.642 1

P0DTD1 LTNIFGTVYEKL 2 23.58 699.3751 1397.768 11

P0DTD1 LTSMKYFVKIGPE 2 21.12 756.9081 1512.814 2

P0DTD1 SHEGKTFYVLP 2 13.85 639.3288 1277.653 2

P0DTD1 VGDYFVLTSHTVMPLSAPT 3 19.65 679.0048 2035.021 1

P0DTD1 YLRKHFSMMILSDDAVVCFNSTYASQGL 4 23.68 799.8932 3196.527 1

P0DTD1 IIGYKAIDGGVTRDIASTDTCFANKHADFDTW 4 19.23 876.1835 3501.675 2

P0DTD1 INGLMLLEIKDTEKYCALAPNMMVTNNTF 4 19.87 822.6746 3287.619 1

P0DTD1 KSAYENFNQHEVLLAPLLSAGIFGADPIHSLRVC 6 21.57 619.1537 3709.916 1

P0DTD1 LSYEQFKKGVQIPC 2 21.12 820.4222 1639.852 2

P0DTD1 VTLIGEAVKTQFNY 2 21.72 791.9185 1582.848 3

P0DTD1 VVFVLWAHGFELTSMKYFVKIGP 3 21.12 890.1353 2668.436 11

P0DTD1 GKTFYVLPNDDTLRVEAF 2 26.33 1043.0443 2085.066 1

P0DTD1 GVVQLTSQWLTNIFGTVY 3 18.63 676.027 2026.065 23

P0DTD1 IDHPNPKGFCDLKGKYVQI 3 19.87 724.7267 2172.128 5

P0DTD1 KDEDDNLIDSYFVVKRHTFSN 3 20.75 848.0844 2542.221 1

P0DTD1 KHFYWFFSNYLKR 2 22.83 918.4773 1835.939 18

P0DTD1 LDYKAFKQIVESCGNFKVTKGKAKKGAWN 4 25.42 815.4288 3258.746 4

P0DTD1 LGETFVTHSKGLYRKCVKSREET 3 22.97 890.1353 2668.388 17

P0DTD1 LHNWNCVNCDTFCAGSTFISDEV 3 24.18 859.0368 2575.069 1

P0DTD1 LYKLMGHFAWWTAFVTN 2 23.58 1043.0443 2085.042 12

P0DTD1 LYVNKHAFHTPA 2 21.42 699.3751 1397.733 2

P0DTD1 LVVMAYITGGVVQLTSQWLTNI 3 24.48 802.7677 2406.311 3

P0DTD1 INPTDQSSYIVDSVTVKNGSIHLYF 3 21.62 933.1306 2797.405 1

P0DTD1 SRELKVTFFPDLNGDVVAIDYKHYTPSF 4 22.83 815.4288 3258.648 1

P0DTD1 DWSYSGQSTQLGIEFLKRGD 3 20.18 763.0515 2287.099 1

P0DTD1 GATVVIGTSKFYGGWHNM 3 18.7 642.3251 1924.938 2

P0DTD1 GVQIPCTCGKQATKYLVQQESPFVM 3 32.13 919.1262 2755.362 1

P0DTD1 GVTLIGEAVKTQFNY 2 27.22 820.4224 1639.87 14

P0DTD1 KTEGLCVDIPGIPKDMTYRRL 3 14.33 802.4194 2405.269 1

P0DTD1 LSDRVVFVLWAHGFELTSMKYF 3 34 882.4693 2645.359 46

P0DTD1 QWLTNIFGTVYEKLKPVLDWLEEKFKEGV 4 22.32 878.212 3509.872 12

P0DTD1 SFLGRYMSALNHTKKWKYPQVN 3 21.17 890.1353 2668.382 32

P0DTD1 TWFSQRGGSYTNDKACPLIAAVITR 3 24.9 919.1262 2755.399 15

P0DTD1 EIDPKLDNYYKKDNSYFTEQPIDLVPN 4 15.6 815.414 3258.585 1

P0DTD1 IILASFSASTSAFVETVKGLDYKAFKQIVESCG 4 26.45 878.212 3509.824 1

P0DTD1 LQDLKWARFPKSDGTGTIYTELE 3 19.22 890.1353 2668.362 2

P0DTD1 MLWCKDGHVETFYPKL 3 19.73 656.3314 1966.956 2

P0DTD1 SFYYVWKSYVHVVDGCNSSTCM 3 20.25 859.0368 2575.11 15

P0DTD1 YDGGCINANQVIVNNLDKSAGFPFNKWGKARL 4 17.97 878.212 3509.775 1

P0DTD1 RGATVVIGTSKFYGGWH 2 21.28 918.4691 1835.956 8

P0DTD1 TQAPTHLSVDTKFKTEGLCVD 3 20.97 764.0665 2290.139 1

P0DTD1 VGMQKYSTLQGPPGT 2 19.53 782.4005 1563.784 2

P0DTD1 LVATAEAELAKNVSLDNVLSTFISAARQGFVDSD 5 18.82 711.1813 3551.823 1

P0DTD1 PYNMRVIHFGAGSDKGVAPGTAVLRQWLPTGTL 4 22.9 878.212 3509.848 108

P0DTD1 QENWNTKHSSGVTR 2 28.28 822.3882 1643.789 1

P0DTD1 RLQSLENVAFNVVNKGH 3 16.63 642.3452 1925.036 2

P0DTD1 LWCKDGHVETFYPKL 2 22.33 918.4691 1835.916 48

P0DTD1 YVYIGDPAQLPAPRTLLTKGTLEPEYFNSVCRLMK 4 22.85 996.7676 3984.077 1

P0DTD1 TCAKEIKESVQTFFKLVN 2 25.13 1043.0443 2085.105 1

P0DTD1 AHGFELTSMKYFVKIGPER 3 22.85 737.3838 2210.143 15

P0DTD1 DKSAQCFKMFYKGVITHDVSSAINRPQIGVVREFL 4 22.17 996.7676 3984.063 1

P0DTD1 DVTKIKPHNSHEGKTFYVLPNDDT 3 21.13 919.1262 2755.369 1

P0DTD1 VKHKHAFLCLFLLPSLATVAYFNMVYMPASWVMR 4 21.13 996.7676 3984.072 1

P0DTD1 SMPTTIAKNTVKSVGKFCLEASFNYLKSPNFS 4 15.97 878.212 3509.781 1

P0DTD1 AQYELKHGTFTC 2 16.4 699.3359 1397.652 1

P0DTD1 CSGVTFQSAVKRTIKGTHHWL 3 21.17 786.0772 2356.235 2

P0DTD1 DFTEERLKLFDRYFKYW 3 21.8 786.0772 2356.177 3

P0DTD1 DNKLKAHKDKSAQCFKMFYKGVITHDVSSAI 4 22.03 878.212 3509.804 3

P0DTD1 FTEERLKLFDRYFKYWD 3 19.43 786.0772 2356.177 2

P0DTD1 GATVVIGTSKFYGGWHNM 3 17.7 642.3291 1924.938

P0DTD1 DGGCINANQVIVNNLDKSAGFPFNKWGKARLY 4 23.77 878.212 3509.775 3

P0DTD1 KEGVEFLRDGWEIVKFISTC 3 21.63 786.0772 2356.201 1

P0DTD1 QFHQKLLKSIAATRGATVVIGTSKFYGGW 5 22.47 633.7451 3164.737 7

P0DTD1 HFGAGSDKGVAPGTAVLRQWLPTGTLLVDSD 4 20.73 792.1712 3165.633 1

P0DTD1 IVNGVRRSFYVYANGGKGFCKLHNWNCVN 4 17.37 829.6754 3315.642 1
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