
Exp ID number Class prot_acc prot_desc prot_score

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 1 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501637

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 2 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441575

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Table S1: Protein Identification details obtained with the LTQ Orbitrap Velos (Thermo Fisher Scientific) and Mascot Distiller software (version 2.5.0, Matrix Science) combined with the Mascot search engine (version 2.4.1, Matrix Science) using the Mascot Daemon interface and database TAIRplus (Van Leene et al., 2015). Proteins and peptides headers used in the table are listed below.

 

prot_score: protein score; prot_mass: protein mass; prot_matches_sig:  number of assigned peptide matches above threshold (high confidence, p < 0.01); prot_sequences_sig: number of significant protein sequences above threshold (high confidence, p < 0.01); prot_cover: percentage of protein sequence covered by assigned peptide matches; pep_query: peptide query number; pep_rank: rank of the peptide match, 1 

to 10, where 1 is the best match; pep_isbold: peptide is in bold red (Red and bold typefaces are used to highlight the most logical assignment of peptides to proteins. The first time a peptide match to a query appears in the report, it is shown in bold face. Whenever the top ranking peptide match appears, it is shown in red. Thus, a bold red match is the highest scoring match to a particular query listed under the highest 

scoring protein containing that match. This means that protein hits with many peptide matches that are both bold and red are the most likely assignments. Conversely, a protein that does not contain any bold red matches is an intersection of proteins listed higher in the report.); pep_isunique: peptide is unique to protein; pep_exp_mz: observed m/z value (precursor); pep_exp_mr: experimental relative molecular mass; 

pep_exp_z: observed peptide charge state; pep_calc_mr: calculated relative molecular mass; pep_delta: difference (error) between the experimental and calculated masses; pep_start: peptide start position in protein; pep_end: peptide end position in protein; pep_miss: number of missed enzyme cleavage sites; pep_score: peptide ions score; pep_ident: peptide score identity threshold; pep_expect: expectation value 

for the peptide match (The number of times we would expect to obtain an equal or higher score, purely by chance. The lower this value, the more significant the result); pep_res_before: amino acid before peptide sequence; pep_seq: peptide sequence; pep_res_after: amino acid after peptide sequence; pep_var_mod: any variable modifications found in the peptide; pep_var_mod_pos: position of variable modifications 

in the peptide



Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 3 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491470

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 4 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491432

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 5 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511152

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070



Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 6 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121070

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 7 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501049

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 8 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501016

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987



Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 9 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412987

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 10 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649978

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 11 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537847

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787



Dark-1 12 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449787

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 13 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653695

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 14 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414667

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 15 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450639

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 16 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682567

Dark-1 17 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338538

Dark-1 17 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338538

Dark-1 17 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338538



Dark-1 17 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338538

Dark-1 17 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338538

Dark-1 17 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338538

Dark-1 17 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338538

Dark-1 17 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338538

Dark-1 17 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338538

Dark-1 17 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338538

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 18 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219526

Dark-1 19 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374498

Dark-1 19 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374498

Dark-1 19 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374498

Dark-1 19 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374498

Dark-1 19 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374498

Dark-1 19 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374498

Dark-1 19 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374498

Dark-1 19 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374498

Dark-1 19 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374498

Dark-1 20 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377485

Dark-1 20 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377485

Dark-1 20 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377485

Dark-1 20 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377485

Dark-1 20 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377485

Dark-1 20 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377485

Dark-1 20 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377485

Dark-1 20 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377485

Dark-1 20 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377485

Dark-1 20 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377485

Dark-1 21 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476480

Dark-1 21 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476480

Dark-1 21 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476480

Dark-1 21 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476480

Dark-1 21 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476480

Dark-1 21 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476480

Dark-1 21 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476480

Dark-1 21 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476480

Dark-1 21 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476480

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467



Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 22 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952467

Dark-1 23 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97459

Dark-1 23 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97459

Dark-1 23 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97459

Dark-1 23 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97459

Dark-1 23 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97459

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 24 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449450

Dark-1 25 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325447

Dark-1 25 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325447

Dark-1 25 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325447

Dark-1 25 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325447

Dark-1 25 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325447

Dark-1 25 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325447

Dark-1 25 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325447

Dark-1 25 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325447

Dark-1 26 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274419

Dark-1 26 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274419

Dark-1 26 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274419

Dark-1 26 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274419

Dark-1 26 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274419

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 27 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616371

Dark-1 28 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374346

Dark-1 28 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374346

Dark-1 28 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374346

Dark-1 28 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374346

Dark-1 28 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374346

Dark-1 28 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374346

Dark-1 28 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374346

Dark-1 29 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381332

Dark-1 29 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381332

Dark-1 29 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381332

Dark-1 29 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381332

Dark-1 29 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381332

Dark-1 29 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381332



Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 30 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495313

Dark-1 31 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682313

Dark-1 31 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682313

Dark-1 31 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682313

Dark-1 31 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682313

Dark-1 31 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682313

Dark-1 31 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682313

Dark-1 31 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682313

Dark-1 31 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682313

Dark-1 31 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682313

Dark-1 31 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682313

Dark-1 32 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367307

Dark-1 32 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367307

Dark-1 32 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367307

Dark-1 32 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367307

Dark-1 32 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367307

Dark-1 32 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367307

Dark-1 32 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367307

Dark-1 32 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367307

Dark-1 33 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423301

Dark-1 33 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423301

Dark-1 33 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423301

Dark-1 33 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423301

Dark-1 33 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423301

Dark-1 33 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423301

Dark-1 34 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474267

Dark-1 34 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474267

Dark-1 34 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474267

Dark-1 34 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474267

Dark-1 35 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718266

Dark-1 35 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718266

Dark-1 35 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718266

Dark-1 35 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718266

Dark-1 35 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718266

Dark-1 35 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718266

Dark-1 35 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718266

Dark-1 35 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718266

Dark-1 36 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377248

Dark-1 36 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377248

Dark-1 36 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377248

Dark-1 36 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377248

Dark-1 36 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377248

Dark-1 36 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377248

Dark-1 36 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377248

Dark-1 37 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891247

Dark-1 37 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891247

Dark-1 37 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891247

Dark-1 37 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891247



Dark-1 37 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891247

Dark-1 37 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891247

Dark-1 37 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891247

Dark-1 38 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286241

Dark-1 38 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286241

Dark-1 38 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286241

Dark-1 38 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286241

Dark-1 38 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286241

Dark-1 38 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286241

Dark-1 39 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900241

Dark-1 39 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900241

Dark-1 39 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900241

Dark-1 39 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900241

Dark-1 40 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104236

Dark-1 40 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104236

Dark-1 40 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104236

Dark-1 40 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104236

Dark-1 40 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104236

Dark-1 40 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104236

Dark-1 41 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250220

Dark-1 41 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250220

Dark-1 41 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250220

Dark-1 42 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454219

Dark-1 42 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454219

Dark-1 42 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454219

Dark-1 42 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454219

Dark-1 43 Background AT5G62190  Symbols: PRH75 | DEAD box RNA helicase (PRH75) | chr5:24980542-24983879 REVERSE LENGTH=671217

Dark-1 43 Background AT5G62190  Symbols: PRH75 | DEAD box RNA helicase (PRH75) | chr5:24980542-24983879 REVERSE LENGTH=671217

Dark-1 43 Background AT5G62190  Symbols: PRH75 | DEAD box RNA helicase (PRH75) | chr5:24980542-24983879 REVERSE LENGTH=671217

Dark-1 44 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600215

Dark-1 44 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600215

Dark-1 44 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600215

Dark-1 44 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600215

Dark-1 44 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600215

Dark-1 45 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367212

Dark-1 45 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367212

Dark-1 45 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367212

Dark-1 45 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367212

Dark-1 45 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367212

Dark-1 46 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972207

Dark-1 46 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972207

Dark-1 46 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972207

Dark-1 47 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207206

Dark-1 47 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207206

Dark-1 47 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207206

Dark-1 47 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207206

Dark-1 48 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298205

Dark-1 48 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298205

Dark-1 48 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298205

Dark-1 48 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298205

Dark-1 49 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597203

Dark-1 49 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597203

Dark-1 49 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597203

Dark-1 49 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597203

Dark-1 49 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597203

Dark-1 50 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843202

Dark-1 50 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843202

Dark-1 50 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843202



Dark-1 50 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843202

Dark-1 51 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610200

Dark-1 51 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610200

Dark-1 51 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610200

Dark-1 51 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610200

Dark-1 51 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610200

Dark-1 51 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610200

Dark-1 51 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610200

Dark-1 52 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218199

Dark-1 52 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218199

Dark-1 52 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218199

Dark-1 52 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218199

Dark-1 53 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443199

Dark-1 53 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443199

Dark-1 54 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895197

Dark-1 54 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895197

Dark-1 54 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895197

Dark-1 55 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385191

Dark-1 55 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385191

Dark-1 55 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385191

Dark-1 55 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385191

Dark-1 55 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385191

Dark-1 55 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385191

Dark-1 56 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194187

Dark-1 56 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194187

Dark-1 56 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194187

Dark-1 56 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194187

Dark-1 56 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194187

Dark-1 57 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391186

Dark-1 57 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391186

Dark-1 57 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391186

Dark-1 57 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391186

Dark-1 57 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391186

Dark-1 58 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556185

Dark-1 58 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556185

Dark-1 58 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556185

Dark-1 59 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777179

Dark-1 59 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777179

Dark-1 59 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777179

Dark-1 60 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641179

Dark-1 60 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641179

Dark-1 61 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474177

Dark-1 61 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474177

Dark-1 61 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474177

Dark-1 61 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474177

Dark-1 61 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474177

Dark-1 62 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393172

Dark-1 62 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393172

Dark-1 62 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393172

Dark-1 62 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393172

Dark-1 62 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393172

Dark-1 63 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387171

Dark-1 63 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387171

Dark-1 63 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387171

Dark-1 64 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370167

Dark-1 64 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370167

Dark-1 64 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370167

Dark-1 64 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370167



Dark-1 64 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370167

Dark-1 65 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1167

Dark-1 65 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1167

Dark-1 66 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399166

Dark-1 66 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399166

Dark-1 66 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399166

Dark-1 66 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399166

Dark-1 66 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399166

Dark-1 67 Background AT2G42520  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:17705382-17708744 FORWARD LENGTH=633162

Dark-1 67 Background AT2G42520  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:17705382-17708744 FORWARD LENGTH=633162

Dark-1 67 Background AT2G42520  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:17705382-17708744 FORWARD LENGTH=633162

Dark-1 67 Background AT2G42520  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:17705382-17708744 FORWARD LENGTH=633162

Dark-1 67 Background AT2G42520  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:17705382-17708744 FORWARD LENGTH=633162

Dark-1 68 Background AT3G09200  Symbols:  | Ribosomal protein L10 family protein | chr3:2823364-2825020 REVERSE LENGTH=320162

Dark-1 68 Background AT3G09200  Symbols:  | Ribosomal protein L10 family protein | chr3:2823364-2825020 REVERSE LENGTH=320162

Dark-1 68 Background AT3G09200  Symbols:  | Ribosomal protein L10 family protein | chr3:2823364-2825020 REVERSE LENGTH=320162

Dark-1 68 Background AT3G09200  Symbols:  | Ribosomal protein L10 family protein | chr3:2823364-2825020 REVERSE LENGTH=320162

Dark-1 69 Background AT5G20290  Symbols:  | Ribosomal protein S8e family protein | chr5:6851695-6853012 REVERSE LENGTH=222161

Dark-1 69 Background AT5G20290  Symbols:  | Ribosomal protein S8e family protein | chr5:6851695-6853012 REVERSE LENGTH=222161

Dark-1 69 Background AT5G20290  Symbols:  | Ribosomal protein S8e family protein | chr5:6851695-6853012 REVERSE LENGTH=222161

Dark-1 70 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360155

Dark-1 70 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360155

Dark-1 70 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360155

Dark-1 71 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610153

Dark-1 71 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610153

Dark-1 71 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610153

Dark-1 71 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610153

Dark-1 71 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610153

Dark-1 72 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699153

Dark-1 72 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699153

Dark-1 72 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699153

Dark-1 72 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699153

Dark-1 72 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699153

Dark-1 73 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747147

Dark-1 73 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747147

Dark-1 73 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747147

Dark-1 73 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747147

Dark-1 74 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389146

Dark-1 74 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389146

Dark-1 74 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389146

Dark-1 74 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389146

Dark-1 74 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389146

Dark-1 74 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389146

Dark-1 74 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389146

Dark-1 75 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408145

Dark-1 75 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408145

Dark-1 75 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408145

Dark-1 75 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408145

Dark-1 76 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422141

Dark-1 76 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422141

Dark-1 77 Background AT4G01100  Symbols: ADNT1 | adenine nucleotide transporter 1 | chr4:477411-479590 FORWARD LENGTH=352140

Dark-1 77 Background AT4G01100  Symbols: ADNT1 | adenine nucleotide transporter 1 | chr4:477411-479590 FORWARD LENGTH=352140

Dark-1 78 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286140

Dark-1 78 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286140

Dark-1 78 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286140

Dark-1 79 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825139

Dark-1 79 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825139

Dark-1 80 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581136



Dark-1 80 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581136

Dark-1 80 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581136

Dark-1 81 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406134

Dark-1 81 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406134

Dark-1 81 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406134

Dark-1 81 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406134

Dark-1 82 Background AT3G04840  Symbols:  | Ribosomal protein S3Ae | chr3:1329751-1331418 FORWARD LENGTH=262133

Dark-1 82 Background AT3G04840  Symbols:  | Ribosomal protein S3Ae | chr3:1329751-1331418 FORWARD LENGTH=262133

Dark-1 82 Background AT3G04840  Symbols:  | Ribosomal protein S3Ae | chr3:1329751-1331418 FORWARD LENGTH=262133

Dark-1 83 Background AT1G22780  Symbols: PFL, RPS18A, PFL1 | Ribosomal protein S13/S18 family | chr1:8067990-8069163 FORWARD LENGTH=152132

Dark-1 83 Background AT1G22780  Symbols: PFL, RPS18A, PFL1 | Ribosomal protein S13/S18 family | chr1:8067990-8069163 FORWARD LENGTH=152132

Dark-1 83 Background AT1G22780  Symbols: PFL, RPS18A, PFL1 | Ribosomal protein S13/S18 family | chr1:8067990-8069163 FORWARD LENGTH=152132

Dark-1 84 Background AT5G14040  Symbols: PHT3;1 | phosphate transporter 3;1 | chr5:4531059-4532965 REVERSE LENGTH=375130

Dark-1 84 Background AT5G14040  Symbols: PHT3;1 | phosphate transporter 3;1 | chr5:4531059-4532965 REVERSE LENGTH=375130

Dark-1 85 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703124

Dark-1 85 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703124

Dark-1 85 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703124

Dark-1 85 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703124

Dark-1 86 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355122

Dark-1 86 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355122

Dark-1 87 Background AT3G05590  Symbols: RPL18 | ribosomal protein L18 | chr3:1621511-1622775 FORWARD LENGTH=187121

Dark-1 87 Background AT3G05590  Symbols: RPL18 | ribosomal protein L18 | chr3:1621511-1622775 FORWARD LENGTH=187121

Dark-1 88 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419119

Dark-1 88 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419119

Dark-1 88 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419119

Dark-1 88 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419119

Dark-1 89 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181116

Dark-1 89 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181116

Dark-1 89 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181116

Dark-1 90 Background AT2G36620  Symbols: RPL24A | ribosomal protein L24 | chr2:15350548-15351819 REVERSE LENGTH=164114

Dark-1 90 Background AT2G36620  Symbols: RPL24A | ribosomal protein L24 | chr2:15350548-15351819 REVERSE LENGTH=164114

Dark-1 91 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596114

Dark-1 91 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596114

Dark-1 92 Background AT2G42740  Symbols: RPL16A | ribosomal protein large subunit 16A | chr2:17791794-17792946 FORWARD LENGTH=182113

Dark-1 92 Background AT2G42740  Symbols: RPL16A | ribosomal protein large subunit 16A | chr2:17791794-17792946 FORWARD LENGTH=182113

Dark-1 92 Background AT2G42740  Symbols: RPL16A | ribosomal protein large subunit 16A | chr2:17791794-17792946 FORWARD LENGTH=182113

Dark-1 93 Background AT1G80670  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr1:30320809-30323543 REVERSE LENGTH=349111

Dark-1 93 Background AT1G80670  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr1:30320809-30323543 REVERSE LENGTH=349111

Dark-1 94 Background AT5G37510  Symbols: EMB1467, CI76 | NADH-ubiquinone dehydrogenase, mitochondrial, putative | chr5:14897490-14900352 FORWARD LENGTH=745111

Dark-1 94 Background AT5G37510  Symbols: EMB1467, CI76 | NADH-ubiquinone dehydrogenase, mitochondrial, putative | chr5:14897490-14900352 FORWARD LENGTH=745111

Dark-1 95 Background AT3G57290  Symbols: EIF3E, TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6 | eukaryotic translation initiation factor 3E | chr3:21196786-21199073 REVERSE LENGTH=441109

Dark-1 95 Background AT3G57290  Symbols: EIF3E, TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6 | eukaryotic translation initiation factor 3E | chr3:21196786-21199073 REVERSE LENGTH=441109

Dark-1 96 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577107

Dark-1 96 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577107

Dark-1 97 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669106

Dark-1 97 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669106

Dark-1 97 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669106

Dark-1 98 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488104

Dark-1 98 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488104

Dark-1 98 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488104

Dark-1 99 Background AT2G31660  Symbols: SAD2, URM9 | ARM repeat superfamily protein | chr2:13464519-13471353 FORWARD LENGTH=1040103

Dark-1 99 Background AT2G31660  Symbols: SAD2, URM9 | ARM repeat superfamily protein | chr2:13464519-13471353 FORWARD LENGTH=1040103

Dark-1 100 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393103

Dark-1 100 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393103

Dark-1 100 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393103

Dark-1 101 Background AT3G05560  Symbols:  | Ribosomal L22e protein family | chr3:1614641-1615204 FORWARD LENGTH=124102

Dark-1 101 Background AT3G05560  Symbols:  | Ribosomal L22e protein family | chr3:1614641-1615204 FORWARD LENGTH=124102

Dark-1 102 Background AT2G02790  Symbols: IQD29 | IQ-domain 29 | chr2:788708-790946 FORWARD LENGTH=636101



Dark-1 102 Background AT2G02790  Symbols: IQD29 | IQ-domain 29 | chr2:788708-790946 FORWARD LENGTH=636101

Dark-1 103 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426100

Dark-1 103 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426100

Dark-1 104 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116100

Dark-1 104 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116100

Dark-1 105 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=26199

Dark-1 105 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=26199

Dark-1 105 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=26199

Dark-1 105 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=26199

Dark-1 106 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=58698

Dark-1 106 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=58698

Dark-1 106 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=58698

Dark-1 107 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=98798

Dark-1 107 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=98798

Dark-1 108 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28098

Dark-1 108 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28098

Dark-1 108 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28098

Dark-1 109 Background AT2G18330  Symbols:  | AAA-type ATPase family protein | chr2:7965829-7968915 FORWARD LENGTH=63697

Dark-1 109 Background AT2G18330  Symbols:  | AAA-type ATPase family protein | chr2:7965829-7968915 FORWARD LENGTH=63697

Dark-1 110 Background AT3G07050  Symbols:  | GTP-binding family protein | chr3:2229602-2232279 REVERSE LENGTH=58297

Dark-1 110 Background AT3G07050  Symbols:  | GTP-binding family protein | chr3:2229602-2232279 REVERSE LENGTH=58297

Dark-1 111 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=85093

Dark-1 111 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=85093

Dark-1 111 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=85093

Dark-1 112 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=41192

Dark-1 112 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=41192

Dark-1 112 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=41192

Dark-1 112 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=41192

Dark-1 113 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=136690

Dark-1 113 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=136690

Dark-1 114 Background AT3G54110  Symbols: ATPUMP1, UCP, PUMP1, ATUCP1, UCP1 | plant uncoupling mitochondrial protein 1 | chr3:20038890-20040996 FORWARD LENGTH=30690

Dark-1 114 Background AT3G54110  Symbols: ATPUMP1, UCP, PUMP1, ATUCP1, UCP1 | plant uncoupling mitochondrial protein 1 | chr3:20038890-20040996 FORWARD LENGTH=30690

Dark-1 115 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=52284

Dark-1 115 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=52284

Dark-1 116 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=41983

Dark-1 116 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=41983

Dark-1 116 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=41983

Dark-1 117 Background AT3G56130  Symbols:  | biotin/lipoyl attachment domain-containing protein | chr3:20826852-20829007 FORWARD LENGTH=28180

Dark-1 117 Background AT3G56130  Symbols:  | biotin/lipoyl attachment domain-containing protein | chr3:20826852-20829007 FORWARD LENGTH=28180

Dark-1 118 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=42079

Dark-1 118 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=42079

Dark-1 119 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=107578

Dark-1 119 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=107578

Dark-1 120 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=53278

Dark-1 120 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=53278

Dark-1 121 Background AT5G22060  Symbols: ATJ2, J2 | DNAJ homologue 2 | chr5:7303798-7305668 REVERSE LENGTH=41978

Dark-1 121 Background AT5G22060  Symbols: ATJ2, J2 | DNAJ homologue 2 | chr5:7303798-7305668 REVERSE LENGTH=41978

Dark-1 122 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=54577

Dark-1 122 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=54577

Dark-1 122 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=54577

Dark-1 123 Background AT5G27770  Symbols:  | Ribosomal L22e protein family | chr5:9836166-9837113 FORWARD LENGTH=12475

Dark-1 123 Background AT5G27770  Symbols:  | Ribosomal L22e protein family | chr5:9836166-9837113 FORWARD LENGTH=12475

Dark-1 124 Background AT2G36160  Symbols:  | Ribosomal protein S11 family protein | chr2:15169925-15171159 FORWARD LENGTH=15074

Dark-1 124 Background AT2G36160  Symbols:  | Ribosomal protein S11 family protein | chr2:15169925-15171159 FORWARD LENGTH=15074

Dark-1 125 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=24267

Dark-1 125 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=24267

Dark-1 126 Background AT1G10490  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr1:3453589-3459925 FORWARD LENGTH=102864

Dark-1 126 Background AT1G10490  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr1:3453589-3459925 FORWARD LENGTH=102864



Dark-1 127 Background AT1G71820  Symbols: SEC6 | SEC6 | chr1:27010022-27016745 FORWARD LENGTH=75263

Dark-1 127 Background AT1G71820  Symbols: SEC6 | SEC6 | chr1:27010022-27016745 FORWARD LENGTH=75263

Dark-1 128 Background AT2G40730  Symbols:  | Protein kinase family protein with ARM repeat domain | chr2:16990083-16996072 REVERSE LENGTH=79860

Dark-1 128 Background AT2G40730  Symbols:  | Protein kinase family protein with ARM repeat domain | chr2:16990083-16996072 REVERSE LENGTH=79860

Dark-1 129 Background AT1G04810  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr1:1350304-1355261 FORWARD LENGTH=100160

Dark-1 129 Background AT1G04810  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr1:1350304-1355261 FORWARD LENGTH=100160

Dark-1 130 Background AT2G07360  Symbols:  | SH3 domain-containing protein | chr2:3047623-3057099 REVERSE LENGTH=119658

Dark-1 130 Background AT2G07360  Symbols:  | SH3 domain-containing protein | chr2:3047623-3057099 REVERSE LENGTH=119658

Dark-1 131 Table 1 Filtered listAT1G55150  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:20574634-20577141 FORWARD LENGTH=50153

Dark-1 131 Table 1 Filtered listAT1G55150  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:20574634-20577141 FORWARD LENGTH=50153

Dark-1 132 Background AT4G25630  Symbols: FIB2, ATFIB2 | fibrillarin 2 | chr4:13074239-13076205 FORWARD LENGTH=32051

Dark-1 132 Background AT4G25630  Symbols: FIB2, ATFIB2 | fibrillarin 2 | chr4:13074239-13076205 FORWARD LENGTH=32051

Dark-1 133 Background AT5G16130  Symbols:  | Ribosomal protein S7e family protein | chr5:5268984-5269912 FORWARD LENGTH=19048

Dark-1 133 Background AT5G16130  Symbols:  | Ribosomal protein S7e family protein | chr5:5268984-5269912 FORWARD LENGTH=19048

Dark-1 134 Background AT1G79340  Symbols: AtMC4, MC4 | metacaspase 4 | chr1:29842849-29844368 FORWARD LENGTH=41840

Dark-1 134 Background AT1G79340  Symbols: AtMC4, MC4 | metacaspase 4 | chr1:29842849-29844368 FORWARD LENGTH=41840

Dark-2 135 Background prot_acc prot_desc prot_score

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 136 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441584

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473



Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 137 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501473

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 138 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491445

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 139 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441424

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321



Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 140 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501321

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 141 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501318

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 142 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121195

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088



Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 143 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121088

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 144 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511078

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 145 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=53931036

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003



Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 146 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491003

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 147 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449915

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 148 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610872

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857



Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 149 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447857

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 150 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219854

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 151 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476837

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 152 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450822

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754



Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 153 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891754

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 154 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338744

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 155 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449736

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 156 Background AT1G72730  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:27378040-27379593 REVERSE LENGTH=414727

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700



Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 157 Background AT3G05530  Symbols: RPT5A, ATS6A.2 | regulatory particle triple-A ATPase 5A | chr3:1603540-1605993 FORWARD LENGTH=424700

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 158 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650674

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 159 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653659

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 160 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374655

Dark-2 161 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381648

Dark-2 161 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381648

Dark-2 161 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381648

Dark-2 161 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381648

Dark-2 161 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381648

Dark-2 161 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381648

Dark-2 161 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381648

Dark-2 161 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381648

Dark-2 161 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381648

Dark-2 161 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381648

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618



Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 162 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385618

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 163 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377617

Dark-2 164 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286617

Dark-2 164 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286617

Dark-2 164 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286617

Dark-2 164 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286617

Dark-2 164 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286617

Dark-2 164 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286617

Dark-2 164 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286617

Dark-2 164 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286617

Dark-2 164 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286617

Dark-2 164 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286617

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 165 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325612

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611



Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 166 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952611

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 167 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423597

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 168 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616562

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 169 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758555

Dark-2 170 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474549

Dark-2 170 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474549

Dark-2 170 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474549

Dark-2 170 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474549

Dark-2 170 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474549

Dark-2 170 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474549

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541



Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 171 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900541

Dark-2 172 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443528

Dark-2 172 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443528

Dark-2 172 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443528

Dark-2 172 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443528

Dark-2 172 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443528

Dark-2 172 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443528

Dark-2 172 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443528

Dark-2 172 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443528

Dark-2 172 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443528

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 173 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929493

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 174 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537492

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 175 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682475

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463



Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 176 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843463

Dark-2 177 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532453

Dark-2 177 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532453

Dark-2 177 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532453

Dark-2 177 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532453

Dark-2 177 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532453

Dark-2 177 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532453

Dark-2 177 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532453

Dark-2 178 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367451

Dark-2 178 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367451

Dark-2 178 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367451

Dark-2 178 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367451

Dark-2 178 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367451

Dark-2 178 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367451

Dark-2 178 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367451

Dark-2 178 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367451

Dark-2 178 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367451

Dark-2 178 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367451

Dark-2 179 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274436

Dark-2 179 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274436

Dark-2 179 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274436

Dark-2 179 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274436

Dark-2 179 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274436

Dark-2 179 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274436

Dark-2 179 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274436

Dark-2 180 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97435

Dark-2 180 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97435

Dark-2 180 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97435

Dark-2 180 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97435

Dark-2 180 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97435

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 181 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104423

Dark-2 182 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556418

Dark-2 182 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556418

Dark-2 182 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556418

Dark-2 182 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556418

Dark-2 182 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556418

Dark-2 182 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556418

Dark-2 182 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556418

Dark-2 182 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556418

Dark-2 182 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556418

Dark-2 183 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286416

Dark-2 183 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286416

Dark-2 183 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286416

Dark-2 183 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286416



Dark-2 183 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286416

Dark-2 183 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286416

Dark-2 183 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286416

Dark-2 183 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286416

Dark-2 183 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286416

Dark-2 183 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286416

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 184 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610407

Dark-2 185 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641405

Dark-2 185 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641405

Dark-2 185 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641405

Dark-2 185 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641405

Dark-2 185 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641405

Dark-2 185 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641405

Dark-2 186 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972400

Dark-2 186 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972400

Dark-2 186 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972400

Dark-2 186 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972400

Dark-2 186 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972400

Dark-2 186 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972400

Dark-2 186 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972400

Dark-2 186 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972400

Dark-2 187 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391383

Dark-2 187 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391383

Dark-2 187 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391383

Dark-2 187 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391383

Dark-2 187 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391383

Dark-2 187 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391383

Dark-2 188 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747383

Dark-2 188 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747383

Dark-2 188 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747383

Dark-2 188 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747383

Dark-2 188 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747383

Dark-2 188 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747383

Dark-2 188 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747383

Dark-2 188 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747383

Dark-2 188 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747383

Dark-2 188 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747383

Dark-2 189 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581377

Dark-2 189 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581377

Dark-2 189 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581377

Dark-2 189 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581377

Dark-2 189 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581377

Dark-2 189 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581377

Dark-2 190 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422375

Dark-2 190 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422375

Dark-2 190 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422375

Dark-2 190 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422375



Dark-2 190 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422375

Dark-2 190 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422375

Dark-2 191 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374372

Dark-2 191 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374372

Dark-2 191 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374372

Dark-2 191 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374372

Dark-2 191 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374372

Dark-2 191 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374372

Dark-2 191 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374372

Dark-2 191 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374372

Dark-2 192 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181361

Dark-2 192 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181361

Dark-2 192 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181361

Dark-2 192 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181361

Dark-2 192 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181361

Dark-2 192 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181361

Dark-2 192 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181361

Dark-2 193 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399356

Dark-2 193 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399356

Dark-2 193 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399356

Dark-2 193 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399356

Dark-2 193 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399356

Dark-2 193 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399356

Dark-2 193 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399356

Dark-2 193 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399356

Dark-2 193 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399356

Dark-2 193 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399356

Dark-2 194 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522355

Dark-2 194 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522355

Dark-2 194 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522355

Dark-2 194 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522355

Dark-2 194 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522355

Dark-2 194 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522355

Dark-2 194 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522355

Dark-2 194 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522355

Dark-2 195 Background AT3G12110  Symbols: ACT11 | actin-11 | chr3:3858116-3859609 FORWARD LENGTH=377354

Dark-2 195 Background AT3G12110  Symbols: ACT11 | actin-11 | chr3:3858116-3859609 FORWARD LENGTH=377354

Dark-2 195 Background AT3G12110  Symbols: ACT11 | actin-11 | chr3:3858116-3859609 FORWARD LENGTH=377354

Dark-2 195 Background AT3G12110  Symbols: ACT11 | actin-11 | chr3:3858116-3859609 FORWARD LENGTH=377354

Dark-2 195 Background AT3G12110  Symbols: ACT11 | actin-11 | chr3:3858116-3859609 FORWARD LENGTH=377354

Dark-2 195 Background AT3G12110  Symbols: ACT11 | actin-11 | chr3:3858116-3859609 FORWARD LENGTH=377354

Dark-2 195 Background AT3G12110  Symbols: ACT11 | actin-11 | chr3:3858116-3859609 FORWARD LENGTH=377354

Dark-2 195 Background AT3G12110  Symbols: ACT11 | actin-11 | chr3:3858116-3859609 FORWARD LENGTH=377354

Dark-2 195 Background AT3G12110  Symbols: ACT11 | actin-11 | chr3:3858116-3859609 FORWARD LENGTH=377354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 196 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116354

Dark-2 197 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194351

Dark-2 197 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194351

Dark-2 197 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194351



Dark-2 197 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194351

Dark-2 197 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194351

Dark-2 197 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194351

Dark-2 197 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194351

Dark-2 197 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194351

Dark-2 197 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194351

Dark-2 198 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596343

Dark-2 198 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596343

Dark-2 198 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596343

Dark-2 198 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596343

Dark-2 198 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596343

Dark-2 198 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596343

Dark-2 198 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596343

Dark-2 199 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682339

Dark-2 199 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682339

Dark-2 199 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682339

Dark-2 199 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682339

Dark-2 199 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682339

Dark-2 199 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682339

Dark-2 199 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682339

Dark-2 199 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682339

Dark-2 199 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682339

Dark-2 199 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682339

Dark-2 200 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1339

Dark-2 200 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1339

Dark-2 200 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1339

Dark-2 200 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1339

Dark-2 200 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1339

Dark-2 200 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1339

Dark-2 200 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1339

Dark-2 201 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377335

Dark-2 201 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377335

Dark-2 201 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377335

Dark-2 201 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377335

Dark-2 201 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377335

Dark-2 201 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377335

Dark-2 201 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377335

Dark-2 201 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377335

Dark-2 201 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377335

Dark-2 201 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377335

Dark-2 202 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218327

Dark-2 202 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218327

Dark-2 202 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218327

Dark-2 202 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218327

Dark-2 202 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218327

Dark-2 202 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218327

Dark-2 202 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218327

Dark-2 202 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218327

Dark-2 203 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411324

Dark-2 203 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411324

Dark-2 203 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411324

Dark-2 203 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411324

Dark-2 203 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411324

Dark-2 203 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411324

Dark-2 203 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411324

Dark-2 203 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411324

Dark-2 203 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411324

Dark-2 204 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586323



Dark-2 204 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586323

Dark-2 204 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586323

Dark-2 204 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586323

Dark-2 204 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586323

Dark-2 204 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586323

Dark-2 204 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586323

Dark-2 204 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586323

Dark-2 205 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535323

Dark-2 205 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535323

Dark-2 205 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535323

Dark-2 205 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535323

Dark-2 205 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535323

Dark-2 205 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535323

Dark-2 205 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535323

Dark-2 205 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535323

Dark-2 206 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600322

Dark-2 206 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600322

Dark-2 206 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600322

Dark-2 206 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600322

Dark-2 206 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600322

Dark-2 207 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777321

Dark-2 207 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777321

Dark-2 207 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777321

Dark-2 207 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777321

Dark-2 207 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777321

Dark-2 207 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777321

Dark-2 207 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777321

Dark-2 207 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777321

Dark-2 208 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419319

Dark-2 208 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419319

Dark-2 208 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419319

Dark-2 208 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419319

Dark-2 208 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419319

Dark-2 208 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419319

Dark-2 208 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419319

Dark-2 208 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419319

Dark-2 209 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585317

Dark-2 209 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585317

Dark-2 209 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585317

Dark-2 209 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585317

Dark-2 209 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585317

Dark-2 209 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585317

Dark-2 209 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585317

Dark-2 209 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585317

Dark-2 209 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585317

Dark-2 210 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420316

Dark-2 210 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420316

Dark-2 210 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420316

Dark-2 210 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420316

Dark-2 210 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420316

Dark-2 210 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420316

Dark-2 210 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420316

Dark-2 210 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420316

Dark-2 210 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420316

Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315

Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315

Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315

Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315



Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315

Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315

Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315

Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315

Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315

Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315

Dark-2 211 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393315

Dark-2 212 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419314

Dark-2 212 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419314

Dark-2 212 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419314

Dark-2 212 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419314

Dark-2 212 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419314

Dark-2 212 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419314

Dark-2 212 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419314

Dark-2 213 Background AT1G10490  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr1:3453589-3459925 FORWARD LENGTH=1028313

Dark-2 213 Background AT1G10490  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr1:3453589-3459925 FORWARD LENGTH=1028313

Dark-2 213 Background AT1G10490  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr1:3453589-3459925 FORWARD LENGTH=1028313

Dark-2 213 Background AT1G10490  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr1:3453589-3459925 FORWARD LENGTH=1028313

Dark-2 213 Background AT1G10490  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr1:3453589-3459925 FORWARD LENGTH=1028313

Dark-2 214 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075304

Dark-2 214 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075304

Dark-2 214 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075304

Dark-2 214 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075304

Dark-2 214 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075304

Dark-2 214 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075304

Dark-2 215 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=545303

Dark-2 215 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=545303

Dark-2 215 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=545303

Dark-2 215 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=545303

Dark-2 215 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=545303

Dark-2 216 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377300

Dark-2 216 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377300

Dark-2 216 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377300

Dark-2 216 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377300

Dark-2 216 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377300

Dark-2 216 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377300

Dark-2 216 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377300

Dark-2 216 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377300

Dark-2 217 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366299

Dark-2 217 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366299

Dark-2 217 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366299

Dark-2 217 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366299

Dark-2 217 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366299

Dark-2 217 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366299

Dark-2 217 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366299

Dark-2 218 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360296

Dark-2 218 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360296

Dark-2 218 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360296

Dark-2 218 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360296

Dark-2 218 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360296

Dark-2 219 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387283

Dark-2 219 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387283

Dark-2 219 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387283

Dark-2 219 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387283

Dark-2 219 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387283

Dark-2 219 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387283

Dark-2 220 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895283

Dark-2 220 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895283



Dark-2 220 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895283

Dark-2 220 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895283

Dark-2 220 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895283

Dark-2 220 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895283

Dark-2 220 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895283

Dark-2 220 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895283

Dark-2 220 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895283

Dark-2 221 Background AT4G28470  Symbols: RPN1B, ATRPN1B | 26S proteasome regulatory subunit S2 1B | chr4:14067082-14072357 REVERSE LENGTH=891276

Dark-2 221 Background AT4G28470  Symbols: RPN1B, ATRPN1B | 26S proteasome regulatory subunit S2 1B | chr4:14067082-14072357 REVERSE LENGTH=891276

Dark-2 221 Background AT4G28470  Symbols: RPN1B, ATRPN1B | 26S proteasome regulatory subunit S2 1B | chr4:14067082-14072357 REVERSE LENGTH=891276

Dark-2 221 Background AT4G28470  Symbols: RPN1B, ATRPN1B | 26S proteasome regulatory subunit S2 1B | chr4:14067082-14072357 REVERSE LENGTH=891276

Dark-2 221 Background AT4G28470  Symbols: RPN1B, ATRPN1B | 26S proteasome regulatory subunit S2 1B | chr4:14067082-14072357 REVERSE LENGTH=891276

Dark-2 221 Background AT4G28470  Symbols: RPN1B, ATRPN1B | 26S proteasome regulatory subunit S2 1B | chr4:14067082-14072357 REVERSE LENGTH=891276

Dark-2 222 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527271

Dark-2 222 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527271

Dark-2 222 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527271

Dark-2 222 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527271

Dark-2 222 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527271

Dark-2 222 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527271

Dark-2 222 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527271

Dark-2 222 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527271

Dark-2 222 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527271

Dark-2 223 Background AT2G35630  Symbols: MOR1, GEM1 | ARM repeat superfamily protein | chr2:14966828-14980361 FORWARD LENGTH=1978267

Dark-2 223 Background AT2G35630  Symbols: MOR1, GEM1 | ARM repeat superfamily protein | chr2:14966828-14980361 FORWARD LENGTH=1978267

Dark-2 223 Background AT2G35630  Symbols: MOR1, GEM1 | ARM repeat superfamily protein | chr2:14966828-14980361 FORWARD LENGTH=1978267

Dark-2 223 Background AT2G35630  Symbols: MOR1, GEM1 | ARM repeat superfamily protein | chr2:14966828-14980361 FORWARD LENGTH=1978267

Dark-2 223 Background AT2G35630  Symbols: MOR1, GEM1 | ARM repeat superfamily protein | chr2:14966828-14980361 FORWARD LENGTH=1978267

Dark-2 224 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577261

Dark-2 224 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577261

Dark-2 224 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577261

Dark-2 224 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577261

Dark-2 224 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577261

Dark-2 224 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577261

Dark-2 224 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577261

Dark-2 224 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577261

Dark-2 225 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367257

Dark-2 225 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367257

Dark-2 225 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367257

Dark-2 225 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367257

Dark-2 225 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367257

Dark-2 226 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308247

Dark-2 226 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308247

Dark-2 226 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308247

Dark-2 226 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308247

Dark-2 226 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308247

Dark-2 227 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825246

Dark-2 227 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825246

Dark-2 227 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825246

Dark-2 227 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825246

Dark-2 227 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825246

Dark-2 227 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825246

Dark-2 228 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406243

Dark-2 228 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406243

Dark-2 228 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406243

Dark-2 228 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406243

Dark-2 228 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406243

Dark-2 228 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406243

Dark-2 228 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406243



Dark-2 229 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408242

Dark-2 229 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408242

Dark-2 229 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408242

Dark-2 229 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408242

Dark-2 229 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408242

Dark-2 229 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408242

Dark-2 229 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408242

Dark-2 230 Background AT5G56010  Symbols: HSP81-3, Hsp81.3, AtHsp90-3, AtHsp90.3 | heat shock protein 81-3 | chr5:22681410-22683911 FORWARD LENGTH=699240

Dark-2 230 Background AT5G56010  Symbols: HSP81-3, Hsp81.3, AtHsp90-3, AtHsp90.3 | heat shock protein 81-3 | chr5:22681410-22683911 FORWARD LENGTH=699240

Dark-2 230 Background AT5G56010  Symbols: HSP81-3, Hsp81.3, AtHsp90-3, AtHsp90.3 | heat shock protein 81-3 | chr5:22681410-22683911 FORWARD LENGTH=699240

Dark-2 230 Background AT5G56010  Symbols: HSP81-3, Hsp81.3, AtHsp90-3, AtHsp90.3 | heat shock protein 81-3 | chr5:22681410-22683911 FORWARD LENGTH=699240

Dark-2 230 Background AT5G56010  Symbols: HSP81-3, Hsp81.3, AtHsp90-3, AtHsp90.3 | heat shock protein 81-3 | chr5:22681410-22683911 FORWARD LENGTH=699240

Dark-2 230 Background AT5G56010  Symbols: HSP81-3, Hsp81.3, AtHsp90-3, AtHsp90.3 | heat shock protein 81-3 | chr5:22681410-22683911 FORWARD LENGTH=699240

Dark-2 231 Background AT5G14040  Symbols: PHT3;1 | phosphate transporter 3;1 | chr5:4531059-4532965 REVERSE LENGTH=375237

Dark-2 231 Background AT5G14040  Symbols: PHT3;1 | phosphate transporter 3;1 | chr5:4531059-4532965 REVERSE LENGTH=375237

Dark-2 231 Background AT5G14040  Symbols: PHT3;1 | phosphate transporter 3;1 | chr5:4531059-4532965 REVERSE LENGTH=375237

Dark-2 231 Background AT5G14040  Symbols: PHT3;1 | phosphate transporter 3;1 | chr5:4531059-4532965 REVERSE LENGTH=375237

Dark-2 231 Background AT5G14040  Symbols: PHT3;1 | phosphate transporter 3;1 | chr5:4531059-4532965 REVERSE LENGTH=375237

Dark-2 232 Background AT3G11250  Symbols:  | Ribosomal protein L10 family protein | chr3:3521453-3522826 FORWARD LENGTH=323234

Dark-2 232 Background AT3G11250  Symbols:  | Ribosomal protein L10 family protein | chr3:3521453-3522826 FORWARD LENGTH=323234

Dark-2 232 Background AT3G11250  Symbols:  | Ribosomal protein L10 family protein | chr3:3521453-3522826 FORWARD LENGTH=323234

Dark-2 233 Background AT3G25520  Symbols: ATL5, PGY3, OLI5, RPL5A | ribosomal protein L5 | chr3:9269573-9271327 REVERSE LENGTH=301231

Dark-2 233 Background AT3G25520  Symbols: ATL5, PGY3, OLI5, RPL5A | ribosomal protein L5 | chr3:9269573-9271327 REVERSE LENGTH=301231

Dark-2 234 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669231

Dark-2 234 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669231

Dark-2 234 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669231

Dark-2 234 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669231

Dark-2 234 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669231

Dark-2 235 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250225

Dark-2 235 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250225

Dark-2 235 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250225

Dark-2 236 Background AT5G02870  Symbols:  | Ribosomal protein L4/L1 family | chr5:657830-659526 FORWARD LENGTH=407224

Dark-2 236 Background AT5G02870  Symbols:  | Ribosomal protein L4/L1 family | chr5:657830-659526 FORWARD LENGTH=407224

Dark-2 236 Background AT5G02870  Symbols:  | Ribosomal protein L4/L1 family | chr5:657830-659526 FORWARD LENGTH=407224

Dark-2 236 Background AT5G02870  Symbols:  | Ribosomal protein L4/L1 family | chr5:657830-659526 FORWARD LENGTH=407224

Dark-2 236 Background AT5G02870  Symbols:  | Ribosomal protein L4/L1 family | chr5:657830-659526 FORWARD LENGTH=407224

Dark-2 236 Background AT5G02870  Symbols:  | Ribosomal protein L4/L1 family | chr5:657830-659526 FORWARD LENGTH=407224

Dark-2 237 Background AT5G47690  Symbols:  | binding | chr5:19317899-19327014 FORWARD LENGTH=1605224

Dark-2 237 Background AT5G47690  Symbols:  | binding | chr5:19317899-19327014 FORWARD LENGTH=1605224

Dark-2 237 Background AT5G47690  Symbols:  | binding | chr5:19317899-19327014 FORWARD LENGTH=1605224

Dark-2 238 Background AT1G15480  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr1:5318307-5320422 FORWARD LENGTH=594221

Dark-2 238 Background AT1G15480  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr1:5318307-5320422 FORWARD LENGTH=594221

Dark-2 238 Background AT1G15480  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr1:5318307-5320422 FORWARD LENGTH=594221

Dark-2 238 Background AT1G15480  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr1:5318307-5320422 FORWARD LENGTH=594221

Dark-2 239 Background AT5G20290  Symbols:  | Ribosomal protein S8e family protein | chr5:6851695-6853012 REVERSE LENGTH=222218

Dark-2 239 Background AT5G20290  Symbols:  | Ribosomal protein S8e family protein | chr5:6851695-6853012 REVERSE LENGTH=222218

Dark-2 239 Background AT5G20290  Symbols:  | Ribosomal protein S8e family protein | chr5:6851695-6853012 REVERSE LENGTH=222218

Dark-2 239 Background AT5G20290  Symbols:  | Ribosomal protein S8e family protein | chr5:6851695-6853012 REVERSE LENGTH=222218

Dark-2 239 Background AT5G20290  Symbols:  | Ribosomal protein S8e family protein | chr5:6851695-6853012 REVERSE LENGTH=222218

Dark-2 240 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426217

Dark-2 240 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426217

Dark-2 240 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426217

Dark-2 240 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426217

Dark-2 240 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426217

Dark-2 241 Background AT4G11380  Symbols:  | Adaptin family protein | chr4:6920608-6925444 FORWARD LENGTH=894215

Dark-2 241 Background AT4G11380  Symbols:  | Adaptin family protein | chr4:6920608-6925444 FORWARD LENGTH=894215

Dark-2 241 Background AT4G11380  Symbols:  | Adaptin family protein | chr4:6920608-6925444 FORWARD LENGTH=894215

Dark-2 241 Background AT4G11380  Symbols:  | Adaptin family protein | chr4:6920608-6925444 FORWARD LENGTH=894215



Dark-2 241 Background AT4G11380  Symbols:  | Adaptin family protein | chr4:6920608-6925444 FORWARD LENGTH=894215

Dark-2 242 Background AT2G46900  Symbols:  | CONTAINS InterPro DOMAIN/s: Basic helix-loop-helix, Nulp1-type (InterPro:IPR006994); Has 2929 Blast hits to 2464 proteins in 333 species: Archae - 2; Bacteria - 151; Metazoa - 913; Fungi - 372; Plants - 141; Viruses - 47; Other Eukaryot210

Dark-2 242 Background AT2G46900  Symbols:  | CONTAINS InterPro DOMAIN/s: Basic helix-loop-helix, Nulp1-type (InterPro:IPR006994); Has 2929 Blast hits to 2464 proteins in 333 species: Archae - 2; Bacteria - 151; Metazoa - 913; Fungi - 372; Plants - 141; Viruses - 47; Other Eukaryot210

Dark-2 242 Background AT2G46900  Symbols:  | CONTAINS InterPro DOMAIN/s: Basic helix-loop-helix, Nulp1-type (InterPro:IPR006994); Has 2929 Blast hits to 2464 proteins in 333 species: Archae - 2; Bacteria - 151; Metazoa - 913; Fungi - 372; Plants - 141; Viruses - 47; Other Eukaryot210

Dark-2 243 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597207

Dark-2 243 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597207

Dark-2 243 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597207

Dark-2 243 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597207

Dark-2 243 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597207

Dark-2 244 Background AT3G13160  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr3:4229994-4231178 REVERSE LENGTH=394207

Dark-2 244 Background AT3G13160  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr3:4229994-4231178 REVERSE LENGTH=394207

Dark-2 245 Background AT3G07050  Symbols:  | GTP-binding family protein | chr3:2229602-2232279 REVERSE LENGTH=582206

Dark-2 245 Background AT3G07050  Symbols:  | GTP-binding family protein | chr3:2229602-2232279 REVERSE LENGTH=582206

Dark-2 246 Background AT4G23460  Symbols:  | Adaptin family protein | chr4:12243899-12248898 REVERSE LENGTH=893204

Dark-2 246 Background AT4G23460  Symbols:  | Adaptin family protein | chr4:12243899-12248898 REVERSE LENGTH=893204

Dark-2 246 Background AT4G23460  Symbols:  | Adaptin family protein | chr4:12243899-12248898 REVERSE LENGTH=893204

Dark-2 246 Background AT4G23460  Symbols:  | Adaptin family protein | chr4:12243899-12248898 REVERSE LENGTH=893204

Dark-2 246 Background AT4G23460  Symbols:  | Adaptin family protein | chr4:12243899-12248898 REVERSE LENGTH=893204

Dark-2 247 Background AT3G59020  Symbols:  | ARM repeat superfamily protein | chr3:21810973-21817418 REVERSE LENGTH=1029203

Dark-2 247 Background AT3G59020  Symbols:  | ARM repeat superfamily protein | chr3:21810973-21817418 REVERSE LENGTH=1029203

Dark-2 247 Background AT3G59020  Symbols:  | ARM repeat superfamily protein | chr3:21810973-21817418 REVERSE LENGTH=1029203

Dark-2 247 Background AT3G59020  Symbols:  | ARM repeat superfamily protein | chr3:21810973-21817418 REVERSE LENGTH=1029203

Dark-2 247 Background AT3G59020  Symbols:  | ARM repeat superfamily protein | chr3:21810973-21817418 REVERSE LENGTH=1029203

Dark-2 248 Background AT3G11830  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:3732734-3736156 FORWARD LENGTH=557202

Dark-2 248 Background AT3G11830  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:3732734-3736156 FORWARD LENGTH=557202

Dark-2 248 Background AT3G11830  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:3732734-3736156 FORWARD LENGTH=557202

Dark-2 249 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355200

Dark-2 249 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355200

Dark-2 249 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355200

Dark-2 249 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355200

Dark-2 250 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389199

Dark-2 250 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389199

Dark-2 250 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389199

Dark-2 250 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389199

Dark-2 250 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389199

Dark-2 250 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389199

Dark-2 250 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389199

Dark-2 250 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389199

Dark-2 250 Background AT1G43170  Symbols: ARP1, emb2207, RPL3A, RP1 | ribosomal protein 1 | chr1:16266992-16268631 FORWARD LENGTH=389199

Dark-2 251 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488195

Dark-2 251 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488195

Dark-2 251 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488195

Dark-2 251 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488195

Dark-2 251 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488195

Dark-2 251 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488195

Dark-2 252 Background AT5G51430  Symbols: EYE | conserved oligomeric Golgi complex component-related / COG complex component-related | chr5:20887044-20890795 REVERSE LENGTH=836192

Dark-2 252 Background AT5G51430  Symbols: EYE | conserved oligomeric Golgi complex component-related / COG complex component-related | chr5:20887044-20890795 REVERSE LENGTH=836192

Dark-2 253 Background AT4G17530  Symbols: RAB1C, ATRAB1C, ATRABD2C | RAB GTPase homolog 1C | chr4:9773721-9775424 REVERSE LENGTH=202191

Dark-2 253 Background AT4G17530  Symbols: RAB1C, ATRAB1C, ATRABD2C | RAB GTPase homolog 1C | chr4:9773721-9775424 REVERSE LENGTH=202191

Dark-2 253 Background AT4G17530  Symbols: RAB1C, ATRAB1C, ATRABD2C | RAB GTPase homolog 1C | chr4:9773721-9775424 REVERSE LENGTH=202191

Dark-2 253 Background AT4G17530  Symbols: RAB1C, ATRAB1C, ATRABD2C | RAB GTPase homolog 1C | chr4:9773721-9775424 REVERSE LENGTH=202191

Dark-2 254 Background AT2G39990  Symbols: EIF2, AteIF3f, eIF3F | eukaryotic translation initiation factor 2 | chr2:16698332-16699929 REVERSE LENGTH=293189

Dark-2 254 Background AT2G39990  Symbols: EIF2, AteIF3f, eIF3F | eukaryotic translation initiation factor 2 | chr2:16698332-16699929 REVERSE LENGTH=293189

Dark-2 254 Background AT2G39990  Symbols: EIF2, AteIF3f, eIF3F | eukaryotic translation initiation factor 2 | chr2:16698332-16699929 REVERSE LENGTH=293189

Dark-2 254 Background AT2G39990  Symbols: EIF2, AteIF3f, eIF3F | eukaryotic translation initiation factor 2 | chr2:16698332-16699929 REVERSE LENGTH=293189

Dark-2 254 Background AT2G39990  Symbols: EIF2, AteIF3f, eIF3F | eukaryotic translation initiation factor 2 | chr2:16698332-16699929 REVERSE LENGTH=293189

Dark-2 255 Background AT1G22780  Symbols: PFL, RPS18A, PFL1 | Ribosomal protein S13/S18 family | chr1:8067990-8069163 FORWARD LENGTH=152187

Dark-2 255 Background AT1G22780  Symbols: PFL, RPS18A, PFL1 | Ribosomal protein S13/S18 family | chr1:8067990-8069163 FORWARD LENGTH=152187



Dark-2 255 Background AT1G22780  Symbols: PFL, RPS18A, PFL1 | Ribosomal protein S13/S18 family | chr1:8067990-8069163 FORWARD LENGTH=152187

Dark-2 256 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207187

Dark-2 256 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207187

Dark-2 256 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207187

Dark-2 257 Background AT5G15090  Symbols: VDAC3, ATVDAC3 | voltage dependent anion channel 3 | chr5:4889641-4891389 REVERSE LENGTH=274186

Dark-2 257 Background AT5G15090  Symbols: VDAC3, ATVDAC3 | voltage dependent anion channel 3 | chr5:4889641-4891389 REVERSE LENGTH=274186

Dark-2 257 Background AT5G15090  Symbols: VDAC3, ATVDAC3 | voltage dependent anion channel 3 | chr5:4889641-4891389 REVERSE LENGTH=274186

Dark-2 257 Background AT5G15090  Symbols: VDAC3, ATVDAC3 | voltage dependent anion channel 3 | chr5:4889641-4891389 REVERSE LENGTH=274186

Dark-2 258 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454181

Dark-2 258 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454181

Dark-2 258 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454181

Dark-2 259 Background AT5G19760  Symbols:  | Mitochondrial substrate carrier family protein | chr5:6679591-6681845 REVERSE LENGTH=298178

Dark-2 259 Background AT5G19760  Symbols:  | Mitochondrial substrate carrier family protein | chr5:6679591-6681845 REVERSE LENGTH=298178

Dark-2 259 Background AT5G19760  Symbols:  | Mitochondrial substrate carrier family protein | chr5:6679591-6681845 REVERSE LENGTH=298178

Dark-2 259 Background AT5G19760  Symbols:  | Mitochondrial substrate carrier family protein | chr5:6679591-6681845 REVERSE LENGTH=298178

Dark-2 259 Background AT5G19760  Symbols:  | Mitochondrial substrate carrier family protein | chr5:6679591-6681845 REVERSE LENGTH=298178

Dark-2 260 Background AT3G10380  Symbols: SEC8, ATSEC8 | subunit of exocyst complex 8 | chr3:3219922-3228356 REVERSE LENGTH=1053178

Dark-2 260 Background AT3G10380  Symbols: SEC8, ATSEC8 | subunit of exocyst complex 8 | chr3:3219922-3228356 REVERSE LENGTH=1053178

Dark-2 261 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703174

Dark-2 261 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703174

Dark-2 261 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703174

Dark-2 261 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703174

Dark-2 262 Background AT4G34450  Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471956-16476795 FORWARD LENGTH=886174

Dark-2 262 Background AT4G34450  Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471956-16476795 FORWARD LENGTH=886174

Dark-2 262 Background AT4G34450  Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471956-16476795 FORWARD LENGTH=886174

Dark-2 263 Background AT3G57290  Symbols: EIF3E, TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6 | eukaryotic translation initiation factor 3E | chr3:21196786-21199073 REVERSE LENGTH=441171

Dark-2 263 Background AT3G57290  Symbols: EIF3E, TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6 | eukaryotic translation initiation factor 3E | chr3:21196786-21199073 REVERSE LENGTH=441171

Dark-2 263 Background AT3G57290  Symbols: EIF3E, TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6 | eukaryotic translation initiation factor 3E | chr3:21196786-21199073 REVERSE LENGTH=441171

Dark-2 263 Background AT3G57290  Symbols: EIF3E, TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6 | eukaryotic translation initiation factor 3E | chr3:21196786-21199073 REVERSE LENGTH=441171

Dark-2 263 Background AT3G57290  Symbols: EIF3E, TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6 | eukaryotic translation initiation factor 3E | chr3:21196786-21199073 REVERSE LENGTH=441171

Dark-2 264 Background AT1G65220  Symbols:  | ARM repeat superfamily protein | chr1:24226204-24228799 FORWARD LENGTH=411169

Dark-2 264 Background AT1G65220  Symbols:  | ARM repeat superfamily protein | chr1:24226204-24228799 FORWARD LENGTH=411169

Dark-2 264 Background AT1G65220  Symbols:  | ARM repeat superfamily protein | chr1:24226204-24228799 FORWARD LENGTH=411169

Dark-2 264 Background AT1G65220  Symbols:  | ARM repeat superfamily protein | chr1:24226204-24228799 FORWARD LENGTH=411169

Dark-2 264 Background AT1G65220  Symbols:  | ARM repeat superfamily protein | chr1:24226204-24228799 FORWARD LENGTH=411169

Dark-2 265 Background AT1G64520  Symbols: RPN12a | regulatory particle non-ATPase 12A | chr1:23956459-23958120 FORWARD LENGTH=267168

Dark-2 265 Background AT1G64520  Symbols: RPN12a | regulatory particle non-ATPase 12A | chr1:23956459-23958120 FORWARD LENGTH=267168

Dark-2 265 Background AT1G64520  Symbols: RPN12a | regulatory particle non-ATPase 12A | chr1:23956459-23958120 FORWARD LENGTH=267168

Dark-2 266 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718167

Dark-2 266 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718167

Dark-2 266 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718167

Dark-2 266 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718167

Dark-2 267 Background AT2G44120  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:18249227-18250402 REVERSE LENGTH=242167

Dark-2 267 Background AT2G44120  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:18249227-18250402 REVERSE LENGTH=242167

Dark-2 267 Background AT2G44120  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:18249227-18250402 REVERSE LENGTH=242167

Dark-2 267 Background AT2G44120  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:18249227-18250402 REVERSE LENGTH=242167

Dark-2 268 Background AT3G10690  Symbols: GYRA | DNA GYRASE A | chr3:3339612-3346243 REVERSE LENGTH=950166

Dark-2 268 Background AT3G10690  Symbols: GYRA | DNA GYRASE A | chr3:3339612-3346243 REVERSE LENGTH=950166

Dark-2 268 Background AT3G10690  Symbols: GYRA | DNA GYRASE A | chr3:3339612-3346243 REVERSE LENGTH=950166

Dark-2 268 Background AT3G10690  Symbols: GYRA | DNA GYRASE A | chr3:3339612-3346243 REVERSE LENGTH=950166

Dark-2 269 Background AT2G20450  Symbols:  | Ribosomal protein L14 | chr2:8813923-8815071 FORWARD LENGTH=134164

Dark-2 269 Background AT2G20450  Symbols:  | Ribosomal protein L14 | chr2:8813923-8815071 FORWARD LENGTH=134164

Dark-2 270 Background AT1G01960  Symbols: EDA10 | SEC7-like guanine nucleotide exchange family protein | chr1:330830-337582 REVERSE LENGTH=1750164

Dark-2 270 Background AT1G01960  Symbols: EDA10 | SEC7-like guanine nucleotide exchange family protein | chr1:330830-337582 REVERSE LENGTH=1750164

Dark-2 270 Background AT1G01960  Symbols: EDA10 | SEC7-like guanine nucleotide exchange family protein | chr1:330830-337582 REVERSE LENGTH=1750164

Dark-2 271 Background AT3G54110  Symbols: ATPUMP1, UCP, PUMP1, ATUCP1, UCP1 | plant uncoupling mitochondrial protein 1 | chr3:20038890-20040996 FORWARD LENGTH=306162

Dark-2 271 Background AT3G54110  Symbols: ATPUMP1, UCP, PUMP1, ATUCP1, UCP1 | plant uncoupling mitochondrial protein 1 | chr3:20038890-20040996 FORWARD LENGTH=306162

Dark-2 271 Background AT3G54110  Symbols: ATPUMP1, UCP, PUMP1, ATUCP1, UCP1 | plant uncoupling mitochondrial protein 1 | chr3:20038890-20040996 FORWARD LENGTH=306162



Dark-2 271 Background AT3G54110  Symbols: ATPUMP1, UCP, PUMP1, ATUCP1, UCP1 | plant uncoupling mitochondrial protein 1 | chr3:20038890-20040996 FORWARD LENGTH=306162

Dark-2 272 Background AT1G02080  Symbols:  | transcription regulators | chr1:373335-386682 FORWARD LENGTH=2431162

Dark-2 272 Background AT1G02080  Symbols:  | transcription regulators | chr1:373335-386682 FORWARD LENGTH=2431162

Dark-2 272 Background AT1G02080  Symbols:  | transcription regulators | chr1:373335-386682 FORWARD LENGTH=2431162

Dark-2 272 Background AT1G02080  Symbols:  | transcription regulators | chr1:373335-386682 FORWARD LENGTH=2431162

Dark-2 273 Background AT3G04840  Symbols:  | Ribosomal protein S3Ae | chr3:1329751-1331418 FORWARD LENGTH=262162

Dark-2 273 Background AT3G04840  Symbols:  | Ribosomal protein S3Ae | chr3:1329751-1331418 FORWARD LENGTH=262162

Dark-2 273 Background AT3G04840  Symbols:  | Ribosomal protein S3Ae | chr3:1329751-1331418 FORWARD LENGTH=262162

Dark-2 273 Background AT3G04840  Symbols:  | Ribosomal protein S3Ae | chr3:1329751-1331418 FORWARD LENGTH=262162

Dark-2 274 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747161

Dark-2 274 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747161

Dark-2 274 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747161

Dark-2 274 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747161

Dark-2 274 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747161

Dark-2 274 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747161

Dark-2 275 Background AT3G49870  Symbols: ATARLA1C, ARLA1C | ADP-ribosylation factor-like A1C | chr3:18492674-18494021 REVERSE LENGTH=184161

Dark-2 275 Background AT3G49870  Symbols: ATARLA1C, ARLA1C | ADP-ribosylation factor-like A1C | chr3:18492674-18494021 REVERSE LENGTH=184161

Dark-2 275 Background AT3G49870  Symbols: ATARLA1C, ARLA1C | ADP-ribosylation factor-like A1C | chr3:18492674-18494021 REVERSE LENGTH=184161

Dark-2 276 Background AT3G02530  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:528806-532457 REVERSE LENGTH=535159

Dark-2 276 Background AT3G02530  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:528806-532457 REVERSE LENGTH=535159

Dark-2 276 Background AT3G02530  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:528806-532457 REVERSE LENGTH=535159

Dark-2 276 Background AT3G02530  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:528806-532457 REVERSE LENGTH=535159

Dark-2 277 Background AT2G44610  Symbols: RAB6, ATRABH1B, ATRAB6A, RAB6A | Ras-related small GTP-binding family protein | chr2:18411778-18413883 REVERSE LENGTH=208159

Dark-2 277 Background AT2G44610  Symbols: RAB6, ATRABH1B, ATRAB6A, RAB6A | Ras-related small GTP-binding family protein | chr2:18411778-18413883 REVERSE LENGTH=208159

Dark-2 277 Background AT2G44610  Symbols: RAB6, ATRABH1B, ATRAB6A, RAB6A | Ras-related small GTP-binding family protein | chr2:18411778-18413883 REVERSE LENGTH=208159

Dark-2 277 Background AT2G44610  Symbols: RAB6, ATRABH1B, ATRAB6A, RAB6A | Ras-related small GTP-binding family protein | chr2:18411778-18413883 REVERSE LENGTH=208159

Dark-2 278 Background AT5G59840  Symbols:  | Ras-related small GTP-binding family protein | chr5:24107450-24109049 REVERSE LENGTH=216157

Dark-2 278 Background AT5G59840  Symbols:  | Ras-related small GTP-binding family protein | chr5:24107450-24109049 REVERSE LENGTH=216157

Dark-2 278 Background AT5G59840  Symbols:  | Ras-related small GTP-binding family protein | chr5:24107450-24109049 REVERSE LENGTH=216157

Dark-2 278 Background AT5G59840  Symbols:  | Ras-related small GTP-binding family protein | chr5:24107450-24109049 REVERSE LENGTH=216157

Dark-2 279 Background AT1G18450  Symbols: ATARP4, ARP4 | actin-related protein 4 | chr1:6348199-6351766 FORWARD LENGTH=441156

Dark-2 279 Background AT1G18450  Symbols: ATARP4, ARP4 | actin-related protein 4 | chr1:6348199-6351766 FORWARD LENGTH=441156

Dark-2 280 Background AT3G05590  Symbols: RPL18 | ribosomal protein L18 | chr3:1621511-1622775 FORWARD LENGTH=187155

Dark-2 280 Background AT3G05590  Symbols: RPL18 | ribosomal protein L18 | chr3:1621511-1622775 FORWARD LENGTH=187155

Dark-2 280 Background AT3G05590  Symbols: RPL18 | ribosomal protein L18 | chr3:1621511-1622775 FORWARD LENGTH=187155

Dark-2 281 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=261151

Dark-2 281 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=261151

Dark-2 281 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=261151

Dark-2 281 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=261151

Dark-2 281 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=261151

Dark-2 282 Background AT4G38630  Symbols: RPN10, MCB1, ATMCB1, MBP1 | regulatory particle non-ATPase 10 | chr4:18057357-18059459 REVERSE LENGTH=386150

Dark-2 282 Background AT4G38630  Symbols: RPN10, MCB1, ATMCB1, MBP1 | regulatory particle non-ATPase 10 | chr4:18057357-18059459 REVERSE LENGTH=386150

Dark-2 283 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370150

Dark-2 283 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370150

Dark-2 283 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370150

Dark-2 283 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370150

Dark-2 284 Background AT5G43780  Symbols: APS4 | Pseudouridine synthase/archaeosine transglycosylase-like family protein | chr5:17589631-17591480 REVERSE LENGTH=469149

Dark-2 284 Background AT5G43780  Symbols: APS4 | Pseudouridine synthase/archaeosine transglycosylase-like family protein | chr5:17589631-17591480 REVERSE LENGTH=469149

Dark-2 284 Background AT5G43780  Symbols: APS4 | Pseudouridine synthase/archaeosine transglycosylase-like family protein | chr5:17589631-17591480 REVERSE LENGTH=469149

Dark-2 284 Background AT5G43780  Symbols: APS4 | Pseudouridine synthase/archaeosine transglycosylase-like family protein | chr5:17589631-17591480 REVERSE LENGTH=469149

Dark-2 285 Background AT5G24710  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr5:8459148-8467920 REVERSE LENGTH=1377148

Dark-2 285 Background AT5G24710  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr5:8459148-8467920 REVERSE LENGTH=1377148

Dark-2 285 Background AT5G24710  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr5:8459148-8467920 REVERSE LENGTH=1377148

Dark-2 286 Background AT5G51570  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:20949511-20951234 FORWARD LENGTH=292147

Dark-2 286 Background AT5G51570  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:20949511-20951234 FORWARD LENGTH=292147

Dark-2 286 Background AT5G51570  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:20949511-20951234 FORWARD LENGTH=292147

Dark-2 287 Background AT5G05010  Symbols:  | clathrin adaptor complexes medium subunit family protein | chr5:1477137-1479872 FORWARD LENGTH=527147

Dark-2 287 Background AT5G05010  Symbols:  | clathrin adaptor complexes medium subunit family protein | chr5:1477137-1479872 FORWARD LENGTH=527147



Dark-2 288 Background AT4G18800  Symbols: ATHSGBP, ATRAB11B, ATRABA1D, RABA1d | RAB GTPase homolog A1D | chr4:10320156-10321339 REVERSE LENGTH=214147

Dark-2 288 Background AT4G18800  Symbols: ATHSGBP, ATRAB11B, ATRABA1D, RABA1d | RAB GTPase homolog A1D | chr4:10320156-10321339 REVERSE LENGTH=214147

Dark-2 288 Background AT4G18800  Symbols: ATHSGBP, ATRAB11B, ATRABA1D, RABA1d | RAB GTPase homolog A1D | chr4:10320156-10321339 REVERSE LENGTH=214147

Dark-2 288 Background AT4G18800  Symbols: ATHSGBP, ATRAB11B, ATRABA1D, RABA1d | RAB GTPase homolog A1D | chr4:10320156-10321339 REVERSE LENGTH=214147

Dark-2 288 Background AT4G18800  Symbols: ATHSGBP, ATRAB11B, ATRABA1D, RABA1d | RAB GTPase homolog A1D | chr4:10320156-10321339 REVERSE LENGTH=214147

Dark-2 289 Background AT5G09900  Symbols: EMB2107, RPN5A, MSA | 26S proteasome regulatory subunit, putative (RPN5) | chr5:3089462-3092434 REVERSE LENGTH=442146

Dark-2 289 Background AT5G09900  Symbols: EMB2107, RPN5A, MSA | 26S proteasome regulatory subunit, putative (RPN5) | chr5:3089462-3092434 REVERSE LENGTH=442146

Dark-2 289 Background AT5G09900  Symbols: EMB2107, RPN5A, MSA | 26S proteasome regulatory subunit, putative (RPN5) | chr5:3089462-3092434 REVERSE LENGTH=442146

Dark-2 289 Background AT5G09900  Symbols: EMB2107, RPN5A, MSA | 26S proteasome regulatory subunit, putative (RPN5) | chr5:3089462-3092434 REVERSE LENGTH=442146

Dark-2 289 Background AT5G09900  Symbols: EMB2107, RPN5A, MSA | 26S proteasome regulatory subunit, putative (RPN5) | chr5:3089462-3092434 REVERSE LENGTH=442146

Dark-2 290 Background AT5G50850  Symbols: MAB1 | Transketolase family protein | chr5:20689671-20692976 FORWARD LENGTH=363146

Dark-2 290 Background AT5G50850  Symbols: MAB1 | Transketolase family protein | chr5:20689671-20692976 FORWARD LENGTH=363146

Dark-2 290 Background AT5G50850  Symbols: MAB1 | Transketolase family protein | chr5:20689671-20692976 FORWARD LENGTH=363146

Dark-2 291 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=850144

Dark-2 291 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=850144

Dark-2 291 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=850144

Dark-2 291 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=850144

Dark-2 292 Background AT4G01100  Symbols: ADNT1 | adenine nucleotide transporter 1 | chr4:477411-479590 FORWARD LENGTH=352143

Dark-2 292 Background AT4G01100  Symbols: ADNT1 | adenine nucleotide transporter 1 | chr4:477411-479590 FORWARD LENGTH=352143

Dark-2 292 Background AT4G01100  Symbols: ADNT1 | adenine nucleotide transporter 1 | chr4:477411-479590 FORWARD LENGTH=352143

Dark-2 293 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987142

Dark-2 293 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987142

Dark-2 293 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987142

Dark-2 293 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987142

Dark-2 294 Background AT1G26630  Symbols: FBR12, ATELF5A-2, ELF5A-2 | Eukaryotic translation initiation factor 5A-1 (eIF-5A 1) protein | chr1:9205968-9207098 FORWARD LENGTH=159142

Dark-2 294 Background AT1G26630  Symbols: FBR12, ATELF5A-2, ELF5A-2 | Eukaryotic translation initiation factor 5A-1 (eIF-5A 1) protein | chr1:9205968-9207098 FORWARD LENGTH=159142

Dark-2 295 Background AT1G23410  Symbols:  | Ribosomal protein S27a / Ubiquitin family protein | chr1:8314940-8315410 FORWARD LENGTH=156140

Dark-2 295 Background AT1G23410  Symbols:  | Ribosomal protein S27a / Ubiquitin family protein | chr1:8314940-8315410 FORWARD LENGTH=156140

Dark-2 295 Background AT1G23410  Symbols:  | Ribosomal protein S27a / Ubiquitin family protein | chr1:8314940-8315410 FORWARD LENGTH=156140

Dark-2 295 Background AT1G23410  Symbols:  | Ribosomal protein S27a / Ubiquitin family protein | chr1:8314940-8315410 FORWARD LENGTH=156140

Dark-2 296 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=242139

Dark-2 296 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=242139

Dark-2 296 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=242139

Dark-2 296 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=242139

Dark-2 296 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=242139

Dark-2 297 Background AT5G37510  Symbols: EMB1467, CI76 | NADH-ubiquinone dehydrogenase, mitochondrial, putative | chr5:14897490-14900352 FORWARD LENGTH=745138

Dark-2 297 Background AT5G37510  Symbols: EMB1467, CI76 | NADH-ubiquinone dehydrogenase, mitochondrial, putative | chr5:14897490-14900352 FORWARD LENGTH=745138

Dark-2 298 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987138

Dark-2 298 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987138

Dark-2 298 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987138

Dark-2 298 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987138

Dark-2 298 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987138

Dark-2 299 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586137

Dark-2 299 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586137

Dark-2 299 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586137

Dark-2 300 Background AT2G19490  Symbols:  | recA DNA recombination family protein | chr2:8441732-8444006 FORWARD LENGTH=430136

Dark-2 300 Background AT2G19490  Symbols:  | recA DNA recombination family protein | chr2:8441732-8444006 FORWARD LENGTH=430136

Dark-2 300 Background AT2G19490  Symbols:  | recA DNA recombination family protein | chr2:8441732-8444006 FORWARD LENGTH=430136

Dark-2 301 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298135

Dark-2 301 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298135

Dark-2 301 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298135

Dark-2 302 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411133

Dark-2 302 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411133

Dark-2 302 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411133

Dark-2 302 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411133

Dark-2 303 Background AT3G52580  Symbols:  | Ribosomal protein S11 family protein | chr3:19503324-19504701 FORWARD LENGTH=150133

Dark-2 303 Background AT3G52580  Symbols:  | Ribosomal protein S11 family protein | chr3:19503324-19504701 FORWARD LENGTH=150133

Dark-2 303 Background AT3G52580  Symbols:  | Ribosomal protein S11 family protein | chr3:19503324-19504701 FORWARD LENGTH=150133



Dark-2 304 Background AT1G04480  Symbols:  | Ribosomal protein L14p/L23e family protein | chr1:1216110-1217257 FORWARD LENGTH=140132

Dark-2 304 Background AT1G04480  Symbols:  | Ribosomal protein L14p/L23e family protein | chr1:1216110-1217257 FORWARD LENGTH=140132

Dark-2 305 Background AT2G18330  Symbols:  | AAA-type ATPase family protein | chr2:7965829-7968915 FORWARD LENGTH=636129

Dark-2 305 Background AT2G18330  Symbols:  | AAA-type ATPase family protein | chr2:7965829-7968915 FORWARD LENGTH=636129

Dark-2 306 Background AT1G50200  Symbols: ALATS, ACD | Alanyl-tRNA synthetase | chr1:18591429-18598311 REVERSE LENGTH=1003128

Dark-2 306 Background AT1G50200  Symbols: ALATS, ACD | Alanyl-tRNA synthetase | chr1:18591429-18598311 REVERSE LENGTH=1003128

Dark-2 307 Background AT5G04130  Symbols: GYRB2 | DNA GYRASE B2 | chr5:1122084-1128031 REVERSE LENGTH=732127

Dark-2 307 Background AT5G04130  Symbols: GYRB2 | DNA GYRASE B2 | chr5:1122084-1128031 REVERSE LENGTH=732127

Dark-2 308 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344127

Dark-2 308 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344127

Dark-2 308 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344127

Dark-2 308 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344127

Dark-2 308 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344127

Dark-2 308 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344127

Dark-2 309 Background AT5G22060  Symbols: ATJ2, J2 | DNAJ homologue 2 | chr5:7303798-7305668 REVERSE LENGTH=419127

Dark-2 309 Background AT5G22060  Symbols: ATJ2, J2 | DNAJ homologue 2 | chr5:7303798-7305668 REVERSE LENGTH=419127

Dark-2 309 Background AT5G22060  Symbols: ATJ2, J2 | DNAJ homologue 2 | chr5:7303798-7305668 REVERSE LENGTH=419127

Dark-2 309 Background AT5G22060  Symbols: ATJ2, J2 | DNAJ homologue 2 | chr5:7303798-7305668 REVERSE LENGTH=419127

Dark-2 310 Background AT5G16300  Symbols:  | Vps51/Vps67 family (components of vesicular transport) protein | chr5:5338119-5342186 FORWARD LENGTH=1068126

Dark-2 310 Background AT5G16300  Symbols:  | Vps51/Vps67 family (components of vesicular transport) protein | chr5:5338119-5342186 FORWARD LENGTH=1068126

Dark-2 311 Table 1 Filtered listAT2G02100  Symbols: LCR69, PDF2.2 | low-molecular-weight cysteine-rich 69 | chr2:528397-528885 FORWARD LENGTH=77126

Dark-2 311 Table 1 Filtered listAT2G02100  Symbols: LCR69, PDF2.2 | low-molecular-weight cysteine-rich 69 | chr2:528397-528885 FORWARD LENGTH=77126

Dark-2 312 Background AT4G19490  Symbols: ATVPS54, VPS54 | VPS54 | chr4:10616017-10622934 FORWARD LENGTH=1034125

Dark-2 312 Background AT4G19490  Symbols: ATVPS54, VPS54 | VPS54 | chr4:10616017-10622934 FORWARD LENGTH=1034125

Dark-2 313 Background AT3G02260  Symbols: BIG, DOC1, TIR3, UMB1, ASA1, LPR1, CRM1 | auxin transport protein (BIG) | chr3:431152-448489 REVERSE LENGTH=5098125

Dark-2 313 Background AT3G02260  Symbols: BIG, DOC1, TIR3, UMB1, ASA1, LPR1, CRM1 | auxin transport protein (BIG) | chr3:431152-448489 REVERSE LENGTH=5098125

Dark-2 314 Background AT2G47650  Symbols: UXS4 | UDP-xylose synthase 4 | chr2:19538751-19541364 REVERSE LENGTH=443125

Dark-2 314 Background AT2G47650  Symbols: UXS4 | UDP-xylose synthase 4 | chr2:19538751-19541364 REVERSE LENGTH=443125

Dark-2 315 Background AT5G25780  Symbols: EIF3B-2, EIF3B, ATEIF3B-2 | eukaryotic translation initiation factor 3B-2 | chr5:8973420-8976758 REVERSE LENGTH=714121

Dark-2 315 Background AT5G25780  Symbols: EIF3B-2, EIF3B, ATEIF3B-2 | eukaryotic translation initiation factor 3B-2 | chr5:8973420-8976758 REVERSE LENGTH=714121

Dark-2 315 Background AT5G25780  Symbols: EIF3B-2, EIF3B, ATEIF3B-2 | eukaryotic translation initiation factor 3B-2 | chr5:8973420-8976758 REVERSE LENGTH=714121

Dark-2 316 Background AT3G24830  Symbols:  | Ribosomal protein L13 family protein | chr3:9064613-9065871 FORWARD LENGTH=206121

Dark-2 316 Background AT3G24830  Symbols:  | Ribosomal protein L13 family protein | chr3:9064613-9065871 FORWARD LENGTH=206121

Dark-2 317 Background AT2G20800  Symbols: NDB4 | NAD(P)H dehydrogenase B4 | chr2:8953252-8955699 REVERSE LENGTH=582121

Dark-2 317 Background AT2G20800  Symbols: NDB4 | NAD(P)H dehydrogenase B4 | chr2:8953252-8955699 REVERSE LENGTH=582121

Dark-2 318 Background AT1G80070  Symbols: SUS2, EMB33, EMB177, EMB14 | Pre-mRNA-processing-splicing factor | chr1:30118052-30127574 FORWARD LENGTH=2359120

Dark-2 318 Background AT1G80070  Symbols: SUS2, EMB33, EMB177, EMB14 | Pre-mRNA-processing-splicing factor | chr1:30118052-30127574 FORWARD LENGTH=2359120

Dark-2 319 Background AT5G22770  Symbols: alpha-ADR | alpha-adaptin | chr5:7579844-7588026 REVERSE LENGTH=1012120

Dark-2 319 Background AT5G22770  Symbols: alpha-ADR | alpha-adaptin | chr5:7579844-7588026 REVERSE LENGTH=1012120

Dark-2 320 Background AT1G70320  Symbols: UPL2 | ubiquitin-protein ligase 2 | chr1:26488745-26501281 REVERSE LENGTH=3658119

Dark-2 320 Background AT1G70320  Symbols: UPL2 | ubiquitin-protein ligase 2 | chr1:26488745-26501281 REVERSE LENGTH=3658119

Dark-2 321 Background AT4G02030  Symbols:  | Vps51/Vps67 family (components of vesicular transport) protein | chr4:892262-897175 FORWARD LENGTH=780119

Dark-2 321 Background AT4G02030  Symbols:  | Vps51/Vps67 family (components of vesicular transport) protein | chr4:892262-897175 FORWARD LENGTH=780119

Dark-2 322 Table 1 Filtered listAT2G36200  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:15180078-15185189 REVERSE LENGTH=1009118

Dark-2 322 Table 1 Filtered listAT2G36200  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:15180078-15185189 REVERSE LENGTH=1009118

Dark-2 322 Table 1 Filtered listAT2G36200  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:15180078-15185189 REVERSE LENGTH=1009118

Dark-2 323 Background AT5G62190  Symbols: PRH75 | DEAD box RNA helicase (PRH75) | chr5:24980542-24983879 REVERSE LENGTH=671118

Dark-2 323 Background AT5G62190  Symbols: PRH75 | DEAD box RNA helicase (PRH75) | chr5:24980542-24983879 REVERSE LENGTH=671118

Dark-2 323 Background AT5G62190  Symbols: PRH75 | DEAD box RNA helicase (PRH75) | chr5:24980542-24983879 REVERSE LENGTH=671118

Dark-2 324 Background AT1G26830  Symbols: CUL3A, ATCUL3A, ATCUL3, CUL3 | cullin 3 | chr1:9296063-9298374 FORWARD LENGTH=732116

Dark-2 324 Background AT1G26830  Symbols: CUL3A, ATCUL3A, ATCUL3, CUL3 | cullin 3 | chr1:9296063-9298374 FORWARD LENGTH=732116

Dark-2 325 Background AT2G42740  Symbols: RPL16A | ribosomal protein large subunit 16A | chr2:17791794-17792946 FORWARD LENGTH=182116

Dark-2 325 Background AT2G42740  Symbols: RPL16A | ribosomal protein large subunit 16A | chr2:17791794-17792946 FORWARD LENGTH=182116

Dark-2 325 Background AT2G42740  Symbols: RPL16A | ribosomal protein large subunit 16A | chr2:17791794-17792946 FORWARD LENGTH=182116

Dark-2 326 Background AT3G14990  Symbols:  | Class I glutamine amidotransferase-like superfamily protein | chr3:5047510-5049621 FORWARD LENGTH=392115

Dark-2 326 Background AT3G14990  Symbols:  | Class I glutamine amidotransferase-like superfamily protein | chr3:5047510-5049621 FORWARD LENGTH=392115

Dark-2 326 Background AT3G14990  Symbols:  | Class I glutamine amidotransferase-like superfamily protein | chr3:5047510-5049621 FORWARD LENGTH=392115

Dark-2 327 Background AT1G14320  Symbols: SAC52, RPL10, RPL10A | Ribosomal protein L16p/L10e family protein | chr1:4888270-4889408 FORWARD LENGTH=220115



Dark-2 327 Background AT1G14320  Symbols: SAC52, RPL10, RPL10A | Ribosomal protein L16p/L10e family protein | chr1:4888270-4889408 FORWARD LENGTH=220115

Dark-2 328 Background AT3G58660  Symbols:  | Ribosomal protein L1p/L10e family | chr3:21701574-21702914 FORWARD LENGTH=446114

Dark-2 328 Background AT3G58660  Symbols:  | Ribosomal protein L1p/L10e family | chr3:21701574-21702914 FORWARD LENGTH=446114

Dark-2 329 Background AT1G07705  Symbols:  | NOT2 / NOT3 / NOT5 family | chr1:2382090-2385282 FORWARD LENGTH=546112

Dark-2 329 Background AT1G07705  Symbols:  | NOT2 / NOT3 / NOT5 family | chr1:2382090-2385282 FORWARD LENGTH=546112

Dark-2 330 Background AT2G27530  Symbols: PGY1 | Ribosomal protein L1p/L10e family | chr2:11763443-11764570 REVERSE LENGTH=216112

Dark-2 330 Background AT2G27530  Symbols: PGY1 | Ribosomal protein L1p/L10e family | chr2:11763443-11764570 REVERSE LENGTH=216112

Dark-2 331 Background AT1G24510  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr1:8685504-8688101 REVERSE LENGTH=535110

Dark-2 331 Background AT1G24510  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr1:8685504-8688101 REVERSE LENGTH=535110

Dark-2 332 Background AT4G12420  Symbols: SKU5 | Cupredoxin superfamily protein | chr4:7349941-7352868 REVERSE LENGTH=587110

Dark-2 332 Background AT4G12420  Symbols: SKU5 | Cupredoxin superfamily protein | chr4:7349941-7352868 REVERSE LENGTH=587110

Dark-2 332 Background AT4G12420  Symbols: SKU5 | Cupredoxin superfamily protein | chr4:7349941-7352868 REVERSE LENGTH=587110

Dark-2 332 Background AT4G12420  Symbols: SKU5 | Cupredoxin superfamily protein | chr4:7349941-7352868 REVERSE LENGTH=587110

Dark-2 333 Background AT5G05780  Symbols: RPN8A, AE3, ATHMOV34 | RP non-ATPase subunit 8A | chr5:1735862-1738176 FORWARD LENGTH=308107

Dark-2 333 Background AT5G05780  Symbols: RPN8A, AE3, ATHMOV34 | RP non-ATPase subunit 8A | chr5:1735862-1738176 FORWARD LENGTH=308107

Dark-2 333 Background AT5G05780  Symbols: RPN8A, AE3, ATHMOV34 | RP non-ATPase subunit 8A | chr5:1735862-1738176 FORWARD LENGTH=308107

Dark-2 333 Background AT5G05780  Symbols: RPN8A, AE3, ATHMOV34 | RP non-ATPase subunit 8A | chr5:1735862-1738176 FORWARD LENGTH=308107

Dark-2 334 Background AT5G52470  Symbols: FIB1, FBR1, ATFIB1, ATFBR1, SKIP7 | fibrillarin 1 | chr5:21294290-21296509 FORWARD LENGTH=308107

Dark-2 334 Background AT5G52470  Symbols: FIB1, FBR1, ATFIB1, ATFBR1, SKIP7 | fibrillarin 1 | chr5:21294290-21296509 FORWARD LENGTH=308107

Dark-2 334 Background AT5G52470  Symbols: FIB1, FBR1, ATFIB1, ATFBR1, SKIP7 | fibrillarin 1 | chr5:21294290-21296509 FORWARD LENGTH=308107

Dark-2 335 Background AT1G71270  Symbols: POK, TTD8, ATVPS52 | Vps52 / Sac2 family  | chr1:26863736-26869817 FORWARD LENGTH=707107

Dark-2 335 Background AT1G71270  Symbols: POK, TTD8, ATVPS52 | Vps52 / Sac2 family  | chr1:26863736-26869817 FORWARD LENGTH=707107

Dark-2 335 Background AT1G71270  Symbols: POK, TTD8, ATVPS52 | Vps52 / Sac2 family  | chr1:26863736-26869817 FORWARD LENGTH=707107

Dark-2 336 Background AT3G05560  Symbols:  | Ribosomal L22e protein family | chr3:1614641-1615204 FORWARD LENGTH=124106

Dark-2 336 Background AT3G05560  Symbols:  | Ribosomal L22e protein family | chr3:1614641-1615204 FORWARD LENGTH=124106

Dark-2 337 Background AT5G26360  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:9255561-9258891 REVERSE LENGTH=555106

Dark-2 337 Background AT5G26360  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:9255561-9258891 REVERSE LENGTH=555106

Dark-2 338 Background AT1G48900  Symbols:  | Signal recognition particle, SRP54 subunit protein | chr1:18084972-18087743 REVERSE LENGTH=495103

Dark-2 338 Background AT1G48900  Symbols:  | Signal recognition particle, SRP54 subunit protein | chr1:18084972-18087743 REVERSE LENGTH=495103

Dark-2 339 Background AT4G27640  Symbols:  | ARM repeat superfamily protein | chr4:13798013-13802976 REVERSE LENGTH=1048101

Dark-2 339 Background AT4G27640  Symbols:  | ARM repeat superfamily protein | chr4:13798013-13802976 REVERSE LENGTH=1048101

Dark-2 340 Background AT2G42520  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:17705382-17708744 FORWARD LENGTH=63399

Dark-2 340 Background AT2G42520  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:17705382-17708744 FORWARD LENGTH=63399

Dark-2 341 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=149596

Dark-2 341 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=149596

Dark-2 341 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=149596

Dark-2 342 Background AT5G60730  Symbols:  | Anion-transporting ATPase | chr5:24422838-24425352 FORWARD LENGTH=39196

Dark-2 342 Background AT5G60730  Symbols:  | Anion-transporting ATPase | chr5:24422838-24425352 FORWARD LENGTH=39196

Dark-2 343 Background AT3G42170  Symbols:  | BED zinc finger ;hAT family dimerisation domain | chr3:14321838-14323928 FORWARD LENGTH=69695

Dark-2 343 Background AT3G42170  Symbols:  | BED zinc finger ;hAT family dimerisation domain | chr3:14321838-14323928 FORWARD LENGTH=69695

Dark-2 344 Background AT1G50500  Symbols: HIT1, ATVPS53, VPS53 | Membrane trafficking VPS53 family protein | chr1:18708217-18715597 REVERSE LENGTH=82894

Dark-2 344 Background AT1G50500  Symbols: HIT1, ATVPS53, VPS53 | Membrane trafficking VPS53 family protein | chr1:18708217-18715597 REVERSE LENGTH=82894

Dark-2 344 Background AT1G50500  Symbols: HIT1, ATVPS53, VPS53 | Membrane trafficking VPS53 family protein | chr1:18708217-18715597 REVERSE LENGTH=82894

Dark-2 345 Background AT1G01470  Symbols: LEA14, LSR3 | Late embryogenesis abundant protein | chr1:172295-172826 REVERSE LENGTH=15194

Dark-2 345 Background AT1G01470  Symbols: LEA14, LSR3 | Late embryogenesis abundant protein | chr1:172295-172826 REVERSE LENGTH=15194

Dark-2 346 Background AT1G79340  Symbols: AtMC4, MC4 | metacaspase 4 | chr1:29842849-29844368 FORWARD LENGTH=41893

Dark-2 346 Background AT1G79340  Symbols: AtMC4, MC4 | metacaspase 4 | chr1:29842849-29844368 FORWARD LENGTH=41893

Dark-2 347 Background AT2G05830  Symbols:  | NagB/RpiA/CoA transferase-like superfamily protein | chr2:2229759-2231839 FORWARD LENGTH=37493

Dark-2 347 Background AT2G05830  Symbols:  | NagB/RpiA/CoA transferase-like superfamily protein | chr2:2229759-2231839 FORWARD LENGTH=37493

Dark-2 348 Background ATCG00480  Symbols: ATPB, PB | ATP synthase subunit beta | chrC:52660-54156 REVERSE LENGTH=49892

Dark-2 348 Background ATCG00480  Symbols: ATPB, PB | ATP synthase subunit beta | chrC:52660-54156 REVERSE LENGTH=49892

Dark-2 349 Background AT1G51380  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:19047960-19049967 FORWARD LENGTH=39292

Dark-2 349 Background AT1G51380  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:19047960-19049967 FORWARD LENGTH=39292

Dark-2 350 Background AT5G45620  Symbols:  | Proteasome component (PCI) domain protein | chr5:18501590-18503868 FORWARD LENGTH=38692

Dark-2 350 Background AT5G45620  Symbols:  | Proteasome component (PCI) domain protein | chr5:18501590-18503868 FORWARD LENGTH=38692

Dark-2 351 Background AT3G56130  Symbols:  | biotin/lipoyl attachment domain-containing protein | chr3:20826852-20829007 FORWARD LENGTH=28190

Dark-2 351 Background AT3G56130  Symbols:  | biotin/lipoyl attachment domain-containing protein | chr3:20826852-20829007 FORWARD LENGTH=28190

Dark-2 352 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=47490



Dark-2 352 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=47490

Dark-2 352 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=47490

Dark-2 353 Background AT1G27400  Symbols:  | Ribosomal protein L22p/L17e family protein | chr1:9515230-9516725 FORWARD LENGTH=17689

Dark-2 353 Background AT1G27400  Symbols:  | Ribosomal protein L22p/L17e family protein | chr1:9515230-9516725 FORWARD LENGTH=17689

Dark-2 354 Background AT4G31700  Symbols: RPS6, RPS6A | ribosomal protein S6 | chr4:15346306-15347714 REVERSE LENGTH=25089

Dark-2 354 Background AT4G31700  Symbols: RPS6, RPS6A | ribosomal protein S6 | chr4:15346306-15347714 REVERSE LENGTH=25089

Dark-2 355 Background AT3G06400  Symbols: CHR11 | chromatin-remodeling protein 11 | chr3:1941066-1946700 FORWARD LENGTH=105586

Dark-2 355 Background AT3G06400  Symbols: CHR11 | chromatin-remodeling protein 11 | chr3:1941066-1946700 FORWARD LENGTH=105586

Dark-2 356 Background AT3G19820  Symbols: DWF1, DIM, EVE1, DIM1, CBB1 | cell elongation protein / DWARF1 / DIMINUTO (DIM) | chr3:6879835-6881616 REVERSE LENGTH=56185

Dark-2 356 Background AT3G19820  Symbols: DWF1, DIM, EVE1, DIM1, CBB1 | cell elongation protein / DWARF1 / DIMINUTO (DIM) | chr3:6879835-6881616 REVERSE LENGTH=56185

Dark-2 357 Background AT5G12470  Symbols:  | Protein of unknown function (DUF3411) | chr5:4044950-4047290 REVERSE LENGTH=38684

Dark-2 357 Background AT5G12470  Symbols:  | Protein of unknown function (DUF3411) | chr5:4044950-4047290 REVERSE LENGTH=38684

Dark-2 357 Background AT5G12470  Symbols:  | Protein of unknown function (DUF3411) | chr5:4044950-4047290 REVERSE LENGTH=38684

Dark-2 358 Background AT4G19006  Symbols:  | Proteasome component (PCI) domain protein | chr4:10409349-10411347 REVERSE LENGTH=38684

Dark-2 358 Background AT4G19006  Symbols:  | Proteasome component (PCI) domain protein | chr4:10409349-10411347 REVERSE LENGTH=38684

Dark-2 359 Background AT4G25630  Symbols: FIB2, ATFIB2 | fibrillarin 2 | chr4:13074239-13076205 FORWARD LENGTH=32084

Dark-2 359 Background AT4G25630  Symbols: FIB2, ATFIB2 | fibrillarin 2 | chr4:13074239-13076205 FORWARD LENGTH=32084

Dark-2 359 Background AT4G25630  Symbols: FIB2, ATFIB2 | fibrillarin 2 | chr4:13074239-13076205 FORWARD LENGTH=32084

Dark-2 360 Background AT3G18190  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:6232226-6233836 FORWARD LENGTH=53682

Dark-2 360 Background AT3G18190  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:6232226-6233836 FORWARD LENGTH=53682

Dark-2 360 Background AT3G18190  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:6232226-6233836 FORWARD LENGTH=53682

Dark-2 361 Background AT2G40510  Symbols:  | Ribosomal protein S26e family protein | chr2:16918506-16919623 FORWARD LENGTH=13381

Dark-2 361 Background AT2G40510  Symbols:  | Ribosomal protein S26e family protein | chr2:16918506-16919623 FORWARD LENGTH=13381

Dark-2 362 Background AT5G27770  Symbols:  | Ribosomal L22e protein family | chr5:9836166-9837113 FORWARD LENGTH=12481

Dark-2 362 Background AT5G27770  Symbols:  | Ribosomal L22e protein family | chr5:9836166-9837113 FORWARD LENGTH=12481

Dark-2 363 Background AT1G07890  Symbols: APX1, MEE6, CS1, ATAPX1, ATAPX01 | ascorbate peroxidase 1 | chr1:2438005-2439435 FORWARD LENGTH=25081

Dark-2 363 Background AT1G07890  Symbols: APX1, MEE6, CS1, ATAPX1, ATAPX01 | ascorbate peroxidase 1 | chr1:2438005-2439435 FORWARD LENGTH=25081

Dark-2 364 Background AT1G71380  Symbols: ATGH9B3, ATCEL3, CEL3 | cellulase 3 | chr1:26899989-26901749 REVERSE LENGTH=48480

Dark-2 364 Background AT1G71380  Symbols: ATGH9B3, ATCEL3, CEL3 | cellulase 3 | chr1:26899989-26901749 REVERSE LENGTH=48480

Dark-2 364 Background AT1G71380  Symbols: ATGH9B3, ATCEL3, CEL3 | cellulase 3 | chr1:26899989-26901749 REVERSE LENGTH=48480

Dark-2 364 Background AT1G71380  Symbols: ATGH9B3, ATCEL3, CEL3 | cellulase 3 | chr1:26899989-26901749 REVERSE LENGTH=48480

Dark-2 365 Background AT3G60770  Symbols:  | Ribosomal protein S13/S15 | chr3:22460525-22461656 REVERSE LENGTH=15180

Dark-2 365 Background AT3G60770  Symbols:  | Ribosomal protein S13/S15 | chr3:22460525-22461656 REVERSE LENGTH=15180

Dark-2 365 Background AT3G60770  Symbols:  | Ribosomal protein S13/S15 | chr3:22460525-22461656 REVERSE LENGTH=15180

Dark-2 366 Background AT2G43460  Symbols:  | Ribosomal L38e protein family | chr2:18046285-18047292 REVERSE LENGTH=6976

Dark-2 366 Background AT2G43460  Symbols:  | Ribosomal L38e protein family | chr2:18046285-18047292 REVERSE LENGTH=6976

Dark-2 367 Background AT3G11400  Symbols: EIF3G1, ATEIF3G1 | eukaryotic translation initiation factor 3G1 | chr3:3578536-3580366 FORWARD LENGTH=29475

Dark-2 367 Background AT3G11400  Symbols: EIF3G1, ATEIF3G1 | eukaryotic translation initiation factor 3G1 | chr3:3578536-3580366 FORWARD LENGTH=29475

Dark-2 368 Background AT1G80670  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr1:30320809-30323543 REVERSE LENGTH=34975

Dark-2 368 Background AT1G80670  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr1:30320809-30323543 REVERSE LENGTH=34975

Dark-2 369 Background AT5G42080  Symbols: ADL1, ADL1A, AG68, DRP1A, RSW9, DL1 | dynamin-like protein | chr5:16820661-16824536 REVERSE LENGTH=61074

Dark-2 369 Background AT5G42080  Symbols: ADL1, ADL1A, AG68, DRP1A, RSW9, DL1 | dynamin-like protein | chr5:16820661-16824536 REVERSE LENGTH=61074

Dark-2 370 Background AT2G32730  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr2:13880189-13885464 FORWARD LENGTH=100474

Dark-2 370 Background AT2G32730  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr2:13880189-13885464 FORWARD LENGTH=100474

Dark-2 370 Background AT2G32730  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr2:13880189-13885464 FORWARD LENGTH=100474

Dark-2 371 Background AT1G50920  Symbols:  | Nucleolar GTP-binding protein | chr1:18870555-18872570 FORWARD LENGTH=67173

Dark-2 371 Background AT1G50920  Symbols:  | Nucleolar GTP-binding protein | chr1:18870555-18872570 FORWARD LENGTH=67173

Dark-2 372 Background AT3G01540  Symbols: DRH1, ATDRH1 | DEAD box RNA helicase 1 | chr3:213077-216142 REVERSE LENGTH=61873

Dark-2 372 Background AT3G01540  Symbols: DRH1, ATDRH1 | DEAD box RNA helicase 1 | chr3:213077-216142 REVERSE LENGTH=61873

Dark-2 373 Background AT2G37190  Symbols:  | Ribosomal protein L11 family protein | chr2:15619559-15620059 REVERSE LENGTH=16673

Dark-2 373 Background AT2G37190  Symbols:  | Ribosomal protein L11 family protein | chr2:15619559-15620059 REVERSE LENGTH=16673

Dark-2 374 Background AT1G12900  Symbols: GAPA-2 | glyceraldehyde 3-phosphate dehydrogenase A subunit 2 | chr1:4392634-4394283 REVERSE LENGTH=39972

Dark-2 374 Background AT1G12900  Symbols: GAPA-2 | glyceraldehyde 3-phosphate dehydrogenase A subunit 2 | chr1:4392634-4394283 REVERSE LENGTH=39972

Dark-2 375 Background AT3G46830  Symbols: ATRAB11A, ATRABA2C, ATRAB-A2C, RAB-A2C, RABA2c | RAB GTPase homolog A2C | chr3:17246699-17248362 REVERSE LENGTH=21772

Dark-2 375 Background AT3G46830  Symbols: ATRAB11A, ATRABA2C, ATRAB-A2C, RAB-A2C, RABA2c | RAB GTPase homolog A2C | chr3:17246699-17248362 REVERSE LENGTH=21772

Dark-2 375 Background AT3G46830  Symbols: ATRAB11A, ATRABA2C, ATRAB-A2C, RAB-A2C, RABA2c | RAB GTPase homolog A2C | chr3:17246699-17248362 REVERSE LENGTH=21772

Dark-2 376 Background AT1G61990  Symbols:  | Mitochondrial transcription termination factor family protein | chr1:22911453-22912697 FORWARD LENGTH=41472

Dark-2 376 Background AT1G61990  Symbols:  | Mitochondrial transcription termination factor family protein | chr1:22911453-22912697 FORWARD LENGTH=41472



Dark-2 377 Background AT5G53480  Symbols:  | ARM repeat superfamily protein | chr5:21714016-21716709 FORWARD LENGTH=87072

Dark-2 377 Background AT5G53480  Symbols:  | ARM repeat superfamily protein | chr5:21714016-21716709 FORWARD LENGTH=87072

Dark-2 378 Background AT5G18230  Symbols:  | transcription regulator NOT2/NOT3/NOT5 family protein | chr5:6021610-6027031 REVERSE LENGTH=84369

Dark-2 378 Background AT5G18230  Symbols:  | transcription regulator NOT2/NOT3/NOT5 family protein | chr5:6021610-6027031 REVERSE LENGTH=84369

Dark-2 379 Background AT5G15200  Symbols:  | Ribosomal protein S4 | chr5:4935124-4936334 REVERSE LENGTH=19868

Dark-2 379 Background AT5G15200  Symbols:  | Ribosomal protein S4 | chr5:4935124-4936334 REVERSE LENGTH=19868

Dark-2 379 Background AT5G15200  Symbols:  | Ribosomal protein S4 | chr5:4935124-4936334 REVERSE LENGTH=19868

Dark-2 380 Background AT3G60860  Symbols:  | SEC7-like guanine nucleotide exchange family protein | chr3:22484804-22491510 FORWARD LENGTH=179368

Dark-2 380 Background AT3G60860  Symbols:  | SEC7-like guanine nucleotide exchange family protein | chr3:22484804-22491510 FORWARD LENGTH=179368

Dark-2 381 Background AT1G04810  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr1:1350304-1355261 FORWARD LENGTH=100168

Dark-2 381 Background AT1G04810  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr1:1350304-1355261 FORWARD LENGTH=100168

Dark-2 381 Background AT1G04810  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr1:1350304-1355261 FORWARD LENGTH=100168

Dark-2 382 Background AT2G46280  Symbols: TRIP-1, TIF3I1 | TGF-beta receptor interacting protein 1 | chr2:19003656-19005393 REVERSE LENGTH=32867

Dark-2 382 Background AT2G46280  Symbols: TRIP-1, TIF3I1 | TGF-beta receptor interacting protein 1 | chr2:19003656-19005393 REVERSE LENGTH=32867

Dark-2 383 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28067

Dark-2 383 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28067

Dark-2 383 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28067

Dark-2 384 Background AT2G03510  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr2:1066717-1068934 FORWARD LENGTH=35666

Dark-2 384 Background AT2G03510  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr2:1066717-1068934 FORWARD LENGTH=35666

Dark-2 384 Background AT2G03510  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr2:1066717-1068934 FORWARD LENGTH=35666

Dark-2 384 Background AT2G03510  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr2:1066717-1068934 FORWARD LENGTH=35666

Dark-2 385 Background AT3G21540  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:7586100-7590856 REVERSE LENGTH=95566

Dark-2 385 Background AT3G21540  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:7586100-7590856 REVERSE LENGTH=95566

Dark-2 386 Background AT2G40730  Symbols:  | Protein kinase family protein with ARM repeat domain | chr2:16990083-16996072 REVERSE LENGTH=79864

Dark-2 386 Background AT2G40730  Symbols:  | Protein kinase family protein with ARM repeat domain | chr2:16990083-16996072 REVERSE LENGTH=79864

Dark-2 387 Background AT2G47640  Symbols:  | Small nuclear ribonucleoprotein family protein | chr2:19537393-19538431 FORWARD LENGTH=10962

Dark-2 387 Background AT2G47640  Symbols:  | Small nuclear ribonucleoprotein family protein | chr2:19537393-19538431 FORWARD LENGTH=10962

Dark-2 388 Table 1 Filtered listAT1G55150  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:20574634-20577141 FORWARD LENGTH=50161

Dark-2 388 Table 1 Filtered listAT1G55150  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:20574634-20577141 FORWARD LENGTH=50161

Dark-2 389 Background AT3G15000  Symbols:  | cobalt ion binding | chr3:5050321-5052121 FORWARD LENGTH=39560

Dark-2 389 Background AT3G15000  Symbols:  | cobalt ion binding | chr3:5050321-5052121 FORWARD LENGTH=39560

Dark-2 390 Background AT5G25754  Symbols:  | RNA polymerase I-associated factor PAF67 | chr5:8953564-8955511 FORWARD LENGTH=51460

Dark-2 390 Background AT5G25754  Symbols:  | RNA polymerase I-associated factor PAF67 | chr5:8953564-8955511 FORWARD LENGTH=51460

Dark-2 391 Background AT5G08620  Symbols: STRS2, ATRH25 | DEA(D/H)-box RNA helicase family protein | chr5:2794540-2797548 FORWARD LENGTH=56358

Dark-2 391 Background AT5G08620  Symbols: STRS2, ATRH25 | DEA(D/H)-box RNA helicase family protein | chr5:2794540-2797548 FORWARD LENGTH=56358

Dark-2 392 Background AT5G60790  Symbols: ATGCN1, GCN1 | ABC transporter family protein | chr5:24453760-24455767 REVERSE LENGTH=59558

Dark-2 392 Background AT5G60790  Symbols: ATGCN1, GCN1 | ABC transporter family protein | chr5:24453760-24455767 REVERSE LENGTH=59558

Dark-2 393 Background AT4G15000  Symbols:  | Ribosomal L27e protein family | chr4:8571896-8572303 FORWARD LENGTH=13554

Dark-2 393 Background AT4G15000  Symbols:  | Ribosomal L27e protein family | chr4:8571896-8572303 FORWARD LENGTH=13554

Dark-2 394 Background AT1G09590  Symbols:  | Translation protein SH3-like family protein | chr1:3106549-3107606 FORWARD LENGTH=16452

Dark-2 394 Background AT1G09590  Symbols:  | Translation protein SH3-like family protein | chr1:3106549-3107606 FORWARD LENGTH=16452

Dark-2 395 Background AT2G21580  Symbols:  | Ribosomal protein S25 family protein | chr2:9236629-9237510 FORWARD LENGTH=10852

Dark-2 395 Background AT2G21580  Symbols:  | Ribosomal protein S25 family protein | chr2:9236629-9237510 FORWARD LENGTH=10852

Dark-2 396 Background AT5G16130  Symbols:  | Ribosomal protein S7e family protein | chr5:5268984-5269912 FORWARD LENGTH=19048

Dark-2 396 Background AT5G16130  Symbols:  | Ribosomal protein S7e family protein | chr5:5268984-5269912 FORWARD LENGTH=19048

Dark-2 397 Background AT5G42220  Symbols:  | Ubiquitin-like superfamily protein | chr5:16872962-16877455 FORWARD LENGTH=87947

Dark-2 398 Background AT4G39200  Symbols:  | Ribosomal protein S25 family protein | chr4:18257464-18258464 FORWARD LENGTH=10841

Dark-2 398 Background AT4G39200  Symbols:  | Ribosomal protein S25 family protein | chr4:18257464-18258464 FORWARD LENGTH=10841

Dark-2 399 Background AT2G34357  Symbols:  | ARM repeat superfamily protein | chr2:14499236-14505555 FORWARD LENGTH=128033

Dark-2 399 Background AT2G34357  Symbols:  | ARM repeat superfamily protein | chr2:14499236-14505555 FORWARD LENGTH=128033

Light-1 400 Background prot_acc prot_desc prot_score

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928



Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 401 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441928

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 402 Background AT4G20890  Symbols: TUB9 | tubulin beta-9 chain | chr4:11182218-11183840 FORWARD LENGTH=4441854

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840



Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 403 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501840

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 404 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491784

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 405 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491695

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625



Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 406 Background AT4G14960  Symbols: TUA6 | Tubulin/FtsZ family protein | chr4:8548769-8550319 REVERSE LENGTH=4501625

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 407 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=4501620

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 408 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=4121369

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349



Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 409 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=4121349

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 410 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=4501257

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 411 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=4761111

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043



Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 412 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=9521043

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 413 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=4491042

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 414 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511015

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978



Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 415 Background AT1G75780  Symbols: TUB1 | tubulin beta-1 chain | chr1:28451378-28453602 REVERSE LENGTH=447978

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 416 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=649935

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 417 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219843

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780



Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 418 Background AT5G50920  Symbols: CLPC, ATHSP93-V, HSP93-V, DCA1, CLPC1 | CLPC homologue 1 | chr5:20715710-20719800 REVERSE LENGTH=929780

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 419 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=891700

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 420 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449698

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 421 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653692

Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684

Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684

Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684

Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684

Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684

Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684



Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684

Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684

Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684

Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684

Light-1 422 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 423 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650684

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 424 Background AT1G67120  Symbols:  | ATPases;nucleotide binding;ATP binding;nucleoside-triphosphatases;transcription factor binding | chr1:25069727-25095526 REVERSE LENGTH=5393628

Light-1 425 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610577

Light-1 425 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610577

Light-1 425 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610577

Light-1 425 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610577

Light-1 425 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610577

Light-1 425 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610577

Light-1 425 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610577

Light-1 425 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610577

Light-1 425 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610577

Light-1 425 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=2610577

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574

Light-1 426 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399574



Light-1 427 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474559

Light-1 427 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474559

Light-1 427 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474559

Light-1 427 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474559

Light-1 427 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474559

Light-1 427 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474559

Light-1 427 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474559

Light-1 427 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474559

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 428 Background AT5G19820  Symbols: emb2734 | ARM repeat superfamily protein | chr5:6695731-6701247 REVERSE LENGTH=1116540

Light-1 429 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423534

Light-1 429 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423534

Light-1 429 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423534

Light-1 429 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423534

Light-1 429 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423534

Light-1 429 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423534

Light-1 429 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423534

Light-1 429 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423534

Light-1 429 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423534

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 430 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682520

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 431 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374512

Light-1 432 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900503

Light-1 432 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900503

Light-1 432 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900503

Light-1 432 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900503

Light-1 432 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900503

Light-1 432 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900503



Light-1 432 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900503

Light-1 432 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900503

Light-1 432 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900503

Light-1 432 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900503

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 433 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616499

Light-1 434 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338498

Light-1 434 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338498

Light-1 434 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338498

Light-1 434 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338498

Light-1 434 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338498

Light-1 434 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338498

Light-1 434 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338498

Light-1 434 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338498

Light-1 434 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338498

Light-1 434 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338498

Light-1 435 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682486

Light-1 435 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682486

Light-1 435 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682486

Light-1 435 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682486

Light-1 435 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682486

Light-1 435 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682486

Light-1 435 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682486

Light-1 435 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682486

Light-1 435 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682486

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 436 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537480

Light-1 437 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843474

Light-1 437 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843474

Light-1 437 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843474

Light-1 437 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843474

Light-1 437 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843474

Light-1 437 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843474

Light-1 437 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843474

Light-1 437 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843474

Light-1 437 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843474

Light-1 438 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747468

Light-1 438 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747468

Light-1 438 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747468



Light-1 438 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747468

Light-1 438 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747468

Light-1 438 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747468

Light-1 438 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747468

Light-1 438 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747468

Light-1 439 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581468

Light-1 439 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581468

Light-1 439 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581468

Light-1 439 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581468

Light-1 439 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581468

Light-1 439 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581468

Light-1 440 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443459

Light-1 440 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443459

Light-1 440 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443459

Light-1 440 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443459

Light-1 440 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443459

Light-1 440 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443459

Light-1 440 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443459

Light-1 440 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443459

Light-1 440 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443459

Light-1 441 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586430

Light-1 441 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586430

Light-1 441 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586430

Light-1 441 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586430

Light-1 441 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586430

Light-1 441 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586430

Light-1 441 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586430

Light-1 441 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586430

Light-1 441 Background AT2G28000  Symbols: CPN60A, CH-CPN60A, SLP | chaperonin-60alpha | chr2:11926603-11929184 FORWARD LENGTH=586430

Light-1 442 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377429

Light-1 442 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377429

Light-1 442 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377429

Light-1 442 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377429

Light-1 442 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377429

Light-1 442 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377429

Light-1 442 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377429

Light-1 442 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377429

Light-1 443 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367428

Light-1 443 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367428

Light-1 443 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367428

Light-1 443 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367428

Light-1 443 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367428

Light-1 443 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367428

Light-1 443 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367428

Light-1 443 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367428

Light-1 444 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325424

Light-1 444 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325424

Light-1 444 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325424

Light-1 444 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325424

Light-1 444 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325424

Light-1 444 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325424

Light-1 444 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325424

Light-1 444 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325424

Light-1 444 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325424

Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411

Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411

Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411

Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411



Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411

Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411

Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411

Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411

Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411

Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411

Light-1 445 Background AT3G22310  Symbols: PMH1, ATRH9 | putative mitochondrial RNA helicase 1 | chr3:7887382-7889806 FORWARD LENGTH=610411

Light-1 446 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308399

Light-1 446 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308399

Light-1 446 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308399

Light-1 446 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308399

Light-1 446 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308399

Light-1 446 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308399

Light-1 446 Background AT5G23540  Symbols:  | Mov34/MPN/PAD-1 family protein | chr5:7937772-7939339 FORWARD LENGTH=308399

Light-1 447 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97390

Light-1 447 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97390

Light-1 447 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97390

Light-1 447 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97390

Light-1 447 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97390

Light-1 448 Background AT3G52140  Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr3:19333232-19341295 FORWARD LENGTH=1403389

Light-1 448 Background AT3G52140  Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr3:19333232-19341295 FORWARD LENGTH=1403389

Light-1 448 Background AT3G52140  Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr3:19333232-19341295 FORWARD LENGTH=1403389

Light-1 448 Background AT3G52140  Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr3:19333232-19341295 FORWARD LENGTH=1403389

Light-1 448 Background AT3G52140  Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr3:19333232-19341295 FORWARD LENGTH=1403389

Light-1 448 Background AT3G52140  Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr3:19333232-19341295 FORWARD LENGTH=1403389

Light-1 449 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419383

Light-1 449 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419383

Light-1 449 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419383

Light-1 449 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419383

Light-1 449 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419383

Light-1 450 Background AT5G24710  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr5:8459148-8467920 REVERSE LENGTH=1377376

Light-1 450 Background AT5G24710  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr5:8459148-8467920 REVERSE LENGTH=1377376

Light-1 450 Background AT5G24710  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr5:8459148-8467920 REVERSE LENGTH=1377376

Light-1 450 Background AT5G24710  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr5:8459148-8467920 REVERSE LENGTH=1377376

Light-1 451 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758352

Light-1 451 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758352

Light-1 451 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758352

Light-1 451 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758352

Light-1 451 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758352

Light-1 451 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758352

Light-1 451 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758352

Light-1 451 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758352

Light-1 451 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758352

Light-1 451 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=1758352

Light-1 452 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381351

Light-1 452 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381351

Light-1 452 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381351

Light-1 452 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381351

Light-1 452 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381351

Light-1 452 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381351

Light-1 452 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381351

Light-1 452 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381351

Light-1 453 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1331

Light-1 453 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1331

Light-1 453 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1331

Light-1 453 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1331

Light-1 453 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1331

Light-1 453 Background AT2G15860  Symbols:  | unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; Has 30201 Blast hits to 1331



Light-1 454 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274328

Light-1 454 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274328

Light-1 454 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274328

Light-1 454 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274328

Light-1 455 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454324

Light-1 455 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454324

Light-1 455 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454324

Light-1 455 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454324

Light-1 455 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454324

Light-1 456 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669323

Light-1 456 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669323

Light-1 456 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669323

Light-1 456 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669323

Light-1 456 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669323

Light-1 456 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669323

Light-1 456 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669323

Light-1 457 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535322

Light-1 457 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535322

Light-1 457 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535322

Light-1 457 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535322

Light-1 457 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535322

Light-1 457 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535322

Light-1 457 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535322

Light-1 457 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535322

Light-1 457 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535322

Light-1 457 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535322

Light-1 458 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393321

Light-1 458 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393321

Light-1 458 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393321

Light-1 458 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393321

Light-1 458 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393321

Light-1 458 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393321

Light-1 458 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393321

Light-1 458 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393321

Light-1 459 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522320

Light-1 459 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522320

Light-1 459 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522320

Light-1 459 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522320

Light-1 459 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522320

Light-1 459 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522320

Light-1 459 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522320

Light-1 459 Background AT1G56110  Symbols: NOP56 | homolog of nucleolar protein NOP56 | chr1:20984544-20986893 REVERSE LENGTH=522320

Light-1 460 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532317

Light-1 460 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532317

Light-1 460 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532317

Light-1 460 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532317

Light-1 460 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532317

Light-1 460 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532317

Light-1 460 Background AT3G06720  Symbols: AT-IMP, ATKAP ALPHA, AIMP ALPHA, IMPA-1, IMPA1 | importin alpha isoform 1 | chr3:2120559-2123555 FORWARD LENGTH=532317

Light-1 461 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777310

Light-1 461 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777310

Light-1 461 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777310

Light-1 461 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777310

Light-1 461 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777310

Light-1 461 Background AT2G07698  Symbols:  | ATPase, F1 complex, alpha subunit protein | chr2:3361474-3364028 FORWARD LENGTH=777310

Light-1 462 Background AT2G20800  Symbols: NDB4 | NAD(P)H dehydrogenase B4 | chr2:8953252-8955699 REVERSE LENGTH=582302

Light-1 462 Background AT2G20800  Symbols: NDB4 | NAD(P)H dehydrogenase B4 | chr2:8953252-8955699 REVERSE LENGTH=582302

Light-1 462 Background AT2G20800  Symbols: NDB4 | NAD(P)H dehydrogenase B4 | chr2:8953252-8955699 REVERSE LENGTH=582302



Light-1 462 Background AT2G20800  Symbols: NDB4 | NAD(P)H dehydrogenase B4 | chr2:8953252-8955699 REVERSE LENGTH=582302

Light-1 462 Background AT2G20800  Symbols: NDB4 | NAD(P)H dehydrogenase B4 | chr2:8953252-8955699 REVERSE LENGTH=582302

Light-1 462 Background AT2G20800  Symbols: NDB4 | NAD(P)H dehydrogenase B4 | chr2:8953252-8955699 REVERSE LENGTH=582302

Light-1 463 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377301

Light-1 463 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377301

Light-1 463 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377301

Light-1 463 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377301

Light-1 463 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377301

Light-1 463 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377301

Light-1 464 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426295

Light-1 464 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426295

Light-1 464 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426295

Light-1 464 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426295

Light-1 464 Background AT1G53750  Symbols: RPT1A | regulatory particle triple-A 1A | chr1:20065921-20068324 REVERSE LENGTH=426295

Light-1 465 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218292

Light-1 465 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218292

Light-1 465 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218292

Light-1 465 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218292

Light-1 465 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218292

Light-1 465 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218292

Light-1 465 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218292

Light-1 465 Background AT2G21390  Symbols:  | Coatomer, alpha subunit | chr2:9152428-9156577 FORWARD LENGTH=1218292

Light-1 466 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895291

Light-1 466 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895291

Light-1 466 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895291

Light-1 466 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895291

Light-1 466 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895291

Light-1 466 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895291

Light-1 466 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895291

Light-1 466 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895291

Light-1 466 Background AT2G16950  Symbols: TRN1, ATTRN1 | transportin 1 | chr2:7353939-7360637 FORWARD LENGTH=895291

Light-1 467 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104287

Light-1 467 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104287

Light-1 467 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104287

Light-1 467 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104287

Light-1 467 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104287

Light-1 467 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104287

Light-1 467 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=1104287

Light-1 468 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600285

Light-1 468 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600285

Light-1 468 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600285

Light-1 468 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600285

Light-1 468 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600285

Light-1 468 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=600285

Light-1 469 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367280

Light-1 469 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367280

Light-1 469 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367280

Light-1 469 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367280

Light-1 469 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367280

Light-1 469 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367280

Light-1 470 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391275

Light-1 470 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391275

Light-1 470 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391275

Light-1 470 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391275

Light-1 470 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391275

Light-1 471 Background AT3G07050  Symbols:  | GTP-binding family protein | chr3:2229602-2232279 REVERSE LENGTH=582267

Light-1 471 Background AT3G07050  Symbols:  | GTP-binding family protein | chr3:2229602-2232279 REVERSE LENGTH=582267

Light-1 471 Background AT3G07050  Symbols:  | GTP-binding family protein | chr3:2229602-2232279 REVERSE LENGTH=582267



Light-1 471 Background AT3G07050  Symbols:  | GTP-binding family protein | chr3:2229602-2232279 REVERSE LENGTH=582267

Light-1 472 Background AT3G11130  Symbols:  | Clathrin, heavy chain | chr3:3482575-3491667 REVERSE LENGTH=1705264

Light-1 472 Background AT3G11130  Symbols:  | Clathrin, heavy chain | chr3:3482575-3491667 REVERSE LENGTH=1705264

Light-1 472 Background AT3G11130  Symbols:  | Clathrin, heavy chain | chr3:3482575-3491667 REVERSE LENGTH=1705264

Light-1 472 Background AT3G11130  Symbols:  | Clathrin, heavy chain | chr3:3482575-3491667 REVERSE LENGTH=1705264

Light-1 472 Background AT3G11130  Symbols:  | Clathrin, heavy chain | chr3:3482575-3491667 REVERSE LENGTH=1705264

Light-1 472 Background AT3G11130  Symbols:  | Clathrin, heavy chain | chr3:3482575-3491667 REVERSE LENGTH=1705264

Light-1 472 Background AT3G11130  Symbols:  | Clathrin, heavy chain | chr3:3482575-3491667 REVERSE LENGTH=1705264

Light-1 473 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556264

Light-1 473 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556264

Light-1 473 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556264

Light-1 473 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556264

Light-1 473 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556264

Light-1 473 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556264

Light-1 473 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556264

Light-1 473 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556264

Light-1 474 Background AT1G22780  Symbols: PFL, RPS18A, PFL1 | Ribosomal protein S13/S18 family | chr1:8067990-8069163 FORWARD LENGTH=152260

Light-1 474 Background AT1G22780  Symbols: PFL, RPS18A, PFL1 | Ribosomal protein S13/S18 family | chr1:8067990-8069163 FORWARD LENGTH=152260

Light-1 475 Background AT3G02530  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:528806-532457 REVERSE LENGTH=535259

Light-1 475 Background AT3G02530  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:528806-532457 REVERSE LENGTH=535259

Light-1 475 Background AT3G02530  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:528806-532457 REVERSE LENGTH=535259

Light-1 475 Background AT3G02530  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:528806-532457 REVERSE LENGTH=535259

Light-1 476 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377257

Light-1 476 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377257

Light-1 476 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377257

Light-1 476 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377257

Light-1 476 Background AT1G49240  Symbols: ACT8 | actin 8 | chr1:18216539-18217947 FORWARD LENGTH=377257

Light-1 477 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207252

Light-1 477 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207252

Light-1 477 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207252

Light-1 477 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207252

Light-1 477 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207252

Light-1 478 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703248

Light-1 478 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703248

Light-1 478 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703248

Light-1 478 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703248

Light-1 478 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703248

Light-1 478 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=1703248

Light-1 479 Background AT3G57290  Symbols: EIF3E, TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6 | eukaryotic translation initiation factor 3E | chr3:21196786-21199073 REVERSE LENGTH=441246

Light-1 479 Background AT3G57290  Symbols: EIF3E, TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6 | eukaryotic translation initiation factor 3E | chr3:21196786-21199073 REVERSE LENGTH=441246

Light-1 479 Background AT3G57290  Symbols: EIF3E, TIF3E1, ATEIF3E-1, INT-6, ATINT6, INT6 | eukaryotic translation initiation factor 3E | chr3:21196786-21199073 REVERSE LENGTH=441246

Light-1 480 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597246

Light-1 480 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597246

Light-1 480 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597246

Light-1 480 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597246

Light-1 480 Background AT5G56500  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:22874058-22876966 FORWARD LENGTH=597246

Light-1 481 Background AT5G26860  Symbols: LON_ARA_ARA, LON1 | lon protease 1 | chr5:9451183-9456631 FORWARD LENGTH=940245

Light-1 481 Background AT5G26860  Symbols: LON_ARA_ARA, LON1 | lon protease 1 | chr5:9451183-9456631 FORWARD LENGTH=940245

Light-1 481 Background AT5G26860  Symbols: LON_ARA_ARA, LON1 | lon protease 1 | chr5:9451183-9456631 FORWARD LENGTH=940245

Light-1 481 Background AT5G26860  Symbols: LON_ARA_ARA, LON1 | lon protease 1 | chr5:9451183-9456631 FORWARD LENGTH=940245

Light-1 481 Background AT5G26860  Symbols: LON_ARA_ARA, LON1 | lon protease 1 | chr5:9451183-9456631 FORWARD LENGTH=940245

Light-1 482 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385245

Light-1 482 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385245

Light-1 482 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385245

Light-1 482 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385245

Light-1 482 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385245

Light-1 482 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385245

Light-1 482 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385245



Light-1 483 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366240

Light-1 483 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366240

Light-1 483 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366240

Light-1 483 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366240

Light-1 483 Background AT5G18700  Symbols: RUK, EMB3013 | Protein kinase family protein with ARM repeat domain | chr5:6235387-6240733 REVERSE LENGTH=1366240

Light-1 484 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344234

Light-1 484 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344234

Light-1 484 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344234

Light-1 484 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344234

Light-1 484 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344234

Light-1 484 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344234

Light-1 484 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344234

Light-1 484 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344234

Light-1 484 Background AT3G13300  Symbols: VCS | Transducin/WD40 repeat-like superfamily protein | chr3:4304085-4309949 FORWARD LENGTH=1344234

Light-1 485 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=850226

Light-1 485 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=850226

Light-1 485 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=850226

Light-1 485 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=850226

Light-1 485 Background AT5G08610  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr5:2790341-2794059 FORWARD LENGTH=850226

Light-1 486 Table 1 Filtered listAT2G36200  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:15180078-15185189 REVERSE LENGTH=1009226

Light-1 486 Table 1 Filtered listAT2G36200  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:15180078-15185189 REVERSE LENGTH=1009226

Light-1 486 Table 1 Filtered listAT2G36200  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:15180078-15185189 REVERSE LENGTH=1009226

Light-1 486 Table 1 Filtered listAT2G36200  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:15180078-15185189 REVERSE LENGTH=1009226

Light-1 486 Table 1 Filtered listAT2G36200  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:15180078-15185189 REVERSE LENGTH=1009226

Light-1 486 Table 1 Filtered listAT2G36200  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:15180078-15185189 REVERSE LENGTH=1009226

Light-1 487 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422222

Light-1 487 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422222

Light-1 487 Background AT1G79530  Symbols: GAPCP-1 | glyceraldehyde-3-phosphate dehydrogenase of plastid 1 | chr1:29916232-29919088 REVERSE LENGTH=422222

Light-1 488 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747219

Light-1 488 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747219

Light-1 488 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747219

Light-1 488 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747219

Light-1 488 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747219

Light-1 488 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747219

Light-1 488 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747219

Light-1 488 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747219

Light-1 488 Background AT5G26742  Symbols: emb1138 | DEAD box RNA helicase (RH3) | chr5:9285540-9288871 REVERSE LENGTH=747219

Light-1 489 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419218

Light-1 489 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419218

Light-1 489 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419218

Light-1 489 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419218

Light-1 490 Background AT1G24510  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr1:8685504-8688101 REVERSE LENGTH=535213

Light-1 490 Background AT1G24510  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr1:8685504-8688101 REVERSE LENGTH=535213

Light-1 490 Background AT1G24510  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr1:8685504-8688101 REVERSE LENGTH=535213

Light-1 490 Background AT1G24510  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr1:8685504-8688101 REVERSE LENGTH=535213

Light-1 491 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641212

Light-1 491 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641212

Light-1 491 Table 1 Filtered listAT3G16810  Symbols: APUM24, PUM24 | pumilio 24 | chr3:5723436-5727539 REVERSE LENGTH=641212

Light-1 492 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408211

Light-1 492 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408211

Light-1 492 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408211

Light-1 492 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408211

Light-1 492 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408211

Light-1 492 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=408211

Light-1 493 Background AT3G11830  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:3732734-3736156 FORWARD LENGTH=557206

Light-1 493 Background AT3G11830  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:3732734-3736156 FORWARD LENGTH=557206

Light-1 493 Background AT3G11830  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr3:3732734-3736156 FORWARD LENGTH=557206

Light-1 494 Background AT1G59610  Symbols: ADL3, CF1, DRP2B, DL3 | dynamin-like 3 | chr1:21893413-21900780 FORWARD LENGTH=920202



Light-1 494 Background AT1G59610  Symbols: ADL3, CF1, DRP2B, DL3 | dynamin-like 3 | chr1:21893413-21900780 FORWARD LENGTH=920202

Light-1 494 Background AT1G59610  Symbols: ADL3, CF1, DRP2B, DL3 | dynamin-like 3 | chr1:21893413-21900780 FORWARD LENGTH=920202

Light-1 494 Background AT1G59610  Symbols: ADL3, CF1, DRP2B, DL3 | dynamin-like 3 | chr1:21893413-21900780 FORWARD LENGTH=920202

Light-1 495 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825201

Light-1 495 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825201

Light-1 495 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825201

Light-1 495 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825201

Light-1 495 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825201

Light-1 495 Background AT5G12370  Symbols: SEC10 | exocyst complex component sec10 | chr5:4003002-4008445 REVERSE LENGTH=825201

Light-1 496 Background AT3G57940  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr3:21449560-21455834 FORWARD LENGTH=1028201

Light-1 496 Background AT3G57940  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr3:21449560-21455834 FORWARD LENGTH=1028201

Light-1 496 Background AT3G57940  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr3:21449560-21455834 FORWARD LENGTH=1028201

Light-1 496 Background AT3G57940  Symbols:  | Domain of unknown function (DUF1726) ;Putative ATPase (DUF699) | chr3:21449560-21455834 FORWARD LENGTH=1028201

Light-1 497 Background AT1G01470  Symbols: LEA14, LSR3 | Late embryogenesis abundant protein | chr1:172295-172826 REVERSE LENGTH=151197

Light-1 497 Background AT1G01470  Symbols: LEA14, LSR3 | Late embryogenesis abundant protein | chr1:172295-172826 REVERSE LENGTH=151197

Light-1 497 Background AT1G01470  Symbols: LEA14, LSR3 | Late embryogenesis abundant protein | chr1:172295-172826 REVERSE LENGTH=151197

Light-1 498 Background AT2G14120  Symbols: DRP3B | dynamin related protein | chr2:5954253-5960015 REVERSE LENGTH=780197

Light-1 498 Background AT2G14120  Symbols: DRP3B | dynamin related protein | chr2:5954253-5960015 REVERSE LENGTH=780197

Light-1 498 Background AT2G14120  Symbols: DRP3B | dynamin related protein | chr2:5954253-5960015 REVERSE LENGTH=780197

Light-1 498 Background AT2G14120  Symbols: DRP3B | dynamin related protein | chr2:5954253-5960015 REVERSE LENGTH=780197

Light-1 498 Background AT2G14120  Symbols: DRP3B | dynamin related protein | chr2:5954253-5960015 REVERSE LENGTH=780197

Light-1 499 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972196

Light-1 499 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972196

Light-1 499 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972196

Light-1 499 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972196

Light-1 499 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972196

Light-1 499 Background AT2G46520  Symbols:  | cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative | chr2:19096867-19099785 FORWARD LENGTH=972196

Light-1 500 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699196

Light-1 500 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699196

Light-1 500 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699196

Light-1 500 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699196

Light-1 500 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699196

Light-1 500 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699196

Light-1 501 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420193

Light-1 501 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420193

Light-1 501 Background AT3G44110  Symbols: ATJ3, ATJ | DNAJ homologue 3 | chr3:15869115-15871059 REVERSE LENGTH=420193

Light-1 502 Background AT4G38630  Symbols: RPN10, MCB1, ATMCB1, MBP1 | regulatory particle non-ATPase 10 | chr4:18057357-18059459 REVERSE LENGTH=386192

Light-1 502 Background AT4G38630  Symbols: RPN10, MCB1, ATMCB1, MBP1 | regulatory particle non-ATPase 10 | chr4:18057357-18059459 REVERSE LENGTH=386192

Light-1 503 Background AT4G23460  Symbols:  | Adaptin family protein | chr4:12243899-12248898 REVERSE LENGTH=893192

Light-1 503 Background AT4G23460  Symbols:  | Adaptin family protein | chr4:12243899-12248898 REVERSE LENGTH=893192

Light-1 503 Background AT4G23460  Symbols:  | Adaptin family protein | chr4:12243899-12248898 REVERSE LENGTH=893192

Light-1 504 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586190

Light-1 504 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586190

Light-1 504 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586190

Light-1 504 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586190

Light-1 504 Background AT2G15620  Symbols: NIR1, NIR, ATHNIR | nitrite reductase 1 | chr2:6810552-6812666 FORWARD LENGTH=586190

Light-1 505 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=545189

Light-1 505 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=545189

Light-1 505 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=545189

Light-1 505 Background AT3G20050  Symbols: ATTCP-1, TCP-1 | T-complex protein 1 alpha subunit | chr3:6998544-7002266 REVERSE LENGTH=545189

Light-1 506 Background AT3G14990  Symbols:  | Class I glutamine amidotransferase-like superfamily protein | chr3:5047510-5049621 FORWARD LENGTH=392189

Light-1 506 Background AT3G14990  Symbols:  | Class I glutamine amidotransferase-like superfamily protein | chr3:5047510-5049621 FORWARD LENGTH=392189

Light-1 506 Background AT3G14990  Symbols:  | Class I glutamine amidotransferase-like superfamily protein | chr3:5047510-5049621 FORWARD LENGTH=392189

Light-1 506 Background AT3G14990  Symbols:  | Class I glutamine amidotransferase-like superfamily protein | chr3:5047510-5049621 FORWARD LENGTH=392189

Light-1 506 Background AT3G14990  Symbols:  | Class I glutamine amidotransferase-like superfamily protein | chr3:5047510-5049621 FORWARD LENGTH=392189

Light-1 507 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411188

Light-1 507 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411188

Light-1 507 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411188



Light-1 507 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411188

Light-1 507 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411188

Light-1 507 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411188

Light-1 507 Background AT4G27585  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr4:13766984-13769832 REVERSE LENGTH=411188

Light-1 508 Background AT2G18330  Symbols:  | AAA-type ATPase family protein | chr2:7965829-7968915 FORWARD LENGTH=636185

Light-1 508 Background AT2G18330  Symbols:  | AAA-type ATPase family protein | chr2:7965829-7968915 FORWARD LENGTH=636185

Light-1 508 Background AT2G18330  Symbols:  | AAA-type ATPase family protein | chr2:7965829-7968915 FORWARD LENGTH=636185

Light-1 508 Background AT2G18330  Symbols:  | AAA-type ATPase family protein | chr2:7965829-7968915 FORWARD LENGTH=636185

Light-1 509 Background AT1G62020  Symbols:  | Coatomer, alpha subunit | chr1:22919814-22923728 FORWARD LENGTH=1216181

Light-1 509 Background AT1G62020  Symbols:  | Coatomer, alpha subunit | chr1:22919814-22923728 FORWARD LENGTH=1216181

Light-1 509 Background AT1G62020  Symbols:  | Coatomer, alpha subunit | chr1:22919814-22923728 FORWARD LENGTH=1216181

Light-1 509 Background AT1G62020  Symbols:  | Coatomer, alpha subunit | chr1:22919814-22923728 FORWARD LENGTH=1216181

Light-1 509 Background AT1G62020  Symbols:  | Coatomer, alpha subunit | chr1:22919814-22923728 FORWARD LENGTH=1216181

Light-1 510 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987181

Light-1 510 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987181

Light-1 510 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987181

Light-1 510 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987181

Light-1 510 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987181

Light-1 510 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987181

Light-1 510 Background AT4G11420  Symbols: EIF3A, ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1 | eukaryotic translation initiation factor 3A | chr4:6947834-6952053 REVERSE LENGTH=987181

Light-1 511 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387181

Light-1 511 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387181

Light-1 511 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387181

Light-1 511 Background AT4G24820  Symbols:  | 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain | chr4:12790471-12792599 REVERSE LENGTH=387181

Light-1 512 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585175

Light-1 512 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585175

Light-1 512 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585175

Light-1 512 Background AT2G33210  Symbols: HSP60-2 | heat shock protein 60-2 | chr2:14075093-14078568 REVERSE LENGTH=585175

Light-1 513 Background AT1G02690  Symbols: IMPA-6 | importin alpha isoform 6 | chr1:584397-587036 FORWARD LENGTH=538175

Light-1 513 Background AT1G02690  Symbols: IMPA-6 | importin alpha isoform 6 | chr1:584397-587036 FORWARD LENGTH=538175

Light-1 513 Background AT1G02690  Symbols: IMPA-6 | importin alpha isoform 6 | chr1:584397-587036 FORWARD LENGTH=538175

Light-1 513 Background AT1G02690  Symbols: IMPA-6 | importin alpha isoform 6 | chr1:584397-587036 FORWARD LENGTH=538175

Light-1 513 Background AT1G02690  Symbols: IMPA-6 | importin alpha isoform 6 | chr1:584397-587036 FORWARD LENGTH=538175

Light-1 514 Background AT5G47690  Symbols:  | binding | chr5:19317899-19327014 FORWARD LENGTH=1605172

Light-1 514 Background AT5G47690  Symbols:  | binding | chr5:19317899-19327014 FORWARD LENGTH=1605172

Light-1 514 Background AT5G47690  Symbols:  | binding | chr5:19317899-19327014 FORWARD LENGTH=1605172

Light-1 515 Background AT3G05590  Symbols: RPL18 | ribosomal protein L18 | chr3:1621511-1622775 FORWARD LENGTH=187168

Light-1 515 Background AT3G05590  Symbols: RPL18 | ribosomal protein L18 | chr3:1621511-1622775 FORWARD LENGTH=187168

Light-1 515 Background AT3G05590  Symbols: RPL18 | ribosomal protein L18 | chr3:1621511-1622775 FORWARD LENGTH=187168

Light-1 516 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596166

Light-1 516 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596166

Light-1 516 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596166

Light-1 516 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596166

Light-1 516 Background AT1G80270  Symbols: PPR596 | PENTATRICOPEPTIDE REPEAT 596 | chr1:30181265-30183331 FORWARD LENGTH=596166

Light-1 517 Background AT5G53480  Symbols:  | ARM repeat superfamily protein | chr5:21714016-21716709 FORWARD LENGTH=870166

Light-1 517 Background AT5G53480  Symbols:  | ARM repeat superfamily protein | chr5:21714016-21716709 FORWARD LENGTH=870166

Light-1 517 Background AT5G53480  Symbols:  | ARM repeat superfamily protein | chr5:21714016-21716709 FORWARD LENGTH=870166

Light-1 517 Background AT5G53480  Symbols:  | ARM repeat superfamily protein | chr5:21714016-21716709 FORWARD LENGTH=870166

Light-1 518 Background AT4G34450  Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471956-16476795 FORWARD LENGTH=886162

Light-1 518 Background AT4G34450  Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471956-16476795 FORWARD LENGTH=886162

Light-1 518 Background AT4G34450  Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471956-16476795 FORWARD LENGTH=886162

Light-1 518 Background AT4G34450  Symbols:  | coatomer gamma-2 subunit, putative / gamma-2 coat protein, putative / gamma-2 COP, putative | chr4:16471956-16476795 FORWARD LENGTH=886162

Light-1 519 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527161

Light-1 519 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527161

Light-1 519 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527161

Light-1 519 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527161

Light-1 520 Background AT3G13160  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr3:4229994-4231178 REVERSE LENGTH=394160

Light-1 520 Background AT3G13160  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr3:4229994-4231178 REVERSE LENGTH=394160



Light-1 521 Background AT4G27640  Symbols:  | ARM repeat superfamily protein | chr4:13798013-13802976 REVERSE LENGTH=1048160

Light-1 521 Background AT4G27640  Symbols:  | ARM repeat superfamily protein | chr4:13798013-13802976 REVERSE LENGTH=1048160

Light-1 522 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286159

Light-1 522 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286159

Light-1 522 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286159

Light-1 522 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286159

Light-1 522 Background AT5G62740  Symbols: HIR1, ATHIR1 | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr5:25201320-25202535 FORWARD LENGTH=286159

Light-1 523 Background AT5G37510  Symbols: EMB1467, CI76 | NADH-ubiquinone dehydrogenase, mitochondrial, putative | chr5:14897490-14900352 FORWARD LENGTH=745156

Light-1 523 Background AT5G37510  Symbols: EMB1467, CI76 | NADH-ubiquinone dehydrogenase, mitochondrial, putative | chr5:14897490-14900352 FORWARD LENGTH=745156

Light-1 524 Background AT3G05060  Symbols:  | NOP56-like pre RNA processing ribonucleoprotein | chr3:1413174-1415564 REVERSE LENGTH=533156

Light-1 524 Background AT3G05060  Symbols:  | NOP56-like pre RNA processing ribonucleoprotein | chr3:1413174-1415564 REVERSE LENGTH=533156

Light-1 525 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987153

Light-1 525 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987153

Light-1 525 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987153

Light-1 525 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987153

Light-1 525 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987153

Light-1 525 Background AT1G06220  Symbols: MEE5, CLO, GFA1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:1900524-1904583 FORWARD LENGTH=987153

Light-1 526 Background AT1G04270  Symbols: RPS15 | cytosolic ribosomal protein S15 | chr1:1141852-1142960 REVERSE LENGTH=152153

Light-1 526 Background AT1G04270  Symbols: RPS15 | cytosolic ribosomal protein S15 | chr1:1141852-1142960 REVERSE LENGTH=152153

Light-1 527 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406152

Light-1 527 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406152

Light-1 527 Background AT3G09630  Symbols:  | Ribosomal protein L4/L1 family | chr3:2953813-2955444 FORWARD LENGTH=406152

Light-1 528 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474152

Light-1 528 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474152

Light-1 529 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718151

Light-1 529 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718151

Light-1 529 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718151

Light-1 529 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718151

Light-1 529 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718151

Light-1 530 Background AT5G19760  Symbols:  | Mitochondrial substrate carrier family protein | chr5:6679591-6681845 REVERSE LENGTH=298151

Light-1 530 Background AT5G19760  Symbols:  | Mitochondrial substrate carrier family protein | chr5:6679591-6681845 REVERSE LENGTH=298151

Light-1 530 Background AT5G19760  Symbols:  | Mitochondrial substrate carrier family protein | chr5:6679591-6681845 REVERSE LENGTH=298151

Light-1 531 Background AT2G03270  Symbols:  | DNA-binding protein, putative | chr2:994071-995990 FORWARD LENGTH=639148

Light-1 531 Background AT2G03270  Symbols:  | DNA-binding protein, putative | chr2:994071-995990 FORWARD LENGTH=639148

Light-1 531 Background AT2G03270  Symbols:  | DNA-binding protein, putative | chr2:994071-995990 FORWARD LENGTH=639148

Light-1 532 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286148

Light-1 532 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286148

Light-1 532 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286148

Light-1 532 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=286148

Light-1 533 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075146

Light-1 533 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075146

Light-1 533 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075146

Light-1 533 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075146

Light-1 533 Background AT5G17020  Symbols: XPO1A, ATCRM1, ATXPO1, XPO1, HIT2 | exportin 1A | chr5:5594904-5602467 FORWARD LENGTH=1075146

Light-1 534 Background AT1G02080  Symbols:  | transcription regulators | chr1:373335-386682 FORWARD LENGTH=2431146

Light-1 534 Background AT1G02080  Symbols:  | transcription regulators | chr1:373335-386682 FORWARD LENGTH=2431146

Light-1 534 Background AT1G02080  Symbols:  | transcription regulators | chr1:373335-386682 FORWARD LENGTH=2431146

Light-1 534 Background AT1G02080  Symbols:  | transcription regulators | chr1:373335-386682 FORWARD LENGTH=2431146

Light-1 534 Background AT1G02080  Symbols:  | transcription regulators | chr1:373335-386682 FORWARD LENGTH=2431146

Light-1 535 Background AT1G04810  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr1:1350304-1355261 FORWARD LENGTH=1001146

Light-1 535 Background AT1G04810  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr1:1350304-1355261 FORWARD LENGTH=1001146

Light-1 535 Background AT1G04810  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr1:1350304-1355261 FORWARD LENGTH=1001146

Light-1 535 Background AT1G04810  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr1:1350304-1355261 FORWARD LENGTH=1001146

Light-1 535 Background AT1G04810  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr1:1350304-1355261 FORWARD LENGTH=1001146

Light-1 536 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355143

Light-1 536 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355143

Light-1 537 Background AT5G62190  Symbols: PRH75 | DEAD box RNA helicase (PRH75) | chr5:24980542-24983879 REVERSE LENGTH=671143

Light-1 537 Background AT5G62190  Symbols: PRH75 | DEAD box RNA helicase (PRH75) | chr5:24980542-24983879 REVERSE LENGTH=671143



Light-1 537 Background AT5G62190  Symbols: PRH75 | DEAD box RNA helicase (PRH75) | chr5:24980542-24983879 REVERSE LENGTH=671143

Light-1 537 Background AT5G62190  Symbols: PRH75 | DEAD box RNA helicase (PRH75) | chr5:24980542-24983879 REVERSE LENGTH=671143

Light-1 538 Background AT1G70320  Symbols: UPL2 | ubiquitin-protein ligase 2 | chr1:26488745-26501281 REVERSE LENGTH=3658142

Light-1 538 Background AT1G70320  Symbols: UPL2 | ubiquitin-protein ligase 2 | chr1:26488745-26501281 REVERSE LENGTH=3658142

Light-1 539 Background AT3G42170  Symbols:  | BED zinc finger ;hAT family dimerisation domain | chr3:14321838-14323928 FORWARD LENGTH=696142

Light-1 539 Background AT3G42170  Symbols:  | BED zinc finger ;hAT family dimerisation domain | chr3:14321838-14323928 FORWARD LENGTH=696142

Light-1 540 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411142

Light-1 540 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411142

Light-1 540 Background AT5G36230  Symbols:  | ARM repeat superfamily protein | chr5:14273519-14276773 FORWARD LENGTH=411142

Light-1 541 Background AT3G10690  Symbols: GYRA | DNA GYRASE A | chr3:3339612-3346243 REVERSE LENGTH=950141

Light-1 541 Background AT3G10690  Symbols: GYRA | DNA GYRASE A | chr3:3339612-3346243 REVERSE LENGTH=950141

Light-1 541 Background AT3G10690  Symbols: GYRA | DNA GYRASE A | chr3:3339612-3346243 REVERSE LENGTH=950141

Light-1 542 Background AT5G05010  Symbols:  | clathrin adaptor complexes medium subunit family protein | chr5:1477137-1479872 FORWARD LENGTH=527140

Light-1 542 Background AT5G05010  Symbols:  | clathrin adaptor complexes medium subunit family protein | chr5:1477137-1479872 FORWARD LENGTH=527140

Light-1 543 Background AT5G16300  Symbols:  | Vps51/Vps67 family (components of vesicular transport) protein | chr5:5338119-5342186 FORWARD LENGTH=1068138

Light-1 543 Background AT5G16300  Symbols:  | Vps51/Vps67 family (components of vesicular transport) protein | chr5:5338119-5342186 FORWARD LENGTH=1068138

Light-1 543 Background AT5G16300  Symbols:  | Vps51/Vps67 family (components of vesicular transport) protein | chr5:5338119-5342186 FORWARD LENGTH=1068138

Light-1 544 Background AT1G23410  Symbols:  | Ribosomal protein S27a / Ubiquitin family protein | chr1:8314940-8315410 FORWARD LENGTH=156137

Light-1 544 Background AT1G23410  Symbols:  | Ribosomal protein S27a / Ubiquitin family protein | chr1:8314940-8315410 FORWARD LENGTH=156137

Light-1 544 Background AT1G23410  Symbols:  | Ribosomal protein S27a / Ubiquitin family protein | chr1:8314940-8315410 FORWARD LENGTH=156137

Light-1 545 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488134

Light-1 545 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488134

Light-1 545 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488134

Light-1 545 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488134

Light-1 545 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488134

Light-1 545 Background AT1G20200  Symbols: EMB2719, HAP15 | PAM domain (PCI/PINT associated module) protein | chr1:7001409-7004154 REVERSE LENGTH=488134

Light-1 546 Background AT2G36620  Symbols: RPL24A | ribosomal protein L24 | chr2:15350548-15351819 REVERSE LENGTH=164133

Light-1 546 Background AT2G36620  Symbols: RPL24A | ribosomal protein L24 | chr2:15350548-15351819 REVERSE LENGTH=164133

Light-1 547 Background AT2G04030  Symbols: CR88, EMB1956, HSP90.5, Hsp88.1, AtHsp90.5 | Chaperone protein htpG family protein | chr2:1281983-1285909 FORWARD LENGTH=780132

Light-1 547 Background AT2G04030  Symbols: CR88, EMB1956, HSP90.5, Hsp88.1, AtHsp90.5 | Chaperone protein htpG family protein | chr2:1281983-1285909 FORWARD LENGTH=780132

Light-1 547 Background AT2G04030  Symbols: CR88, EMB1956, HSP90.5, Hsp88.1, AtHsp90.5 | Chaperone protein htpG family protein | chr2:1281983-1285909 FORWARD LENGTH=780132

Light-1 548 Background AT1G23180  Symbols:  | ARM repeat superfamily protein | chr1:8216125-8219515 FORWARD LENGTH=834131

Light-1 548 Background AT1G23180  Symbols:  | ARM repeat superfamily protein | chr1:8216125-8219515 FORWARD LENGTH=834131

Light-1 548 Background AT1G23180  Symbols:  | ARM repeat superfamily protein | chr1:8216125-8219515 FORWARD LENGTH=834131

Light-1 549 Background AT2G32730  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr2:13880189-13885464 FORWARD LENGTH=1004130

Light-1 549 Background AT2G32730  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr2:13880189-13885464 FORWARD LENGTH=1004130

Light-1 549 Background AT2G32730  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr2:13880189-13885464 FORWARD LENGTH=1004130

Light-1 549 Background AT2G32730  Symbols:  | 26S proteasome regulatory complex, non-ATPase subcomplex, Rpn2/Psmd1 subunit | chr2:13880189-13885464 FORWARD LENGTH=1004130

Light-1 550 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194130

Light-1 550 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194130

Light-1 550 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194130

Light-1 551 Table 1 Filtered listAT2G02100  Symbols: LCR69, PDF2.2 | low-molecular-weight cysteine-rich 69 | chr2:528397-528885 FORWARD LENGTH=77127

Light-1 551 Table 1 Filtered listAT2G02100  Symbols: LCR69, PDF2.2 | low-molecular-weight cysteine-rich 69 | chr2:528397-528885 FORWARD LENGTH=77127

Light-1 552 Background AT2G37190  Symbols:  | Ribosomal protein L11 family protein | chr2:15619559-15620059 REVERSE LENGTH=166126

Light-1 552 Background AT2G37190  Symbols:  | Ribosomal protein L11 family protein | chr2:15619559-15620059 REVERSE LENGTH=166126

Light-1 553 Background AT5G22770  Symbols: alpha-ADR | alpha-adaptin | chr5:7579844-7588026 REVERSE LENGTH=1012126

Light-1 553 Background AT5G22770  Symbols: alpha-ADR | alpha-adaptin | chr5:7579844-7588026 REVERSE LENGTH=1012126

Light-1 553 Background AT5G22770  Symbols: alpha-ADR | alpha-adaptin | chr5:7579844-7588026 REVERSE LENGTH=1012126

Light-1 553 Background AT5G22770  Symbols: alpha-ADR | alpha-adaptin | chr5:7579844-7588026 REVERSE LENGTH=1012126

Light-1 554 Background AT3G15590  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr3:5275568-5277658 REVERSE LENGTH=610125

Light-1 554 Background AT3G15590  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr3:5275568-5277658 REVERSE LENGTH=610125

Light-1 555 Background AT3G59020  Symbols:  | ARM repeat superfamily protein | chr3:21810973-21817418 REVERSE LENGTH=1029125

Light-1 555 Background AT3G59020  Symbols:  | ARM repeat superfamily protein | chr3:21810973-21817418 REVERSE LENGTH=1029125

Light-1 555 Background AT3G59020  Symbols:  | ARM repeat superfamily protein | chr3:21810973-21817418 REVERSE LENGTH=1029125

Light-1 555 Background AT3G59020  Symbols:  | ARM repeat superfamily protein | chr3:21810973-21817418 REVERSE LENGTH=1029125

Light-1 556 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250125

Light-1 556 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250125

Light-1 556 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250125



Light-1 557 Background AT5G15610  Symbols:  | Proteasome component (PCI) domain protein | chr5:5079579-5081929 FORWARD LENGTH=442123

Light-1 558 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181122

Light-1 558 Background AT1G10630  Symbols: ATARFA1F, ARFA1F | ADP-ribosylation factor A1F | chr1:3513189-3514230 REVERSE LENGTH=181122

Light-1 559 Background AT2G42520  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:17705382-17708744 FORWARD LENGTH=633121

Light-1 559 Background AT2G42520  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:17705382-17708744 FORWARD LENGTH=633121

Light-1 559 Background AT2G42520  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr2:17705382-17708744 FORWARD LENGTH=633121

Light-1 560 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360121

Light-1 560 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360121

Light-1 560 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=360121

Light-1 561 Background AT4G01100  Symbols: ADNT1 | adenine nucleotide transporter 1 | chr4:477411-479590 FORWARD LENGTH=352121

Light-1 561 Background AT4G01100  Symbols: ADNT1 | adenine nucleotide transporter 1 | chr4:477411-479590 FORWARD LENGTH=352121

Light-1 562 Background AT1G42970  Symbols: GAPB | glyceraldehyde-3-phosphate dehydrogenase B subunit | chr1:16127552-16129584 FORWARD LENGTH=447120

Light-1 562 Background AT1G42970  Symbols: GAPB | glyceraldehyde-3-phosphate dehydrogenase B subunit | chr1:16127552-16129584 FORWARD LENGTH=447120

Light-1 563 Background AT1G01960  Symbols: EDA10 | SEC7-like guanine nucleotide exchange family protein | chr1:330830-337582 REVERSE LENGTH=1750118

Light-1 563 Background AT1G01960  Symbols: EDA10 | SEC7-like guanine nucleotide exchange family protein | chr1:330830-337582 REVERSE LENGTH=1750118

Light-1 563 Background AT1G01960  Symbols: EDA10 | SEC7-like guanine nucleotide exchange family protein | chr1:330830-337582 REVERSE LENGTH=1750118

Light-1 564 Background AT5G50850  Symbols: MAB1 | Transketolase family protein | chr5:20689671-20692976 FORWARD LENGTH=363118

Light-1 564 Background AT5G50850  Symbols: MAB1 | Transketolase family protein | chr5:20689671-20692976 FORWARD LENGTH=363118

Light-1 564 Background AT5G50850  Symbols: MAB1 | Transketolase family protein | chr5:20689671-20692976 FORWARD LENGTH=363118

Light-1 565 Background AT3G11510  Symbols:  | Ribosomal protein S11 family protein | chr3:3623757-3624866 REVERSE LENGTH=150117

Light-1 565 Background AT3G11510  Symbols:  | Ribosomal protein S11 family protein | chr3:3623757-3624866 REVERSE LENGTH=150117

Light-1 565 Background AT3G11510  Symbols:  | Ribosomal protein S11 family protein | chr3:3623757-3624866 REVERSE LENGTH=150117

Light-1 566 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=242116

Light-1 566 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=242116

Light-1 566 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=242116

Light-1 567 Background AT2G05830  Symbols:  | NagB/RpiA/CoA transferase-like superfamily protein | chr2:2229759-2231839 FORWARD LENGTH=374114

Light-1 567 Background AT2G05830  Symbols:  | NagB/RpiA/CoA transferase-like superfamily protein | chr2:2229759-2231839 FORWARD LENGTH=374114

Light-1 568 Background AT1G64520  Symbols: RPN12a | regulatory particle non-ATPase 12A | chr1:23956459-23958120 FORWARD LENGTH=267114

Light-1 568 Background AT1G64520  Symbols: RPN12a | regulatory particle non-ATPase 12A | chr1:23956459-23958120 FORWARD LENGTH=267114

Light-1 569 Background AT1G74470  Symbols:  | Pyridine nucleotide-disulphide oxidoreductase family protein | chr1:27991248-27992845 FORWARD LENGTH=467110

Light-1 569 Background AT1G74470  Symbols:  | Pyridine nucleotide-disulphide oxidoreductase family protein | chr1:27991248-27992845 FORWARD LENGTH=467110

Light-1 570 Background AT1G72440  Symbols: EDA25, SWA2 | CCAAT-binding factor | chr1:27268325-27273596 REVERSE LENGTH=1043110

Light-1 570 Background AT1G72440  Symbols: EDA25, SWA2 | CCAAT-binding factor | chr1:27268325-27273596 REVERSE LENGTH=1043110

Light-1 571 Background AT2G36250  Symbols: FTSZ2-1, ATFTSZ2-1 | Tubulin/FtsZ family protein | chr2:15197661-15199932 REVERSE LENGTH=478109

Light-1 571 Background AT2G36250  Symbols: FTSZ2-1, ATFTSZ2-1 | Tubulin/FtsZ family protein | chr2:15197661-15199932 REVERSE LENGTH=478109

Light-1 571 Background AT2G36250  Symbols: FTSZ2-1, ATFTSZ2-1 | Tubulin/FtsZ family protein | chr2:15197661-15199932 REVERSE LENGTH=478109

Light-1 572 Background AT5G08620  Symbols: STRS2, ATRH25 | DEA(D/H)-box RNA helicase family protein | chr5:2794540-2797548 FORWARD LENGTH=563109

Light-1 572 Background AT5G08620  Symbols: STRS2, ATRH25 | DEA(D/H)-box RNA helicase family protein | chr5:2794540-2797548 FORWARD LENGTH=563109

Light-1 572 Background AT5G08620  Symbols: STRS2, ATRH25 | DEA(D/H)-box RNA helicase family protein | chr5:2794540-2797548 FORWARD LENGTH=563109

Light-1 572 Background AT5G08620  Symbols: STRS2, ATRH25 | DEA(D/H)-box RNA helicase family protein | chr5:2794540-2797548 FORWARD LENGTH=563109

Light-1 573 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495107

Light-1 573 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495107

Light-1 573 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495107

Light-1 574 Background AT1G23280  Symbols:  | MAK16 protein-related | chr1:8260865-8262650 REVERSE LENGTH=303107

Light-1 574 Background AT1G23280  Symbols:  | MAK16 protein-related | chr1:8260865-8262650 REVERSE LENGTH=303107

Light-1 575 Background AT1G67930  Symbols:  | Golgi transport complex protein-related | chr1:25474218-25477332 REVERSE LENGTH=832106

Light-1 575 Background AT1G67930  Symbols:  | Golgi transport complex protein-related | chr1:25474218-25477332 REVERSE LENGTH=832106

Light-1 576 Background AT5G20290  Symbols:  | Ribosomal protein S8e family protein | chr5:6851695-6853012 REVERSE LENGTH=222106

Light-1 576 Background AT5G20290  Symbols:  | Ribosomal protein S8e family protein | chr5:6851695-6853012 REVERSE LENGTH=222106

Light-1 577 Background AT1G18450  Symbols: ATARP4, ARP4 | actin-related protein 4 | chr1:6348199-6351766 FORWARD LENGTH=441105

Light-1 577 Background AT1G18450  Symbols: ATARP4, ARP4 | actin-related protein 4 | chr1:6348199-6351766 FORWARD LENGTH=441105

Light-1 578 Background AT5G43780  Symbols: APS4 | Pseudouridine synthase/archaeosine transglycosylase-like family protein | chr5:17589631-17591480 REVERSE LENGTH=469103

Light-1 578 Background AT5G43780  Symbols: APS4 | Pseudouridine synthase/archaeosine transglycosylase-like family protein | chr5:17589631-17591480 REVERSE LENGTH=469103

Light-1 578 Background AT5G43780  Symbols: APS4 | Pseudouridine synthase/archaeosine transglycosylase-like family protein | chr5:17589631-17591480 REVERSE LENGTH=469103

Light-1 578 Background AT5G43780  Symbols: APS4 | Pseudouridine synthase/archaeosine transglycosylase-like family protein | chr5:17589631-17591480 REVERSE LENGTH=469103

Light-1 579 Background AT2G40730  Symbols:  | Protein kinase family protein with ARM repeat domain | chr2:16990083-16996072 REVERSE LENGTH=798102

Light-1 579 Background AT2G40730  Symbols:  | Protein kinase family protein with ARM repeat domain | chr2:16990083-16996072 REVERSE LENGTH=798102

Light-1 580 Background AT1G51710  Symbols: UBP6, ATUBP6 | ubiquitin-specific protease 6 | chr1:19175805-19179894 REVERSE LENGTH=482101



Light-1 580 Background AT1G51710  Symbols: UBP6, ATUBP6 | ubiquitin-specific protease 6 | chr1:19175805-19179894 REVERSE LENGTH=482101

Light-1 580 Background AT1G51710  Symbols: UBP6, ATUBP6 | ubiquitin-specific protease 6 | chr1:19175805-19179894 REVERSE LENGTH=482101

Light-1 581 Background AT3G60240  Symbols: EIF4G, CUM2 | eukaryotic translation initiation factor 4G | chr3:22261842-22268295 FORWARD LENGTH=1723101

Light-1 581 Background AT3G60240  Symbols: EIF4G, CUM2 | eukaryotic translation initiation factor 4G | chr3:22261842-22268295 FORWARD LENGTH=1723101

Light-1 582 Background AT5G09840  Symbols:  | Putative endonuclease or glycosyl hydrolase | chr5:3059027-3061970 FORWARD LENGTH=924101

Light-1 582 Background AT5G09840  Symbols:  | Putative endonuclease or glycosyl hydrolase | chr5:3059027-3061970 FORWARD LENGTH=924101

Light-1 583 Background AT1G80070  Symbols: SUS2, EMB33, EMB177, EMB14 | Pre-mRNA-processing-splicing factor | chr1:30118052-30127574 FORWARD LENGTH=2359100

Light-1 583 Background AT1G80070  Symbols: SUS2, EMB33, EMB177, EMB14 | Pre-mRNA-processing-splicing factor | chr1:30118052-30127574 FORWARD LENGTH=2359100

Light-1 583 Background AT1G80070  Symbols: SUS2, EMB33, EMB177, EMB14 | Pre-mRNA-processing-splicing factor | chr1:30118052-30127574 FORWARD LENGTH=2359100

Light-1 583 Background AT1G80070  Symbols: SUS2, EMB33, EMB177, EMB14 | Pre-mRNA-processing-splicing factor | chr1:30118052-30127574 FORWARD LENGTH=2359100

Light-1 583 Background AT1G80070  Symbols: SUS2, EMB33, EMB177, EMB14 | Pre-mRNA-processing-splicing factor | chr1:30118052-30127574 FORWARD LENGTH=2359100

Light-1 584 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28099

Light-1 584 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28099

Light-1 584 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28099

Light-1 585 Background AT3G13290  Symbols: VCR | varicose-related | chr3:4297529-4303113 FORWARD LENGTH=134099

Light-1 585 Background AT3G13290  Symbols: VCR | varicose-related | chr3:4297529-4303113 FORWARD LENGTH=134099

Light-1 585 Background AT3G13290  Symbols: VCR | varicose-related | chr3:4297529-4303113 FORWARD LENGTH=134099

Light-1 586 Background AT5G10470  Symbols: KCA1, KAC1 | kinesin like protein for actin based chloroplast movement 1 | chr5:3290121-3297248 REVERSE LENGTH=127395

Light-1 586 Background AT5G10470  Symbols: KCA1, KAC1 | kinesin like protein for actin based chloroplast movement 1 | chr5:3290121-3297248 REVERSE LENGTH=127395

Light-1 587 Background AT5G27640  Symbols: TIF3B1, EIF3B, ATEIF3B-1, EIF3B-1, ATTIF3B1 | translation initiation factor 3B1 | chr5:9781207-9784759 REVERSE LENGTH=71294

Light-1 587 Background AT5G27640  Symbols: TIF3B1, EIF3B, ATEIF3B-1, EIF3B-1, ATTIF3B1 | translation initiation factor 3B1 | chr5:9781207-9784759 REVERSE LENGTH=71294

Light-1 587 Background AT5G27640  Symbols: TIF3B1, EIF3B, ATEIF3B-1, EIF3B-1, ATTIF3B1 | translation initiation factor 3B1 | chr5:9781207-9784759 REVERSE LENGTH=71294

Light-1 588 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=29894

Light-1 588 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=29894

Light-1 589 Background AT5G18620  Symbols: CHR17 | chromatin remodeling factor17 | chr5:6196190-6202058 REVERSE LENGTH=106993

Light-1 589 Background AT5G18620  Symbols: CHR17 | chromatin remodeling factor17 | chr5:6196190-6202058 REVERSE LENGTH=106993

Light-1 589 Background AT5G18620  Symbols: CHR17 | chromatin remodeling factor17 | chr5:6196190-6202058 REVERSE LENGTH=106993

Light-1 589 Background AT5G18620  Symbols: CHR17 | chromatin remodeling factor17 | chr5:6196190-6202058 REVERSE LENGTH=106993

Light-1 590 Background AT1G15480  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr1:5318307-5320422 FORWARD LENGTH=59493

Light-1 590 Background AT1G15480  Symbols:  | Tetratricopeptide repeat (TPR)-like superfamily protein | chr1:5318307-5320422 FORWARD LENGTH=59493

Light-1 591 Background AT3G18600  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr3:6399724-6403007 REVERSE LENGTH=56893

Light-1 591 Background AT3G18600  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr3:6399724-6403007 REVERSE LENGTH=56893

Light-1 591 Background AT3G18600  Symbols:  | P-loop containing nucleoside triphosphate hydrolases superfamily protein | chr3:6399724-6403007 REVERSE LENGTH=56893

Light-1 592 Background AT5G05780  Symbols: RPN8A, AE3, ATHMOV34 | RP non-ATPase subunit 8A | chr5:1735862-1738176 FORWARD LENGTH=30889

Light-1 592 Background AT5G05780  Symbols: RPN8A, AE3, ATHMOV34 | RP non-ATPase subunit 8A | chr5:1735862-1738176 FORWARD LENGTH=30889

Light-1 593 Background AT1G58380  Symbols: XW6 | Ribosomal protein S5 family protein | chr1:21689115-21690085 FORWARD LENGTH=28488

Light-1 593 Background AT1G58380  Symbols: XW6 | Ribosomal protein S5 family protein | chr1:21689115-21690085 FORWARD LENGTH=28488

Light-1 594 Background AT4G31480  Symbols:  | Coatomer, beta subunit | chr4:15264145-15267384 FORWARD LENGTH=94888

Light-1 594 Background AT4G31480  Symbols:  | Coatomer, beta subunit | chr4:15264145-15267384 FORWARD LENGTH=94888

Light-1 595 Background AT2G40010  Symbols:  | Ribosomal protein L10 family protein | chr2:16708578-16710448 REVERSE LENGTH=31787

Light-1 595 Background AT2G40010  Symbols:  | Ribosomal protein L10 family protein | chr2:16708578-16710448 REVERSE LENGTH=31787

Light-1 596 Background AT1G52360  Symbols:  | Coatomer, beta~ subunit | chr1:19499282-19505397 FORWARD LENGTH=92687

Light-1 596 Background AT1G52360  Symbols:  | Coatomer, beta~ subunit | chr1:19499282-19505397 FORWARD LENGTH=92687

Light-1 597 Background AT5G25754  Symbols:  | RNA polymerase I-associated factor PAF67 | chr5:8953564-8955511 FORWARD LENGTH=51481

Light-1 597 Background AT5G25754  Symbols:  | RNA polymerase I-associated factor PAF67 | chr5:8953564-8955511 FORWARD LENGTH=51481

Light-1 598 Background AT1G71820  Symbols: SEC6 | SEC6 | chr1:27010022-27016745 FORWARD LENGTH=75278

Light-1 598 Background AT1G71820  Symbols: SEC6 | SEC6 | chr1:27010022-27016745 FORWARD LENGTH=75278

Light-1 598 Background AT1G71820  Symbols: SEC6 | SEC6 | chr1:27010022-27016745 FORWARD LENGTH=75278

Light-1 599 Background AT2G46280  Symbols: TRIP-1, TIF3I1 | TGF-beta receptor interacting protein 1 | chr2:19003656-19005393 REVERSE LENGTH=32878

Light-1 599 Background AT2G46280  Symbols: TRIP-1, TIF3I1 | TGF-beta receptor interacting protein 1 | chr2:19003656-19005393 REVERSE LENGTH=32878

Light-1 600 Background AT5G64420  Symbols:  | DNA polymerase V family | chr5:25756416-25761122 FORWARD LENGTH=130678

Light-1 601 Background AT3G10270  Symbols: GYRB1 | DNA GYRASE B1 | chr3:3173805-3179756 REVERSE LENGTH=77277

Light-1 601 Background AT3G10270  Symbols: GYRB1 | DNA GYRASE B1 | chr3:3173805-3179756 REVERSE LENGTH=77277

Light-1 601 Background AT3G10270  Symbols: GYRB1 | DNA GYRASE B1 | chr3:3173805-3179756 REVERSE LENGTH=77277

Light-1 602 Background AT1G71380  Symbols: ATGH9B3, ATCEL3, CEL3 | cellulase 3 | chr1:26899989-26901749 REVERSE LENGTH=48476

Light-1 602 Background AT1G71380  Symbols: ATGH9B3, ATCEL3, CEL3 | cellulase 3 | chr1:26899989-26901749 REVERSE LENGTH=48476

Light-1 603 Background AT1G50200  Symbols: ALATS, ACD | Alanyl-tRNA synthetase | chr1:18591429-18598311 REVERSE LENGTH=100376

Light-1 603 Background AT1G50200  Symbols: ALATS, ACD | Alanyl-tRNA synthetase | chr1:18591429-18598311 REVERSE LENGTH=100376



Light-1 604 Background AT5G26360  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:9255561-9258891 REVERSE LENGTH=55574

Light-1 604 Background AT5G26360  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:9255561-9258891 REVERSE LENGTH=55574

Light-1 604 Background AT5G26360  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:9255561-9258891 REVERSE LENGTH=55574

Light-1 605 Background ATMG00070  Symbols: NAD9 | NADH dehydrogenase subunit 9 | chrM:23663-24235 REVERSE LENGTH=19074

Light-1 605 Background ATMG00070  Symbols: NAD9 | NADH dehydrogenase subunit 9 | chrM:23663-24235 REVERSE LENGTH=19074

Light-1 606 Background AT1G04480  Symbols:  | Ribosomal protein L14p/L23e family protein | chr1:1216110-1217257 FORWARD LENGTH=14074

Light-1 606 Background AT1G04480  Symbols:  | Ribosomal protein L14p/L23e family protein | chr1:1216110-1217257 FORWARD LENGTH=14074

Light-1 607 Background AT5G18230  Symbols:  | transcription regulator NOT2/NOT3/NOT5 family protein | chr5:6021610-6027031 REVERSE LENGTH=84374

Light-1 607 Background AT5G18230  Symbols:  | transcription regulator NOT2/NOT3/NOT5 family protein | chr5:6021610-6027031 REVERSE LENGTH=84374

Light-1 608 Background AT3G54110  Symbols: ATPUMP1, UCP, PUMP1, ATUCP1, UCP1 | plant uncoupling mitochondrial protein 1 | chr3:20038890-20040996 FORWARD LENGTH=30672

Light-1 608 Background AT3G54110  Symbols: ATPUMP1, UCP, PUMP1, ATUCP1, UCP1 | plant uncoupling mitochondrial protein 1 | chr3:20038890-20040996 FORWARD LENGTH=30672

Light-1 609 Background AT4G02150  Symbols: MOS6, ATIMPALPHA3, IMPA-3 | ARM repeat superfamily protein | chr4:950884-953602 REVERSE LENGTH=53171

Light-1 609 Background AT4G02150  Symbols: MOS6, ATIMPALPHA3, IMPA-3 | ARM repeat superfamily protein | chr4:950884-953602 REVERSE LENGTH=53171

Light-1 609 Background AT4G02150  Symbols: MOS6, ATIMPALPHA3, IMPA-3 | ARM repeat superfamily protein | chr4:950884-953602 REVERSE LENGTH=53171

Light-1 610 Background AT3G05560  Symbols:  | Ribosomal L22e protein family | chr3:1614641-1615204 FORWARD LENGTH=12471

Light-1 610 Background AT3G05560  Symbols:  | Ribosomal L22e protein family | chr3:1614641-1615204 FORWARD LENGTH=12471

Light-1 611 Background AT1G09270  Symbols: IMPA-4 | importin alpha isoform 4 | chr1:2994506-2997833 FORWARD LENGTH=53870

Light-1 611 Background AT1G09270  Symbols: IMPA-4 | importin alpha isoform 4 | chr1:2994506-2997833 FORWARD LENGTH=53870

Light-1 612 Background AT5G15200  Symbols:  | Ribosomal protein S4 | chr5:4935124-4936334 REVERSE LENGTH=19869

Light-1 612 Background AT5G15200  Symbols:  | Ribosomal protein S4 | chr5:4935124-4936334 REVERSE LENGTH=19869

Light-1 613 Background AT5G27770  Symbols:  | Ribosomal L22e protein family | chr5:9836166-9837113 FORWARD LENGTH=12469

Light-1 613 Background AT5G27770  Symbols:  | Ribosomal L22e protein family | chr5:9836166-9837113 FORWARD LENGTH=12469

Light-1 614 Background AT5G42220  Symbols:  | Ubiquitin-like superfamily protein | chr5:16872962-16877455 FORWARD LENGTH=87969

Light-1 614 Background AT5G42220  Symbols:  | Ubiquitin-like superfamily protein | chr5:16872962-16877455 FORWARD LENGTH=87969

Light-1 615 Background AT5G45550  Symbols:  | Mob1/phocein family protein | chr5:18462284-18464840 FORWARD LENGTH=21567

Light-1 615 Background AT5G45550  Symbols:  | Mob1/phocein family protein | chr5:18462284-18464840 FORWARD LENGTH=21567

Light-1 616 Background AT5G15090  Symbols: VDAC3, ATVDAC3 | voltage dependent anion channel 3 | chr5:4889641-4891389 REVERSE LENGTH=27466

Light-1 616 Background AT5G15090  Symbols: VDAC3, ATVDAC3 | voltage dependent anion channel 3 | chr5:4889641-4891389 REVERSE LENGTH=27466

Light-1 617 Background AT3G08947  Symbols:  | ARM repeat superfamily protein | chr3:2724007-2726722 FORWARD LENGTH=87362

Light-1 617 Background AT3G08947  Symbols:  | ARM repeat superfamily protein | chr3:2724007-2726722 FORWARD LENGTH=87362

Light-1 618 Background AT2G03510  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr2:1066717-1068934 FORWARD LENGTH=35659

Light-1 618 Background AT2G03510  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr2:1066717-1068934 FORWARD LENGTH=35659

Light-1 619 Background AT3G60770  Symbols:  | Ribosomal protein S13/S15 | chr3:22460525-22461656 REVERSE LENGTH=15159

Light-1 619 Background AT3G60770  Symbols:  | Ribosomal protein S13/S15 | chr3:22460525-22461656 REVERSE LENGTH=15159

Light-1 619 Background AT3G60770  Symbols:  | Ribosomal protein S13/S15 | chr3:22460525-22461656 REVERSE LENGTH=15159

Light-1 620 Background AT2G41040  Symbols:  | S-adenosyl-L-methionine-dependent methyltransferases superfamily protein | chr2:17121499-17123064 FORWARD LENGTH=35257

Light-1 620 Background AT2G41040  Symbols:  | S-adenosyl-L-methionine-dependent methyltransferases superfamily protein | chr2:17121499-17123064 FORWARD LENGTH=35257

Light-1 621 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=26153

Light-1 621 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=26153

Light-1 622 Background AT2G18020  Symbols: EMB2296 | Ribosomal protein L2 family | chr2:7837151-7838160 FORWARD LENGTH=25853

Light-1 622 Background AT2G18020  Symbols: EMB2296 | Ribosomal protein L2 family | chr2:7837151-7838160 FORWARD LENGTH=25853

Light-1 623 Background AT4G25630  Symbols: FIB2, ATFIB2 | fibrillarin 2 | chr4:13074239-13076205 FORWARD LENGTH=32051

Light-1 623 Background AT4G25630  Symbols: FIB2, ATFIB2 | fibrillarin 2 | chr4:13074239-13076205 FORWARD LENGTH=32051

Light-1 624 Background AT1G22730  Symbols:  | MA3 domain-containing protein | chr1:8046511-8048769 FORWARD LENGTH=69350

Light-1 624 Background AT1G22730  Symbols:  | MA3 domain-containing protein | chr1:8046511-8048769 FORWARD LENGTH=69350

Light-1 625 Background AT2G02090  Symbols: CHR19, CHA19, ETL1 | SNF2 domain-containing protein / helicase domain-containing protein | chr2:523481-526884 FORWARD LENGTH=76349

Light-1 625 Background AT2G02090  Symbols: CHR19, CHA19, ETL1 | SNF2 domain-containing protein / helicase domain-containing protein | chr2:523481-526884 FORWARD LENGTH=76349

Light-1 626 Background AT4G27090  Symbols:  | Ribosomal protein L14 | chr4:13594104-13595187 REVERSE LENGTH=13445

Light-1 626 Background AT4G27090  Symbols:  | Ribosomal protein L14 | chr4:13594104-13595187 REVERSE LENGTH=13445

Light-1 627 Background AT1G24290  Symbols:  | AAA-type ATPase family protein | chr1:8612650-8614227 REVERSE LENGTH=52542

Light-1 627 Background AT1G24290  Symbols:  | AAA-type ATPase family protein | chr1:8612650-8614227 REVERSE LENGTH=52542

Light-2 628 Background prot_acc prot_desc prot_score

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313



Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 629 Background AT5G44340  Symbols: TUB4 | tubulin beta chain 4 | chr5:17859442-17860994 REVERSE LENGTH=4441313

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 630 Background AT5G62690  Symbols: TUB2 | tubulin beta chain 2 | chr5:25181560-25183501 FORWARD LENGTH=4501143

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 631 Background AT3G09440  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr3:2903434-2905632 REVERSE LENGTH=6491091

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077



Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 632 Background AT5G23860  Symbols: TUB8 | tubulin beta 8 | chr5:8042962-8044528 FORWARD LENGTH=4491077

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 633 Background AT5G02500  Symbols: HSC70-1, HSP70-1, AT-HSC70-1, HSC70 | heat shock cognate protein 70-1 | chr5:554055-556334 REVERSE LENGTH=6511044

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 634 Background AT2G29550  Symbols: TUB7 | tubulin beta-7 chain | chr2:12644258-12645932 REVERSE LENGTH=4491034

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 635 Background AT1G04820  Symbols: TUA4, TOR2 | tubulin alpha-4 chain | chr1:1356421-1358266 REVERSE LENGTH=450849

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832



Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 636 Background AT3G13920  Symbols: EIF4A1, RH4, TIF4A1 | eukaryotic translation initiation factor 4A1 | chr3:4592635-4594128 REVERSE LENGTH=412832

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 637 Background AT1G54270  Symbols: EIF4A-2 | eif4a-2 | chr1:20260495-20262018 FORWARD LENGTH=412826

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 638 Background AT5G02490  Symbols:  | Heat shock protein 70 (Hsp 70) family protein | chr5:550296-552565 REVERSE LENGTH=653677

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 639 Background AT3G12580  Symbols: HSP70, ATHSP70 | heat shock protein 70 | chr3:3991487-3993689 REVERSE LENGTH=650673

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 640 Background AT5G35360  Symbols: CAC2 | acetyl Co-enzyme a carboxylase biotin carboxylase subunit | chr5:13584300-13588268 FORWARD LENGTH=537636

Light-2 641 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449540

Light-2 641 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449540



Light-2 641 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449540

Light-2 641 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449540

Light-2 641 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449540

Light-2 641 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449540

Light-2 641 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449540

Light-2 641 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449540

Light-2 641 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449540

Light-2 641 Background AT5G12250  Symbols: TUB6 | beta-6 tubulin | chr5:3961317-3962971 REVERSE LENGTH=449540

Light-2 642 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97525

Light-2 642 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97525

Light-2 642 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97525

Light-2 642 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97525

Light-2 642 Table 1 Filtered listAT4G02380  Symbols: SAG21, AtLEA5 | senescence-associated gene 21 | chr4:1046414-1046807 REVERSE LENGTH=97525

Light-2 643 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450516

Light-2 643 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450516

Light-2 643 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450516

Light-2 643 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450516

Light-2 643 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450516

Light-2 643 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450516

Light-2 643 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450516

Light-2 643 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450516

Light-2 643 Background AT5G19770  Symbols: TUA3 | tubulin alpha-3 | chr5:6682761-6684474 REVERSE LENGTH=450516

Light-2 644 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338512

Light-2 644 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338512

Light-2 644 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338512

Light-2 644 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338512

Light-2 644 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338512

Light-2 644 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338512

Light-2 644 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338512

Light-2 644 Background AT1G13440  Symbols: GAPC-2, GAPC2 | glyceraldehyde-3-phosphate dehydrogenase C2 | chr1:4608465-4610494 REVERSE LENGTH=338512

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 645 Background AT4G20360  Symbols: ATRAB8D, ATRABE1B, RABE1b | RAB GTPase homolog E1B | chr4:10990036-10991466 FORWARD LENGTH=476511

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 646 Background AT1G07920  Symbols:  | GTP binding Elongation factor Tu family protein | chr1:2455559-2457001 FORWARD LENGTH=449430

Light-2 647 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367426

Light-2 647 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367426

Light-2 647 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367426

Light-2 647 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367426

Light-2 647 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367426



Light-2 647 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367426

Light-2 647 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367426

Light-2 647 Background AT4G35260  Symbols: IDH1, IDH-I | isocitrate dehydrogenase 1 | chr4:16774494-16776233 REVERSE LENGTH=367426

Light-2 648 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374403

Light-2 648 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374403

Light-2 648 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374403

Light-2 648 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374403

Light-2 648 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374403

Light-2 648 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374403

Light-2 648 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374403

Light-2 648 Background AT5G03290  Symbols: IDH-V | isocitrate dehydrogenase V | chr5:794043-795939 FORWARD LENGTH=374403

Light-2 649 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682395

Light-2 649 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682395

Light-2 649 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682395

Light-2 649 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682395

Light-2 649 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682395

Light-2 649 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682395

Light-2 649 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682395

Light-2 649 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682395

Light-2 649 Background AT5G09590  Symbols: MTHSC70-2, HSC70-5 | mitochondrial HSO70 2 | chr5:2975721-2978508 FORWARD LENGTH=682395

Light-2 650 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682388

Light-2 650 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682388

Light-2 650 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682388

Light-2 650 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682388

Light-2 650 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682388

Light-2 650 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682388

Light-2 650 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682388

Light-2 650 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682388

Light-2 650 Background AT4G37910  Symbols: mtHsc70-1 | mitochondrial heat shock protein 70-1 | chr4:17825368-17828099 REVERSE LENGTH=682388

Light-2 651 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374369

Light-2 651 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374369

Light-2 651 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374369

Light-2 651 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374369

Light-2 651 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374369

Light-2 651 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374369

Light-2 651 Background AT3G09810  Symbols: IDH-VI | isocitrate dehydrogenase VI | chr3:3008753-3011070 FORWARD LENGTH=374369

Light-2 652 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219338

Light-2 652 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219338

Light-2 652 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219338

Light-2 652 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219338

Light-2 652 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219338

Light-2 652 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219338

Light-2 652 Background AT2G02560  Symbols: CAND1, ATCAND1, ETA2, TIP120, HVE | cullin-associated and neddylation dissociated | chr2:690345-697342 FORWARD LENGTH=1219338

Light-2 653 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474313

Light-2 653 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474313

Light-2 653 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474313

Light-2 653 Background AT2G39730  Symbols: RCA | rubisco activase | chr2:16570951-16573345 REVERSE LENGTH=474313

Light-2 654 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495288

Light-2 654 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495288

Light-2 654 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495288

Light-2 654 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495288

Light-2 654 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495288

Light-2 654 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495288

Light-2 654 Background AT1G24300  Symbols:  | GYF domain-containing protein | chr1:8614515-8620420 REVERSE LENGTH=1495288

Light-2 655 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377281

Light-2 655 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377281

Light-2 655 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377281

Light-2 655 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377281



Light-2 655 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377281

Light-2 655 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377281

Light-2 655 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377281

Light-2 655 Background AT5G09810  Symbols: ACT7 | actin 7 | chr5:3052809-3054220 FORWARD LENGTH=377281

Light-2 656 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274277

Light-2 656 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274277

Light-2 656 Background AT1G52670  Symbols:  | Single hybrid motif superfamily protein | chr1:19615119-19617420 REVERSE LENGTH=274277

Light-2 657 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454254

Light-2 657 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454254

Light-2 657 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454254

Light-2 657 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454254

Light-2 657 Background AT4G02930  Symbols:  | GTP binding Elongation factor Tu family protein | chr4:1295751-1298354 REVERSE LENGTH=454254

Light-2 658 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325248

Light-2 658 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325248

Light-2 658 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325248

Light-2 658 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325248

Light-2 658 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325248

Light-2 658 Background AT2G44060  Symbols:  | Late embryogenesis abundant protein, group 2 | chr2:18226922-18227988 FORWARD LENGTH=325248

Light-2 659 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207247

Light-2 659 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207247

Light-2 659 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207247

Light-2 659 Background AT2G37270  Symbols: ATRPS5B, RPS5B | ribosomal protein 5B | chr2:15647883-15649042 REVERSE LENGTH=207247

Light-2 660 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367247

Light-2 660 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367247

Light-2 660 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367247

Light-2 660 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367247

Light-2 660 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367247

Light-2 660 Background AT2G17130  Symbols: IDH2, IDH-II | isocitrate dehydrogenase subunit 2 | chr2:7461062-7462466 REVERSE LENGTH=367247

Light-2 661 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843245

Light-2 661 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843245

Light-2 661 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843245

Light-2 661 Background AT1G56070  Symbols: LOS1 | Ribosomal protein S5/Elongation factor G/III/V family protein | chr1:20968245-20971077 REVERSE LENGTH=843245

Light-2 662 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443241

Light-2 662 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443241

Light-2 662 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443241

Light-2 662 Background AT2G20140  Symbols:  | AAA-type ATPase family protein | chr2:8692736-8694837 FORWARD LENGTH=443241

Light-2 663 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952233

Light-2 663 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952233

Light-2 663 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952233

Light-2 663 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952233

Light-2 663 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952233

Light-2 663 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952233

Light-2 663 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952233

Light-2 663 Background AT3G48870  Symbols: ATCLPC, ATHSP93-III, HSP93-III | Clp ATPase | chr3:18122363-18126008 REVERSE LENGTH=952233

Light-2 664 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474226

Light-2 664 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474226

Light-2 664 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474226

Light-2 664 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474226

Light-2 664 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474226

Light-2 664 Background AT3G61650  Symbols: TUBG1 | gamma-tubulin | chr3:22812601-22815011 REVERSE LENGTH=474226

Light-2 665 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535209

Light-2 665 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535209

Light-2 665 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535209

Light-2 665 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535209

Light-2 665 Background AT4G16143  Symbols: IMPA-2 | importin alpha isoform 2 | chr4:9134450-9137134 REVERSE LENGTH=535209

Light-2 666 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527199

Light-2 666 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527199

Light-2 666 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527199



Light-2 666 Background AT5G20890  Symbols:  | TCP-1/cpn60 chaperonin family protein | chr5:7087020-7089906 REVERSE LENGTH=527199

Light-2 667 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298185

Light-2 667 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298185

Light-2 667 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298185

Light-2 667 Background AT1G72370  Symbols: P40, AP40, RP40, RPSAA | 40s ribosomal protein SA | chr1:27243148-27244842 REVERSE LENGTH=298185

Light-2 668 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669173

Light-2 668 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669173

Light-2 668 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669173

Light-2 668 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669173

Light-2 668 Background AT5G28540  Symbols: BIP1 | heat shock protein 70 (Hsp 70) family protein | chr5:10540665-10543274 REVERSE LENGTH=669173

Light-2 669 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381171

Light-2 669 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381171

Light-2 669 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381171

Light-2 669 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381171

Light-2 669 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381171

Light-2 669 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381171

Light-2 669 Background AT3G08580  Symbols: AAC1 | ADP/ATP carrier 1 | chr3:2605706-2607030 REVERSE LENGTH=381171

Light-2 670 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377169

Light-2 670 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377169

Light-2 670 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377169

Light-2 670 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377169

Light-2 670 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377169

Light-2 670 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377169

Light-2 670 Background AT2G37620  Symbols: ACT1, AAc1 | actin 1 | chr2:15779761-15781241 FORWARD LENGTH=377169

Light-2 671 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385169

Light-2 671 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385169

Light-2 671 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385169

Light-2 671 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385169

Light-2 671 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385169

Light-2 671 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385169

Light-2 671 Background AT5G13490  Symbols: AAC2 | ADP/ATP carrier 2 | chr5:4336034-4337379 FORWARD LENGTH=385169

Light-2 672 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616167

Light-2 672 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616167

Light-2 672 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616167

Light-2 672 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616167

Light-2 672 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616167

Light-2 672 Background AT3G22330  Symbols: PMH2, ATRH53 | putative mitochondrial RNA helicase 2 | chr3:7892641-7895145 FORWARD LENGTH=616167

Light-2 673 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391166

Light-2 673 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391166

Light-2 673 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391166

Light-2 673 Background AT1G43800  Symbols:  | Plant stearoyl-acyl-carrier-protein desaturase family protein | chr1:16577662-16579549 FORWARD LENGTH=391166

Light-2 674 Background AT5G42020  Symbols: BIP, BIP2 | Heat shock protein 70 (Hsp 70) family protein | chr5:16807697-16810480 REVERSE LENGTH=668162

Light-2 674 Background AT5G42020  Symbols: BIP, BIP2 | Heat shock protein 70 (Hsp 70) family protein | chr5:16807697-16810480 REVERSE LENGTH=668162

Light-2 674 Background AT5G42020  Symbols: BIP, BIP2 | Heat shock protein 70 (Hsp 70) family protein | chr5:16807697-16810480 REVERSE LENGTH=668162

Light-2 674 Background AT5G42020  Symbols: BIP, BIP2 | Heat shock protein 70 (Hsp 70) family protein | chr5:16807697-16810480 REVERSE LENGTH=668162

Light-2 674 Background AT5G42020  Symbols: BIP, BIP2 | Heat shock protein 70 (Hsp 70) family protein | chr5:16807697-16810480 REVERSE LENGTH=668162

Light-2 675 Background AT3G56130  Symbols:  | biotin/lipoyl attachment domain-containing protein | chr3:20826852-20829007 FORWARD LENGTH=281160

Light-2 675 Background AT3G56130  Symbols:  | biotin/lipoyl attachment domain-containing protein | chr3:20826852-20829007 FORWARD LENGTH=281160

Light-2 675 Background AT3G56130  Symbols:  | biotin/lipoyl attachment domain-containing protein | chr3:20826852-20829007 FORWARD LENGTH=281160

Light-2 676 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556158

Light-2 676 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556158

Light-2 676 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556158

Light-2 676 Background AT5G08670  Symbols:  | ATP synthase alpha/beta family protein | chr5:2818395-2821149 REVERSE LENGTH=556158

Light-2 677 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577154

Light-2 677 Background AT3G23990  Symbols: HSP60, HSP60-3B | heat shock protein 60 | chr3:8669013-8672278 FORWARD LENGTH=577154

Light-2 678 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393150

Light-2 678 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393150

Light-2 678 Background AT3G17390  Symbols: MTO3, SAMS3, MAT4 | S-adenosylmethionine synthetase family protein | chr3:5952484-5953665 REVERSE LENGTH=393150



Light-2 679 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399147

Light-2 679 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399147

Light-2 679 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399147

Light-2 679 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399147

Light-2 679 Background AT5G43010  Symbols: RPT4A | regulatory particle triple-A ATPase 4A | chr5:17248563-17251014 REVERSE LENGTH=399147

Light-2 680 Background AT1G22780  Symbols: PFL, RPS18A, PFL1 | Ribosomal protein S13/S18 family | chr1:8067990-8069163 FORWARD LENGTH=152147

Light-2 680 Background AT1G22780  Symbols: PFL, RPS18A, PFL1 | Ribosomal protein S13/S18 family | chr1:8067990-8069163 FORWARD LENGTH=152147

Light-2 681 Background AT5G42950  Symbols:  | GYF domain-containing protein | chr5:17224436-17231044 FORWARD LENGTH=1714146

Light-2 681 Background AT5G42950  Symbols:  | GYF domain-containing protein | chr5:17224436-17231044 FORWARD LENGTH=1714146

Light-2 682 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718145

Light-2 682 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718145

Light-2 682 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718145

Light-2 682 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718145

Light-2 682 Background AT5G49910  Symbols: CPHSC70-2EAT SHOCK PROTEIN 70-2, HSC70-7, cpHsc70-2 | chloroplast heat shock protein 70-2 | chr5:20303470-20306295 FORWARD LENGTH=718145

Light-2 683 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423145

Light-2 683 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423145

Light-2 683 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423145

Light-2 683 Background AT1G09100  Symbols: RPT5B | 26S proteasome AAA-ATPase subunit RPT5B | chr1:2936675-2939258 REVERSE LENGTH=423145

Light-2 684 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699139

Light-2 684 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699139

Light-2 684 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699139

Light-2 684 Background AT5G56000  Symbols: Hsp81.4, AtHsp90.4 | HEAT SHOCK PROTEIN 81.4 | chr5:22677602-22680067 REVERSE LENGTH=699139

Light-2 685 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250134

Light-2 685 Background AT2G31610  Symbols:  | Ribosomal protein S3 family protein | chr2:13450384-13451669 FORWARD LENGTH=250134

Light-2 686 Background AT5G24710  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr5:8459148-8467920 REVERSE LENGTH=1377133

Light-2 686 Background AT5G24710  Symbols:  | Transducin/WD40 repeat-like superfamily protein | chr5:8459148-8467920 REVERSE LENGTH=1377133

Light-2 687 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370130

Light-2 687 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370130

Light-2 687 Background AT2G41800  Symbols:  | Protein of unknown function, DUF642 | chr2:17436671-17438005 REVERSE LENGTH=370130

Light-2 688 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194129

Light-2 688 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194129

Light-2 688 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194129

Light-2 688 Background AT1G33120  Symbols:  | Ribosomal protein L6 family | chr1:12010986-12012223 FORWARD LENGTH=194129

Light-2 689 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355127

Light-2 689 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355127

Light-2 689 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355127

Light-2 689 Background AT1G36180  Symbols: ACC2 | acetyl-CoA carboxylase 2 | chr1:13546047-13558339 FORWARD LENGTH=2355127

Light-2 690 Background AT2G36620  Symbols: RPL24A | ribosomal protein L24 | chr2:15350548-15351819 REVERSE LENGTH=164126

Light-2 690 Background AT2G36620  Symbols: RPL24A | ribosomal protein L24 | chr2:15350548-15351819 REVERSE LENGTH=164126

Light-2 691 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900125

Light-2 691 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900125

Light-2 691 Background AT3G56150  Symbols: EIF3C, ATEIF3C-1, EIF3C-1, ATTIF3C1, TIF3C1 | eukaryotic translation initiation factor 3C | chr3:20833790-20836820 REVERSE LENGTH=900125

Light-2 692 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419113

Light-2 692 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419113

Light-2 692 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419113

Light-2 692 Background AT5G19990  Symbols: RPT6A, ATSUG1 | regulatory particle triple-A ATPase 6A | chr5:6752144-6754918 FORWARD LENGTH=419113

Light-2 693 Background AT3G52140  Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr3:19333232-19341295 FORWARD LENGTH=1403112

Light-2 693 Background AT3G52140  Symbols:  | tetratricopeptide repeat (TPR)-containing protein | chr3:19333232-19341295 FORWARD LENGTH=1403112

Light-2 694 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747112

Light-2 694 Background AT2G24050  Symbols: eIFiso4G2 | MIF4G domain-containing protein / MA3 domain-containing protein | chr2:10225500-10228456 REVERSE LENGTH=747112

Light-2 695 Background AT3G05560  Symbols:  | Ribosomal L22e protein family | chr3:1614641-1615204 FORWARD LENGTH=124108

Light-2 695 Background AT3G05560  Symbols:  | Ribosomal L22e protein family | chr3:1614641-1615204 FORWARD LENGTH=124108

Light-2 696 Background AT2G20800  Symbols: NDB4 | NAD(P)H dehydrogenase B4 | chr2:8953252-8955699 REVERSE LENGTH=582105

Light-2 696 Background AT2G20800  Symbols: NDB4 | NAD(P)H dehydrogenase B4 | chr2:8953252-8955699 REVERSE LENGTH=582105

Light-2 697 Background AT1G64520  Symbols: RPN12a | regulatory particle non-ATPase 12A | chr1:23956459-23958120 FORWARD LENGTH=267105

Light-2 697 Background AT1G64520  Symbols: RPN12a | regulatory particle non-ATPase 12A | chr1:23956459-23958120 FORWARD LENGTH=267105

Light-2 698 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419104

Light-2 698 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419104



Light-2 698 Background AT1G29150  Symbols: ATS9, RPN6 | non-ATPase subunit 9 | chr1:10181240-10182499 FORWARD LENGTH=419104

Light-2 699 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581104

Light-2 699 Table 1 Filtered listAT1G59990  Symbols:  | DEA(D/H)-box RNA helicase family protein | chr1:22090369-22092885 REVERSE LENGTH=581104

Light-2 700 Background AT2G36160  Symbols:  | Ribosomal protein S11 family protein | chr2:15169925-15171159 FORWARD LENGTH=150104

Light-2 700 Background AT2G36160  Symbols:  | Ribosomal protein S11 family protein | chr2:15169925-15171159 FORWARD LENGTH=150104

Light-2 701 Background AT3G05590  Symbols: RPL18 | ribosomal protein L18 | chr3:1621511-1622775 FORWARD LENGTH=18799

Light-2 701 Background AT3G05590  Symbols: RPL18 | ribosomal protein L18 | chr3:1621511-1622775 FORWARD LENGTH=18799

Light-2 702 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=89194

Light-2 702 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=89194

Light-2 702 Background AT2G20580  Symbols: RPN1A, ATRPN1A | 26S proteasome regulatory subunit S2 1A | chr2:8859211-8864699 FORWARD LENGTH=89194

Light-2 703 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=60094

Light-2 703 Background AT1G55490  Symbols: CPN60B, LEN1 | chaperonin 60 beta | chr1:20715717-20718673 REVERSE LENGTH=60094

Light-2 704 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=170391

Light-2 704 Background AT3G08530  Symbols:  | Clathrin, heavy chain | chr3:2587171-2595411 REVERSE LENGTH=170391

Light-2 705 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=175891

Light-2 705 Background AT3G43300  Symbols: ATMIN7, BEN1 | HOPM interactor 7 | chr3:15234235-15245034 REVERSE LENGTH=175891

Light-2 706 Background AT3G04840  Symbols:  | Ribosomal protein S3Ae | chr3:1329751-1331418 FORWARD LENGTH=26290

Light-2 706 Background AT3G04840  Symbols:  | Ribosomal protein S3Ae | chr3:1329751-1331418 FORWARD LENGTH=26290

Light-2 707 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=24285

Light-2 707 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=24285

Light-2 707 Background AT2G01250  Symbols:  | Ribosomal protein L30/L7 family protein | chr2:132943-134264 REVERSE LENGTH=24285

Light-2 708 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=36085

Light-2 708 Background AT3G12050  Symbols:  | Aha1 domain-containing protein | chr3:3839289-3841303 FORWARD LENGTH=36085

Light-2 709 Background AT3G14990  Symbols:  | Class I glutamine amidotransferase-like superfamily protein | chr3:5047510-5049621 FORWARD LENGTH=39284

Light-2 709 Background AT3G14990  Symbols:  | Class I glutamine amidotransferase-like superfamily protein | chr3:5047510-5049621 FORWARD LENGTH=39284

Light-2 710 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=110484

Light-2 710 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=110484

Light-2 710 Background AT3G63460  Symbols:  | transducin family protein / WD-40 repeat family protein | chr3:23431009-23437241 REVERSE LENGTH=110484

Light-2 711 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=261082

Light-2 711 Background AT1G64790  Symbols: ILA | ILITYHIA | chr1:24065232-24081908 REVERSE LENGTH=261082

Light-2 712 Background AT5G43780  Symbols: APS4 | Pseudouridine synthase/archaeosine transglycosylase-like family protein | chr5:17589631-17591480 REVERSE LENGTH=46979

Light-2 712 Background AT5G43780  Symbols: APS4 | Pseudouridine synthase/archaeosine transglycosylase-like family protein | chr5:17589631-17591480 REVERSE LENGTH=46979

Light-2 713 Background AT5G27770  Symbols:  | Ribosomal L22e protein family | chr5:9836166-9837113 FORWARD LENGTH=12478

Light-2 713 Background AT5G27770  Symbols:  | Ribosomal L22e protein family | chr5:9836166-9837113 FORWARD LENGTH=12478

Light-2 714 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28075

Light-2 714 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28075

Light-2 714 Background AT5G16390  Symbols: CAC1, CAC1A, BCCP, BCCP1 | chloroplastic acetylcoenzyme A carboxylase 1 | chr5:5361098-5363020 REVERSE LENGTH=28075

Light-2 715 Background AT3G03110  Symbols: XPO1B, CRM1B | exportin 1B | chr3:708966-716879 FORWARD LENGTH=107665

Light-2 715 Background AT3G03110  Symbols: XPO1B, CRM1B | exportin 1B | chr3:708966-716879 FORWARD LENGTH=107665

Light-2 716 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=28663

Light-2 716 Background AT1G69840  Symbols:  | SPFH/Band 7/PHB domain-containing membrane-associated protein family | chr1:26293932-26295150 REVERSE LENGTH=28663

Light-2 717 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=40860

Light-2 717 Background AT5G58290  Symbols: RPT3 | regulatory particle triple-A ATPase 3 | chr5:23569155-23571116 FORWARD LENGTH=40860

Light-2 718 Background AT4G34030  Symbols: MCCB | 3-methylcrotonyl-CoA carboxylase | chr4:16301298-16303949 FORWARD LENGTH=58755

Light-2 718 Background AT4G34030  Symbols: MCCB | 3-methylcrotonyl-CoA carboxylase | chr4:16301298-16303949 FORWARD LENGTH=58755

Light-2 719 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=26150

Light-2 719 Background AT2G17360  Symbols:  | Ribosomal protein S4 (RPS4A) family protein | chr2:7546598-7548138 FORWARD LENGTH=26150



prot_mass prot_matches_sigprot_sequences_sigprot_cover pep_query pep_rank pep_isbold pep_isunique pep_exp_mz

51385 38 22 68.9 853 1 1 0 530.268

51385 38 22 68.9 1153 1 1 0 570.3504

51385 38 22 68.9 1178 1 1 0 573.7987

51385 38 22 68.9 1519 1 1 0 616.2913

51385 38 22 68.9 1759 1 1 0 644.3334

51385 38 22 68.9 1787 1 1 1 648.8072

51385 38 22 68.9 2119 1 1 0 692.8538

51385 38 22 68.9 2326 1 1 1 723.3277

51385 38 22 68.9 2329 1 1 0 723.8474

51385 38 22 68.9 2752 1 1 0 819.9279

51385 38 22 68.9 2835 1 1 0 840.4016

51385 38 22 68.9 2869 1 1 0 848.9189

51385 38 22 68.9 3055 1 1 1 889.9352

51385 38 22 68.9 3130 1 1 0 911.9653

51385 38 22 68.9 3247 1 1 1 936.9371

51385 38 22 68.9 3427 1 1 0 976.4478

51385 38 22 68.9 3461 1 1 0 987.0018

51385 38 22 68.9 3705 1 1 0 701.0359

51385 38 22 68.9 3743 1 1 0 709.3574

51385 38 22 68.9 4802 1 1 0 923.1117

51385 38 22 68.9 4907 1 1 1 934.7717

51385 38 22 68.9 5581 1 1 0 1133.8388

50361 36 20 63.3 580 1 1 1 488.7421

50361 36 20 63.3 750 1 1 0 514.282

50361 36 20 63.3 1153 1 0 0 570.3504

50361 36 20 63.3 1178 1 0 0 573.7987

50361 36 20 63.3 1519 1 0 0 616.2913

50361 36 20 63.3 1796 1 1 1 650.3141

50361 36 20 63.3 2241 1 1 0 709.8294

50361 36 20 63.3 2459 1 1 1 747.8315

50361 36 20 63.3 2752 1 0 0 819.9279

50361 36 20 63.3 2835 1 0 0 840.4016

50361 36 20 63.3 2869 1 0 0 848.9189

50361 36 20 63.3 3130 1 0 0 911.9653

50361 36 20 63.3 3427 1 0 0 976.4478

50361 36 20 63.3 3461 1 0 0 987.0018

50361 36 20 63.3 3705 1 0 0 701.0359

50361 36 20 63.3 3743 1 0 0 709.3574

50361 36 20 63.3 4407 1 1 0 1184.0669

50361 36 20 63.3 4792 1 1 0 922.1119

50361 36 20 63.3 4900 1 1 0 933.4519

50361 36 20 63.3 5308 1 1 1 1067.4951

51258 36 19 59.7 853 1 0 0 530.268

51258 36 19 59.7 1153 1 0 0 570.3504

51258 36 19 59.7 1178 1 0 0 573.7987

51258 36 19 59.7 1519 1 0 0 616.2913

51258 36 19 59.7 1759 1 0 0 644.3334

51258 36 19 59.7 2119 1 0 0 692.8538

Table S1: Protein Identification details obtained with the LTQ Orbitrap Velos (Thermo Fisher Scientific) and Mascot Distiller software (version 2.5.0, Matrix Science) combined with the Mascot search engine (version 2.4.1, Matrix Science) using the Mascot Daemon interface and database TAIRplus (Van Leene et al., 2015). Proteins and peptides headers used in the table are listed below.

 

prot_score: protein score; prot_mass: protein mass; prot_matches_sig:  number of assigned peptide matches above threshold (high confidence, p < 0.01); prot_sequences_sig: number of significant protein sequences above threshold (high confidence, p < 0.01); prot_cover: percentage of protein sequence covered by assigned peptide matches; pep_query: peptide query number; pep_rank: rank of the peptide match, 1 

to 10, where 1 is the best match; pep_isbold: peptide is in bold red (Red and bold typefaces are used to highlight the most logical assignment of peptides to proteins. The first time a peptide match to a query appears in the report, it is shown in bold face. Whenever the top ranking peptide match appears, it is shown in red. Thus, a bold red match is the highest scoring match to a particular query listed under the highest 

scoring protein containing that match. This means that protein hits with many peptide matches that are both bold and red are the most likely assignments. Conversely, a protein that does not contain any bold red matches is an intersection of proteins listed higher in the report.); pep_isunique: peptide is unique to protein; pep_exp_mz: observed m/z value (precursor); pep_exp_mr: experimental relative molecular mass; 

pep_exp_z: observed peptide charge state; pep_calc_mr: calculated relative molecular mass; pep_delta: difference (error) between the experimental and calculated masses; pep_start: peptide start position in protein; pep_end: peptide end position in protein; pep_miss: number of missed enzyme cleavage sites; pep_score: peptide ions score; pep_ident: peptide score identity threshold; pep_expect: expectation value 

for the peptide match (The number of times we would expect to obtain an equal or higher score, purely by chance. The lower this value, the more significant the result); pep_res_before: amino acid before peptide sequence; pep_seq: peptide sequence; pep_res_after: amino acid after peptide sequence; pep_var_mod: any variable modifications found in the peptide; pep_var_mod_pos: position of variable modifications 

in the peptide



51258 36 19 59.7 2281 1 1 0 716.3193

51258 36 19 59.7 2329 1 0 0 723.8474

51258 36 19 59.7 2752 1 0 0 819.9279

51258 36 19 59.7 2804 1 1 0 833.3938

51258 36 19 59.7 2869 1 0 0 848.9189

51258 36 19 59.7 3130 1 0 0 911.9653

51258 36 19 59.7 3427 1 0 0 976.4478

51258 36 19 59.7 3461 1 0 0 987.0018

51258 36 19 59.7 3705 1 0 0 701.0359

51258 36 19 59.7 3743 1 0 0 709.3574

51258 36 19 59.7 4802 1 0 0 923.1117

51258 36 19 59.7 4937 1 1 0 938.7838

51258 36 19 59.7 5581 1 0 0 1133.8388

51341 35 19 61.5 853 1 0 0 530.268

51341 35 19 61.5 1153 1 0 0 570.3504

51341 35 19 61.5 1178 1 0 0 573.7987

51341 35 19 61.5 1519 1 0 0 616.2913

51341 35 19 61.5 1759 1 0 0 644.3334

51341 35 19 61.5 1835 1 1 1 654.8245

51341 35 19 61.5 2241 1 0 0 709.8294

51341 35 19 61.5 2281 1 0 0 716.3193

51341 35 19 61.5 2329 1 0 0 723.8474

51341 35 19 61.5 2752 1 0 0 819.9279

51341 35 19 61.5 2804 1 0 0 833.3938

51341 35 19 61.5 2869 1 0 0 848.9189

51341 35 19 61.5 3331 1 1 1 950.4707

51341 35 19 61.5 3427 1 0 0 976.4478

51341 35 19 61.5 3461 1 0 0 987.0018

51341 35 19 61.5 3705 1 0 0 701.0359

51341 35 19 61.5 4739 1 1 1 913.1079

51341 35 19 61.5 4937 1 0 0 938.7838

51341 35 19 61.5 5581 1 0 0 1133.8388

71712 30 21 51.6 661 1 1 0 501.7821

71712 30 21 51.6 1453 1 1 0 608.3289

71712 30 21 51.6 1506 1 1 0 614.8175

71712 30 21 51.6 1779 1 1 0 647.8162

71712 30 21 51.6 1898 1 1 0 665.3107

71712 30 21 51.6 1999 1 1 0 679.811

71712 30 21 51.6 2127 1 1 0 693.8677

71712 30 21 51.6 2269 1 1 1 713.8857

71712 30 21 51.6 2300 1 1 0 718.8802

71712 30 21 51.6 2399 1 1 0 737.3462

71712 30 21 51.6 2575 1 1 0 770.8823

71712 30 21 51.6 2629 1 1 1 783.9082

71712 30 21 51.6 2798 1 1 0 832.4088

71712 30 21 51.6 2815 1 1 0 838.368

71712 30 21 51.6 2838 1 1 0 840.92

71712 30 21 51.6 4573 1 1 1 1280.6295

71712 30 21 51.6 4604 1 1 0 863.4107

71712 30 21 51.6 4646 1 1 0 1329.6379

71712 30 21 51.6 4795 1 1 1 922.3841

71712 30 21 51.6 5153 1 1 1 1009.5041

71712 30 21 51.6 5161 1 1 1 1017.9042

47075 25 18 55.1 489 1 1 1 475.7505

47075 25 18 55.1 518 1 1 0 479.7633

47075 25 18 55.1 719 1 1 0 509.2767

47075 25 18 55.1 1060 1 1 0 557.8452

47075 25 18 55.1 1166 1 1 0 571.7902



47075 25 18 55.1 1294 1 1 0 587.3276

47075 25 18 55.1 2184 1 1 0 701.3698

47075 25 18 55.1 2333 1 1 1 724.3795

47075 25 18 55.1 2487 1 1 0 751.943

47075 25 18 55.1 2643 1 1 1 788.4276

47075 25 18 55.1 2666 1 1 0 794.3545

47075 25 18 55.1 3059 1 1 0 595.5913

47075 25 18 55.1 3145 1 1 0 914.4724

47075 25 18 55.1 3370 1 1 0 961.0045

47075 25 18 55.1 3556 1 1 0 676.636

47075 25 18 55.1 3625 1 1 0 1030.0478

47075 25 18 55.1 5043 1 1 0 965.838

47075 25 18 55.1 5246 1 1 1 1046.5422

50191 27 16 60.2 366 1 1 0 452.2172

50191 27 16 60.2 603 1 1 0 494.2769

50191 27 16 60.2 1745 1 1 0 642.2557

50191 27 16 60.2 2403 1 1 0 737.4358

50191 27 16 60.2 2681 1 1 0 799.887

50191 27 16 60.2 2858 1 1 1 845.9465

50191 27 16 60.2 2883 1 1 0 851.4559

50191 27 16 60.2 3069 1 1 0 896.9681

50191 27 16 60.2 3216 1 1 0 929.445

50191 27 16 60.2 3286 1 1 0 943.4761

50191 27 16 60.2 3468 1 1 0 989.4454

50191 27 16 60.2 4374 1 1 0 782.6751

50191 27 16 60.2 4442 1 1 0 795.7358

50191 27 16 60.2 4462 1 1 0 1198.0994

50191 27 16 60.2 4634 1 1 0 881.0804

50191 27 16 60.2 5300 1 1 0 1065.2149

50194 26 16 60.2 366 1 0 0 452.2172

50194 26 16 60.2 603 1 0 0 494.2769

50194 26 16 60.2 1745 1 0 0 642.2557

50194 26 16 60.2 2403 1 0 0 737.4358

50194 26 16 60.2 2681 1 0 0 799.887

50194 26 16 60.2 2799 1 1 1 832.4387

50194 26 16 60.2 2883 1 0 0 851.4559

50194 26 16 60.2 3069 1 0 0 896.9681

50194 26 16 60.2 3216 1 0 0 929.445

50194 26 16 60.2 3286 1 0 0 943.4761

50194 26 16 60.2 3468 1 0 0 989.4454

50194 26 16 60.2 4374 1 0 0 782.6751

50194 26 16 60.2 4442 1 0 0 795.7358

50194 26 16 60.2 4462 1 0 0 1198.0994

50194 26 16 60.2 4634 1 0 0 881.0804

50194 26 16 60.2 5300 1 0 0 1065.2149

46960 24 18 54.1 445 1 1 0 468.2633

46960 24 18 54.1 518 1 0 0 479.7633

46960 24 18 54.1 582 1 1 1 488.7823

46960 24 18 54.1 719 1 0 0 509.2767

46960 24 18 54.1 1027 1 1 1 552.8295

46960 24 18 54.1 1060 1 0 0 557.8452

46960 24 18 54.1 1166 1 0 0 571.7902

46960 24 18 54.1 1294 1 0 0 587.3276

46960 24 18 54.1 2184 1 0 0 701.3698

46960 24 18 54.1 2487 1 0 0 751.943

46960 24 18 54.1 2666 1 0 0 794.3545

46960 24 18 54.1 3059 1 0 0 595.5913

46960 24 18 54.1 3145 1 0 0 914.4724



46960 24 18 54.1 3370 1 0 0 961.0045

46960 24 18 54.1 3556 1 0 0 676.636

46960 24 18 54.1 3625 1 0 0 1030.0478

46960 24 18 54.1 5043 1 0 0 965.838

71559 24 20 43.9 661 1 0 0 501.7821

71559 24 20 43.9 1453 1 0 0 608.3289

71559 24 20 43.9 1495 1 1 1 613.7989

71559 24 20 43.9 1506 1 0 0 614.8175

71559 24 20 43.9 1779 1 0 0 647.8162

71559 24 20 43.9 1784 1 1 1 648.3352

71559 24 20 43.9 1840 1 1 1 654.8559

71559 24 20 43.9 1999 1 0 0 679.811

71559 24 20 43.9 2127 1 0 0 693.8677

71559 24 20 43.9 2210 1 1 1 704.3851

71559 24 20 43.9 2282 1 1 1 716.3751

71559 24 20 43.9 2399 1 0 0 737.3462

71559 24 20 43.9 2529 1 1 1 508.272

71559 24 20 43.9 2815 1 0 0 838.368

71559 24 20 43.9 2819 1 1 1 839.4158

71559 24 20 43.9 2838 1 0 0 840.92

71559 24 20 43.9 4580 1 1 0 1287.6362

71559 24 20 43.9 4604 1 0 0 863.4107

71559 24 20 43.9 4646 1 0 0 1329.6379

71559 24 20 43.9 5115 1 1 1 1488.7455

58863 27 20 56.2 343 1 1 1 446.7606

58863 27 20 56.2 441 1 1 1 467.2376

58863 27 20 56.2 510 1 1 1 478.2898

58863 27 20 56.2 986 1 1 1 546.3025

58863 27 20 56.2 1244 1 1 1 581.2937

58863 27 20 56.2 1253 1 1 1 582.3243

58863 27 20 56.2 1392 1 1 1 600.324

58863 27 20 56.2 1912 1 1 1 667.3627

58863 27 20 56.2 2104 1 1 1 691.7974

58863 27 20 56.2 2154 1 1 1 697.3771

58863 27 20 56.2 2698 1 1 1 805.4427

58863 27 20 56.2 2779 1 1 1 826.4125

58863 27 20 56.2 2884 1 1 1 851.8722

58863 27 20 56.2 2926 1 1 1 860.941

58863 27 20 56.2 3458 1 1 1 986.0302

58863 27 20 56.2 3920 1 1 1 1099.057

58863 27 20 56.2 4635 1 1 1 881.1227

58863 27 20 56.2 4696 1 1 1 902.4041

58863 27 20 56.2 4847 1 1 1 928.4688

58863 27 20 56.2 5272 1 1 1 1053.2119

51237 23 15 49.9 669 1 1 1 502.7449

51237 23 15 49.9 853 1 0 0 530.268

51237 23 15 49.9 1153 1 0 0 570.3504

51237 23 15 49.9 1178 1 0 0 573.7987

51237 23 15 49.9 1519 1 0 0 616.2913

51237 23 15 49.9 1773 1 1 1 647.3247

51237 23 15 49.9 2119 1 0 0 692.8538

51237 23 15 49.9 2281 1 0 0 716.3193

51237 23 15 49.9 2329 1 0 0 723.8474

51237 23 15 49.9 2752 1 0 0 819.9279

51237 23 15 49.9 2869 1 0 0 848.9189

51237 23 15 49.9 3431 1 1 0 653.0057

51237 23 15 49.9 4802 1 0 0 923.1117

51237 23 15 49.9 4958 1 1 1 943.4609



51237 23 15 49.9 5581 1 0 0 1133.8388

71741 18 14 32.3 661 1 0 0 501.7821

71741 18 14 32.3 1048 1 1 1 556.2539

71741 18 14 32.3 1385 1 1 1 599.351

71741 18 14 32.3 1506 1 0 0 614.8175

71741 18 14 32.3 1779 1 0 0 647.8162

71741 18 14 32.3 1999 1 0 0 679.811

71741 18 14 32.3 2300 1 0 0 718.8802

71741 18 14 32.3 2399 1 0 0 737.3462

71741 18 14 32.3 2798 1 0 0 832.4088

71741 18 14 32.3 2815 1 0 0 838.368

71741 18 14 32.3 2838 1 0 0 840.92

71741 18 14 32.3 4580 1 0 0 1287.6362

71741 18 14 32.3 4604 1 0 0 863.4107

71741 18 14 32.3 5260 1 1 1 1050.8348

47083 17 13 35.3 80 1 1 1 381.7288

47083 17 13 35.3 445 1 0 0 468.2633

47083 17 13 35.3 518 1 0 0 479.7633

47083 17 13 35.3 719 1 0 0 509.2767

47083 17 13 35.3 1060 1 0 0 557.8452

47083 17 13 35.3 1294 1 0 0 587.3276

47083 17 13 35.3 2184 1 0 0 701.3698

47083 17 13 35.3 2666 1 0 0 794.3545

47083 17 13 35.3 3059 1 0 0 595.5913

47083 17 13 35.3 3145 1 0 0 914.4724

47083 17 13 35.3 3370 1 0 0 961.0045

47083 17 13 35.3 3556 1 0 0 676.636

47083 17 13 35.3 5043 1 0 0 965.838

50250 18 15 55.8 366 1 0 0 452.2172

50250 18 15 55.8 603 1 0 0 494.2769

50250 18 15 55.8 1745 1 0 0 642.2557

50250 18 15 55.8 2550 1 1 1 766.4565

50250 18 15 55.8 2659 1 1 1 792.879

50250 18 15 55.8 2860 1 1 1 846.4379

50250 18 15 55.8 2883 1 0 0 851.4559

50250 18 15 55.8 2981 1 1 1 584.3112

50250 18 15 55.8 3280 1 1 0 942.9509

50250 18 15 55.8 3286 1 0 0 943.4761

50250 18 15 55.8 4374 1 0 0 782.6751

50250 18 15 55.8 4442 1 0 0 795.7358

50250 18 15 55.8 4479 1 0 0 1205.1077

50250 18 15 55.8 4684 1 1 1 899.0957

50250 18 15 55.8 5300 1 0 0 1065.2149

73315 14 12 25.8 1582 1 1 1 624.8452

73315 14 12 25.8 1583 1 1 1 625.286

73315 14 12 25.8 1603 1 1 0 628.813

73315 14 12 25.8 1776 1 1 1 647.794

73315 14 12 25.8 1891 1 1 1 664.3221

73315 14 12 25.8 2019 1 1 1 681.3745

73315 14 12 25.8 2288 1 1 0 717.3689

73315 14 12 25.8 2418 1 1 1 739.3852

73315 14 12 25.8 3111 1 1 1 907.4811

73315 14 12 25.8 3129 1 1 1 911.9539

73315 14 12 25.8 3178 1 1 1 920.4485

73315 14 12 25.8 5187 1 1 1 1026.828

37004 12 10 42.9 102 1 1 1 387.7213

37004 12 10 42.9 1074 1 1 1 560.2644

37004 12 10 42.9 1159 1 1 1 570.8256



37004 12 10 42.9 2291 1 1 1 717.8822

37004 12 10 42.9 2470 1 1 1 749.9274

37004 12 10 42.9 2818 1 1 1 559.6625

37004 12 10 42.9 2997 1 1 1 881.3965

37004 12 10 42.9 3570 1 1 1 678.3622

37004 12 10 42.9 3864 1 1 1 1086.5077

37004 12 10 42.9 4068 1 1 1 1125.5383

136636 14 12 12.4 245 1 1 1 424.753

136636 14 12 12.4 566 1 1 1 486.7714

136636 14 12 12.4 611 1 1 1 494.7845

136636 14 12 12.4 1202 1 1 1 576.8037

136636 14 12 12.4 1674 1 1 1 635.3619

136636 14 12 12.4 1696 1 1 1 638.8286

136636 14 12 12.4 2205 1 1 1 469.6082

136636 14 12 12.4 2393 1 1 1 734.8947

136636 14 12 12.4 2472 1 1 1 750.3819

136636 14 12 12.4 2631 1 1 1 784.9199

136636 14 12 12.4 3447 1 1 1 983.0143

136636 14 12 12.4 4038 1 1 1 1121.1202

41112 11 9 31 129 1 1 1 397.2262

41112 11 9 31 177 1 1 0 408.7504

41112 11 9 31 1301 1 1 0 587.8106

41112 11 9 31 2423 1 1 0 740.3933

41112 11 9 31 2509 1 1 1 758.3613

41112 11 9 31 2843 1 1 1 841.9199

41112 11 9 31 3150 1 1 1 915.5041

41112 11 9 31 3195 1 1 1 923.9311

41112 11 9 31 3837 1 1 0 720.0324

41937 12 11 43.2 144 1 1 0 400.7712

41937 12 11 43.2 579 1 1 0 488.7275

41937 12 11 43.2 1251 1 1 0 582.3021

41937 12 11 43.2 1360 1 1 0 596.7681

41937 12 11 43.2 1387 1 1 0 599.8561

41937 12 11 43.2 2405 1 1 1 738.3409

41937 12 11 43.2 3050 1 1 0 887.9513

41937 12 11 43.2 3212 1 1 1 928.4695

41937 12 11 43.2 3926 1 1 1 1100.0402

41937 12 11 43.2 5262 1 1 0 1051.2183

51883 13 9 27.3 999 1 1 1 548.3262

51883 13 9 27.3 1226 1 1 1 579.3293

51883 13 9 27.3 2137 1 1 1 695.3387

51883 13 9 27.3 2295 1 1 1 718.3387

51883 13 9 27.3 2842 1 1 1 841.4774

51883 13 9 27.3 3039 1 1 0 590.2672

51883 13 9 27.3 3146 1 1 1 914.986

51883 13 9 27.3 3344 1 1 1 954.029

51883 13 9 27.3 3768 1 1 1 1068.0728

105902 16 15 19.7 139 1 1 1 399.7637

105902 16 15 19.7 567 1 1 1 486.7763

105902 16 15 19.7 753 1 1 0 515.2877

105902 16 15 19.7 781 1 1 0 519.7675

105902 16 15 19.7 828 1 1 1 525.77

105902 16 15 19.7 1067 1 1 0 558.7985

105902 16 15 19.7 1230 1 1 0 579.8212

105902 16 15 19.7 1233 1 1 0 580.3006

105902 16 15 19.7 2167 1 1 0 699.3721

105902 16 15 19.7 2222 1 1 1 706.3294

105902 16 15 19.7 2416 1 1 0 738.8953



105902 16 15 19.7 2502 1 1 0 756.8659

105902 16 15 19.7 3308 1 1 1 946.5273

105902 16 15 19.7 4072 1 1 1 751.3725

105902 16 15 19.7 4546 1 1 0 836.7989

10285 10 5 54.6 412 1 1 1 460.7462

10285 10 5 54.6 464 1 1 1 471.2583

10285 10 5 54.6 2310 1 1 1 720.3467

10285 10 5 54.6 2510 1 1 1 758.3674

10285 10 5 54.6 3783 1 1 1 1071.5077

49813 16 11 35.2 396 1 1 1 457.787

49813 16 11 35.2 685 1 1 1 336.5221

49813 16 11 35.2 739 1 1 1 513.3082

49813 16 11 35.2 741 1 1 1 513.748

49813 16 11 35.2 1079 1 1 1 560.8029

49813 16 11 35.2 1793 1 1 1 649.877

49813 16 11 35.2 2346 1 1 1 726.3397

49813 16 11 35.2 2744 1 1 1 545.6383

49813 16 11 35.2 4326 1 1 1 771.3808

49813 16 11 35.2 4565 1 1 1 847.1118

49813 16 11 35.2 5108 1 1 1 991.812

36185 12 8 31.4 468 1 1 1 472.2582

36185 12 8 31.4 898 1 1 1 535.8267

36185 12 8 31.4 1816 1 1 1 652.3788

36185 12 8 31.4 1842 1 1 1 655.8136

36185 12 8 31.4 2095 1 1 1 690.8264

36185 12 8 31.4 2507 1 1 1 505.284

36185 12 8 31.4 2984 1 1 1 877.4324

36185 12 8 31.4 4342 1 1 1 774.4093

29784 8 5 37.2 1558 1 1 1 621.8285

29784 8 5 37.2 3392 1 1 1 968.0192

29784 8 5 37.2 4495 1 1 1 1216.122

29784 8 5 37.2 4531 1 1 1 1242.6153

29784 8 5 37.2 5083 1 1 1 982.8304

65547 13 12 28.2 524 1 1 1 481.2133

65547 13 12 28.2 1116 1 1 1 566.2389

65547 13 12 28.2 1232 1 1 0 580.2545

65547 13 12 28.2 1347 1 1 0 594.3549

65547 13 12 28.2 1446 1 1 1 607.775

65547 13 12 28.2 1628 1 1 1 631.3428

65547 13 12 28.2 2475 1 1 1 750.8462

65547 13 12 28.2 2589 1 1 1 773.8957

65547 13 12 28.2 2682 1 1 1 533.6144

65547 13 12 28.2 3119 1 1 1 908.4595

65547 13 12 28.2 4480 1 1 0 1205.5711

65547 13 12 28.2 4601 1 1 1 862.1195

40949 8 7 25.4 177 1 0 0 408.7504

40949 8 7 25.4 1301 1 0 0 587.8106

40949 8 7 25.4 2423 1 0 0 740.3933

40949 8 7 25.4 2509 1 0 1 758.3613

40949 8 7 25.4 2934 1 1 1 863.8911

40949 8 7 25.4 3087 1 1 1 900.9719

40949 8 7 25.4 3837 1 0 0 720.0324

41563 9 6 18.9 96 1 1 0 386.2272

41563 9 6 18.9 406 1 1 0 459.2945

41563 9 6 18.9 1426 1 1 1 604.3196

41563 9 6 18.9 2014 1 1 1 680.8599

41563 9 6 18.9 2331 1 1 0 723.8744

41563 9 6 18.9 3600 1 1 1 1024.5117



166282 11 11 10.2 453 1 1 1 469.7503

166282 11 11 10.2 1150 1 1 0 570.2931

166282 11 11 10.2 1297 1 1 1 587.3398

166282 11 11 10.2 1304 1 1 1 588.33

166282 11 11 10.2 1855 1 1 1 658.3528

166282 11 11 10.2 1983 1 1 1 677.8331

166282 11 11 10.2 3252 1 1 1 937.4266

166282 11 11 10.2 3430 1 1 1 652.9962

166282 11 11 10.2 3486 1 1 1 993.9756

166282 11 11 10.2 3851 1 1 1 723.3322

166282 11 11 10.2 4429 1 1 0 793.4133

73174 10 10 17.2 268 1 1 1 429.2637

73174 10 10 17.2 481 1 1 1 474.256

73174 10 10 17.2 1114 1 1 1 565.788

73174 10 10 17.2 1355 1 1 1 595.8429

73174 10 10 17.2 1532 1 1 1 618.2912

73174 10 10 17.2 1603 1 0 0 628.813

73174 10 10 17.2 2239 1 1 1 709.3668

73174 10 10 17.2 2288 1 0 0 717.3689

73174 10 10 17.2 2703 1 1 1 538.63

73174 10 10 17.2 3128 1 1 1 911.4579

40001 8 8 31.3 1368 1 1 0 597.3351

40001 8 8 31.3 1458 1 1 0 609.3064

40001 8 8 31.3 1738 1 1 1 640.8188

40001 8 8 31.3 2256 1 1 0 712.3353

40001 8 8 31.3 2430 1 1 1 742.4107

40001 8 8 31.3 2663 1 1 1 793.941

40001 8 8 31.3 4180 1 1 1 1138.5902

40001 8 8 31.3 4532 1 1 0 829.4093

47236 7 6 18.4 1231 1 1 0 579.829

47236 7 6 18.4 1264 1 1 0 584.2725

47236 7 6 18.4 1377 1 1 0 598.283

47236 7 6 18.4 1783 1 1 0 648.3247

47236 7 6 18.4 3287 1 1 0 943.9538

47236 7 6 18.4 3481 1 1 1 992.4687

52347 4 4 17.3 2870 1 1 1 849.3856

52347 4 4 17.3 3804 1 1 1 1075.5688

52347 4 4 17.3 4376 1 1 1 783.0671

52347 4 4 17.3 4951 1 1 1 941.8224

77064 8 8 13.5 299 1 1 0 435.7737

77064 8 8 13.5 397 1 1 0 458.2482

77064 8 8 13.5 696 1 1 1 505.8033

77064 8 8 13.5 2102 1 1 0 691.3322

77064 8 8 13.5 2378 1 1 0 731.3889

77064 8 8 13.5 2650 1 1 0 790.4092

77064 8 8 13.5 2983 1 1 1 876.4508

77064 8 8 13.5 3198 1 1 0 617.0069

42056 7 7 27.3 144 1 0 0 400.7712

42056 7 7 27.3 579 1 0 0 488.7275

42056 7 7 27.3 1251 1 0 0 582.3021

42056 7 7 27.3 1387 1 0 0 599.8561

42056 7 7 27.3 3066 1 1 1 895.9492

42056 7 7 27.3 3456 1 0 1 657.0332

42056 7 7 27.3 5262 1 0 0 1051.2183

98766 7 7 11.1 1218 1 1 1 578.7748

98766 7 7 11.1 1662 1 1 1 634.3086

98766 7 7 11.1 1920 1 1 1 668.841

98766 7 7 11.1 2193 1 1 0 702.4367



98766 7 7 11.1 2917 1 1 1 858.5213

98766 7 7 11.1 3616 1 1 1 1027.5264

98766 7 7 11.1 3727 1 1 1 704.689

31671 6 6 26.2 594 1 1 1 492.2529

31671 6 6 26.2 1378 1 1 1 598.2955

31671 6 6 26.2 1848 1 1 1 657.3209

31671 6 6 26.2 2387 1 1 1 733.393

31671 6 6 26.2 2697 1 1 1 805.4064

31671 6 6 26.2 3425 1 1 1 975.4651

103283 4 4 5.6 727 1 1 1 510.2595

103283 4 4 5.6 1748 1 1 1 642.315

103283 4 4 5.6 2382 1 1 1 731.8884

103283 4 4 5.6 3165 1 1 1 918.9736

120769 6 6 7 1524 1 1 1 617.316

120769 6 6 7 1614 1 1 1 629.8552

120769 6 6 7 1708 1 1 1 639.3404

120769 6 6 7 1741 1 1 1 641.3161

120769 6 6 7 2608 1 1 1 778.4381

120769 6 6 7 2614 1 1 1 780.3881

27673 4 3 16.8 1762 1 1 1 644.8374

27673 4 3 16.8 2255 1 1 1 712.3347

27673 4 3 16.8 3408 1 1 1 971.9988

49607 5 4 13.2 1445 1 1 1 607.3429

49607 5 4 13.2 2667 1 1 1 794.8994

49607 5 4 13.2 3039 1 0 0 590.2672

49607 5 4 13.2 3760 1 1 1 1065.0404

73187 4 3 6.1 1320 1 1 1 591.3666

73187 4 3 6.1 1528 1 1 1 617.3513

73187 4 3 6.1 3275 1 1 1 941.5558

64169 5 5 12 1236 1 1 0 580.798

64169 5 5 12 1393 1 1 1 600.3354

64169 5 5 12 1740 1 1 0 640.8872

64169 5 5 12 2876 1 1 0 850.9528

64169 5 5 12 3333 1 1 0 950.5214

39964 5 5 18.8 1368 1 0 0 597.3351

39964 5 5 18.8 1458 1 0 0 609.3064

39964 5 5 18.8 2256 1 0 0 712.3353

39964 5 5 18.8 2395 1 1 1 735.4067

39964 5 5 18.8 4532 1 0 0 829.4093

109501 3 3 5.6 2970 1 1 1 874.4514

109501 3 3 5.6 3361 1 1 1 957.9862

109501 3 3 5.6 4512 1 1 1 1231.1436

23090 4 4 23.2 645 1 1 0 499.7851

23090 4 4 23.2 1367 1 1 0 398.544

23090 4 4 23.2 2192 1 1 1 702.4038

23090 4 4 23.2 2734 1 1 0 816.4186

32499 4 4 21.1 460 1 1 1 470.795

32499 4 4 21.1 3239 1 1 1 933.0275

32499 4 4 21.1 3664 1 1 1 694.6491

32499 4 4 21.1 3911 1 1 1 1097.0179

63627 5 5 12.1 1236 1 0 0 580.798

63627 5 5 12.1 1514 1 1 1 615.3529

63627 5 5 12.1 1740 1 0 0 640.8872

63627 5 5 12.1 2876 1 0 0 850.9528

63627 5 5 12.1 3333 1 0 0 950.5214

94743 4 4 7.7 2352 1 1 1 726.8488

94743 4 4 7.7 2524 1 1 1 759.8389

94743 4 4 7.7 3085 1 1 1 900.4693



94743 4 4 7.7 4099 1 1 1 1129.1045

63798 7 7 16.9 1232 1 0 0 580.2545

63798 7 7 16.9 1347 1 0 0 594.3549

63798 7 7 16.9 1688 1 1 1 637.8403

63798 7 7 16.9 2431 1 1 1 495.5685

63798 7 7 16.9 2570 1 1 1 513.2853

63798 7 7 16.9 3076 1 1 1 898.8766

63798 7 7 16.9 4480 1 0 0 1205.5711

137407 4 4 4.8 2469 1 1 1 748.9221

137407 4 4 4.8 2583 1 1 1 772.8988

137407 4 4 4.8 2709 1 1 1 809.9285

137407 4 4 4.8 3358 1 1 1 957.077

49487 3 2 6.1 1541 1 1 1 619.3299

49487 3 2 6.1 2982 1 1 1 876.4356

100826 4 3 4.8 1801 1 1 1 651.3293

100826 4 3 4.8 2582 1 1 1 515.2837

100826 4 3 4.8 3590 1 1 1 1023.0549

41834 6 6 15.3 96 1 0 0 386.2272

41834 6 6 15.3 406 1 0 0 459.2945

41834 6 6 15.3 494 1 1 1 476.248

41834 6 6 15.3 1505 1 1 1 614.8141

41834 6 6 15.3 2014 1 0 1 680.8599

41834 6 6 15.3 2331 1 0 0 723.8744

22118 6 5 34.5 352 1 1 1 449.7531

22118 6 5 34.5 1282 1 1 1 585.8055

22118 6 5 34.5 2652 1 1 1 791.9304

22118 6 5 34.5 3068 1 1 1 598.305

22118 6 5 34.5 3240 1 1 1 933.4741

44356 5 5 19.2 14 1 1 1 355.7009

44356 5 5 19.2 339 1 1 1 443.243

44356 5 5 19.2 1730 1 1 1 639.8163

44356 5 5 19.2 3930 1 1 1 1101.5532

44356 5 5 19.2 5506 1 1 1 1125.1973

59765 3 3 7.7 2266 1 1 1 713.3907

59765 3 3 7.7 2455 1 1 1 746.8905

59765 3 3 7.7 3235 1 1 1 932.9756

86221 3 3 5.5 746 1 1 1 513.8011

86221 3 3 5.5 1588 1 1 1 625.8224

86221 3 3 5.5 4316 1 1 1 1154.5809

72129 3 2 5.1 3046 1 1 1 886.0202

72129 3 2 5.1 3378 1 1 1 963.0168

53612 5 5 15.8 786 1 1 1 520.3113

53612 5 5 15.8 1581 1 1 1 624.8201

53612 5 5 15.8 1881 1 1 1 662.3357

53612 5 5 15.8 4338 1 1 1 1160.6032

53612 5 5 15.8 4642 1 1 1 885.1405

615675 5 5 1.5 2248 1 1 1 710.8935

615675 5 5 1.5 2580 1 1 1 771.4275

615675 5 5 1.5 2715 1 1 1 810.4536

615675 5 5 1.5 3610 1 1 1 1027.5091

615675 5 5 1.5 4873 1 1 1 931.1344

44425 3 3 12.9 584 1 1 1 489.7662

44425 3 3 12.9 2548 1 1 1 766.366

44425 3 3 12.9 5217 1 1 1 1037.1788

40630 5 5 15.9 654 1 1 1 500.7922

40630 5 5 15.9 1677 1 1 1 636.3565

40630 5 5 15.9 1752 1 1 1 643.3628

40630 5 5 15.9 2169 1 1 1 466.8966



40630 5 5 15.9 2236 1 1 1 708.3853

55711 2 2 7.2 2615 1 1 1 780.9093

55711 2 2 7.2 4425 1 1 1 1188.5612

44960 5 5 16.8 1231 1 0 0 579.829

44960 5 5 16.8 1246 1 1 1 581.7968

44960 5 5 16.8 1701 1 1 0 638.849

44960 5 5 16.8 2168 1 1 0 699.828

44960 5 5 16.8 3984 1 1 0 741.7413

67813 5 5 9.3 823 1 1 1 525.267

67813 5 5 9.3 1302 1 1 1 587.8209

67813 5 5 9.3 1499 1 1 1 613.8586

67813 5 5 9.3 2045 1 1 0 684.8177

67813 5 5 9.3 2985 1 1 1 877.4851

34169 5 4 32.2 2227 1 1 0 706.4239

34169 5 4 32.2 5132 1 1 1 997.5598

34169 5 4 32.2 5284 1 1 0 1058.8863

34169 5 4 32.2 5723 1 1 0 1184.3097

25092 3 3 19.8 2616 1 1 1 781.3654

25092 3 3 19.8 2784 1 1 1 829.3752

25092 3 3 19.8 2887 1 1 1 852.9487

40331 3 3 11.7 1352 1 1 1 595.3246

40331 3 3 11.7 1976 1 1 1 676.8248

40331 3 3 11.7 3134 1 1 1 912.479

286993 5 5 3.3 2022 1 1 1 681.8763

286993 5 5 3.3 3000 1 1 1 881.4818

286993 5 5 3.3 3602 1 1 1 1025.0561

286993 5 5 3.3 3914 1 1 1 1097.6201

286993 5 5 3.3 4036 1 1 1 747.3963

80376 5 5 8.3 20 1 1 1 357.729

80376 5 5 8.3 1607 1 1 0 628.8514

80376 5 5 8.3 1767 1 1 0 646.3248

80376 5 5 8.3 2542 1 1 1 764.4033

80376 5 5 8.3 2654 1 1 1 528.6017

83408 4 4 5.8 623 1 1 1 495.7846

83408 4 4 5.8 791 1 1 1 521.7508

83408 4 4 5.8 1606 1 1 1 628.8296

83408 4 4 5.8 2806 1 1 1 833.4284

44816 7 7 17.7 135 1 1 1 398.2215

44816 7 7 17.7 451 1 1 1 469.2825

44816 7 7 17.7 598 1 1 1 492.2739

44816 7 7 17.7 765 1 1 1 517.2859

44816 7 7 17.7 1591 1 1 1 626.7977

44816 7 7 17.7 1873 1 1 1 660.8383

44816 7 7 17.7 2678 1 1 1 532.9035

45894 6 4 14 176 1 1 1 408.7504

45894 6 4 14 1231 1 0 0 579.829

45894 6 4 14 3541 1 1 1 671.9987

45894 6 4 14 3561 1 1 1 1015.0344

44974 3 2 8.1 2091 1 1 1 690.3616

44974 3 2 8.1 3835 1 1 1 1079.5026

38472 2 2 8.5 2268 1 1 1 713.8838

38472 2 2 8.5 2996 1 1 1 880.9543

31696 3 3 10.8 486 1 1 1 475.2763

31696 3 3 10.8 1468 1 1 1 610.3319

31696 3 3 10.8 2214 1 1 1 704.8826

90209 2 2 3.2 1383 1 1 1 599.2982

90209 2 2 3.2 2560 1 1 1 768.368

65220 4 3 10.3 2939 1 1 1 865.9222



65220 4 3 10.3 3847 1 1 1 722.7046

65220 4 3 10.3 4637 1 1 1 881.4528

44788 4 4 11.6 369 1 1 1 453.2289

44788 4 4 11.6 770 1 1 1 517.7683

44788 4 4 11.6 2323 1 1 1 482.2241

44788 4 4 11.6 3384 1 1 1 965.4058

30060 3 3 16.4 1442 1 1 1 607.2845

30060 3 3 16.4 2714 1 1 1 810.4493

30060 3 3 16.4 3622 1 1 1 1029.4876

17591 4 3 24.3 785 1 1 1 520.2959

17591 4 3 24.3 855 1 1 1 530.7824

17591 4 3 24.3 3703 1 1 1 1051.0326

40463 3 2 5.9 630 1 1 1 497.2806

40463 3 2 5.9 2645 1 1 1 789.3995

194402 4 4 3.8 710 1 1 1 508.2739

194402 4 4 3.8 2297 1 1 1 718.3744

194402 4 4 3.8 3586 1 1 1 1020.5619

194402 4 4 3.8 4649 1 1 1 887.8182

264216 2 2 1.2 1650 1 1 1 633.2961

264216 2 2 1.2 3416 1 1 1 973.0233

20970 2 2 13.4 1318 1 1 1 591.3533

20970 2 2 13.4 2597 1 1 1 775.8847

47389 4 4 14.6 1231 1 0 0 579.829

47389 4 4 14.6 2426 1 1 1 493.9595

47389 4 4 14.6 3398 1 1 1 969.9751

47389 4 4 14.6 3673 1 1 1 696.673

20667 3 3 16 979 1 1 1 545.3187

20667 3 3 16 1023 1 1 1 552.3099

20667 3 3 16 3717 1 1 1 703.0358

19009 2 2 14.6 1610 1 1 1 629.3735

19009 2 2 14.6 2120 1 1 1 692.8591

67582 2 2 4 1624 1 1 1 630.8453

67582 2 2 4 1903 1 1 1 665.8608

20989 3 3 19.2 590 1 1 1 491.2627

20989 3 3 19.2 2004 1 1 1 679.8668

20989 3 3 19.2 2557 1 1 1 766.9186

38757 2 2 9.5 2336 1 1 1 483.9074

38757 2 2 9.5 3754 1 1 1 1064.5179

82214 2 2 3.9 1940 1 1 1 671.3855

82214 2 2 3.9 2736 1 1 1 816.4415

52003 3 2 8.2 2814 1 1 1 558.9713

52003 3 2 8.2 4528 1 1 1 827.7833

61584 3 2 6.4 1661 1 1 1 634.2915

61584 3 2 6.4 4541 1 1 1 1250.691

73869 3 3 5.4 1217 1 1 1 578.3272

73869 3 3 5.4 1603 1 0 0 628.813

73869 3 3 5.4 2460 1 1 1 747.8647

55890 3 3 8.6 529 1 1 1 481.7687

55890 3 3 8.6 2253 1 1 1 475.2101

55890 3 3 8.6 4453 1 1 1 797.7518

119913 2 2 2.2 375 1 1 0 453.756

119913 2 2 2.2 2893 1 1 1 852.998

43168 3 3 8.1 82 1 1 1 383.2162

43168 3 3 8.1 1422 1 1 1 603.807

43168 3 3 8.1 2357 1 1 1 727.3806

14066 2 2 18.5 1237 1 1 1 580.8171

14066 2 2 18.5 1262 1 1 0 583.8056

69890 2 2 3.9 982 1 1 1 545.7903



69890 2 2 3.9 2905 1 1 1 569.599

48286 2 2 4.9 62 1 1 1 374.7213

48286 2 2 4.9 2953 1 1 1 869.4269

125058 2 2 3.7 1263 1 1 1 583.8065

125058 2 2 3.7 5304 1 1 1 1066.5441

29898 4 4 12.6 474 1 1 1 472.7743

29898 4 4 12.6 1492 1 1 1 613.3701

29898 4 4 12.6 2037 1 1 1 683.8425

29898 4 4 12.6 2394 1 1 1 490.2936

65977 3 3 6.1 1315 1 1 1 591.2935

65977 3 3 6.1 1763 1 1 1 644.861

65977 3 3 6.1 2567 1 1 1 768.9842

114571 2 2 2.1 416 1 1 1 462.2565

114571 2 2 2.1 2527 1 1 1 760.399

29708 3 3 15.7 517 1 1 1 479.2842

29708 3 3 15.7 1176 1 1 1 573.3023

29708 3 3 15.7 5030 1 1 1 1442.2215

71322 2 2 3.9 672 1 1 1 502.798

71322 2 2 3.9 3273 1 1 1 941.4741

66087 2 2 3.6 2845 1 1 1 842.4798

66087 2 2 3.6 4345 1 1 1 775.1002

94470 3 3 4.7 1307 1 1 1 589.314

94470 3 3 4.7 2433 1 1 1 742.958

94470 3 3 4.7 3219 1 1 1 620.3168

47357 4 4 11.4 459 1 1 1 470.7769

47357 4 4 11.4 1665 1 1 1 634.8093

47357 4 4 11.4 1841 1 1 1 655.3789

47357 4 4 11.4 3423 1 1 1 975.4364

153955 2 2 2.1 1786 1 1 1 648.4241

153955 2 2 2.1 3410 1 1 1 648.3702

32983 2 2 7.5 850 1 1 1 529.322

32983 2 2 7.5 1600 1 1 1 627.8508

58865 2 2 5.6 1548 1 1 1 620.8193

58865 2 2 5.6 3414 1 1 1 972.997

47005 3 3 9.1 491 1 1 1 475.7685

47005 3 3 9.1 2591 1 1 1 774.9477

47005 3 3 9.1 3432 1 1 1 654.6627

29729 2 2 12.8 890 1 1 1 534.755

29729 2 2 12.8 5003 1 1 1 951.505

47042 2 2 9.5 876 1 1 0 533.3026

47042 2 2 9.5 5148 1 1 1 1007.7667

123905 2 2 1.9 795 1 1 1 522.2847

123905 2 2 1.9 1939 1 1 1 671.3379

59235 2 2 4.7 2050 1 1 1 685.3189

59235 2 2 4.7 2706 1 1 1 807.9604

47036 2 2 5 876 1 0 0 533.3026

47036 2 2 5 1886 1 1 1 662.8522

59477 3 3 11 1379 1 1 1 598.3266

59477 3 3 11 3213 1 1 1 928.5349

59477 3 3 11 5314 1 1 1 1068.2237

14095 2 2 18.5 1179 1 1 1 573.8088

14095 2 2 18.5 1262 1 0 0 583.8056

16304 2 2 16 835 1 1 1 527.7864

16304 2 2 16 2322 1 1 1 722.3694

28210 2 2 5 71 1 1 1 378.2604

28210 2 2 5 104 1 1 1 387.7655

116744 2 2 3.3 2115 1 1 1 692.3507

116744 2 2 3.3 3969 1 1 1 740.1071



86361 2 2 2.9 187 1 1 1 412.2268

86361 2 2 2.9 2778 1 1 1 826.0054

86221 2 2 2.8 762 1 1 1 516.8135

86221 2 2 2.8 2558 1 1 1 767.9348

109254 2 2 2.4 905 1 1 1 536.8291

109254 2 2 2.4 2702 1 1 1 538.626

130510 2 2 2.2 706 1 1 1 507.2906

130510 2 2 2.2 2892 1 1 1 852.9644

55656 2 2 4.4 1774 1 1 0 647.338

55656 2 2 4.4 2045 1 0 1 684.8177

33803 2 2 6.6 1129 1 1 1 567.2611

33803 2 2 6.6 1550 1 1 1 620.8485

22104 2 2 8.9 490 1 1 1 475.7684

22104 2 2 8.9 865 1 1 1 532.3186

45968 2 2 5.3 923 1 1 1 538.2905

45968 2 2 5.3 1980 1 1 1 677.4211

prot_mass prot_matches_sigprot_sequences_sigprot_cover pep_query pep_rank pep_isbold pep_isunique pep_exp_mz

50361 39 22 69.8 699 1 1 1 488.7414

50361 39 22 69.8 896 1 1 0 514.2821

50361 39 22 69.8 1088 1 1 0 359.8492

50361 39 22 69.8 1327 1 1 0 570.3503

50361 39 22 69.8 1355 1 1 0 573.7986

50361 39 22 69.8 1645 1 1 0 608.2958

50361 39 22 69.8 1846 1 1 0 634.397

50361 39 22 69.8 1979 1 1 1 650.3146

50361 39 22 69.8 2342 1 1 0 701.8322

50361 39 22 69.8 2977 1 1 0 819.927

50361 39 22 69.8 3080 1 1 0 840.4014

50361 39 22 69.8 3137 1 1 0 848.9192

50361 39 22 69.8 3499 1 1 0 911.9646

50361 39 22 69.8 3906 1 1 0 976.4474

50361 39 22 69.8 3962 1 1 0 987.001

50361 39 22 69.8 4249 1 1 0 701.0352

50361 39 22 69.8 4295 1 1 0 709.3574

50361 39 22 69.8 4965 1 1 0 1184.0666

50361 39 22 69.8 5472 1 1 0 922.112

50361 39 22 69.8 5553 1 1 0 933.4537

50361 39 22 69.8 5978 1 1 1 800.8735

50361 39 22 69.8 6100 1 1 1 1109.5067

51385 36 23 63.8 1016 1 1 0 530.2681

51385 36 23 63.8 1088 1 0 0 359.8492

51385 36 23 63.8 1327 1 0 0 570.3503

51385 36 23 63.8 1355 1 0 0 573.7986

51385 36 23 63.8 1645 1 0 0 608.2958

51385 36 23 63.8 1846 1 0 0 634.397

51385 36 23 63.8 1934 1 1 0 644.3329

51385 36 23 63.8 1967 1 1 1 648.8071

51385 36 23 63.8 2401 1 1 0 708.8486

51385 36 23 63.8 2489 1 1 1 723.3266

51385 36 23 63.8 2532 1 1 0 731.8453

51385 36 23 63.8 2977 1 0 0 819.927

51385 36 23 63.8 3080 1 0 0 840.4014

51385 36 23 63.8 3137 1 0 0 848.9192

51385 36 23 63.8 3368 1 1 1 889.9346

51385 36 23 63.8 3499 1 0 0 911.9646

51385 36 23 63.8 3652 1 1 1 936.9383

51385 36 23 63.8 3906 1 0 0 976.4474

51385 36 23 63.8 3962 1 0 0 987.001



51385 36 23 63.8 4249 1 0 0 701.0352

51385 36 23 63.8 4295 1 0 0 709.3574

51385 36 23 63.8 5477 1 1 0 923.1111

51385 36 23 63.8 5564 1 1 1 934.7713

51341 36 21 59.7 1016 1 0 0 530.2681

51341 36 21 59.7 1088 1 0 0 359.8492

51341 36 21 59.7 1327 1 0 0 570.3503

51341 36 21 59.7 1355 1 0 0 573.7986

51341 36 21 59.7 1645 1 0 0 608.2958

51341 36 21 59.7 1846 1 0 0 634.397

51341 36 21 59.7 1934 1 0 0 644.3329

51341 36 21 59.7 2011 1 1 1 654.8244

51341 36 21 59.7 2342 1 0 0 701.8322

51341 36 21 59.7 2442 1 1 0 716.3194

51341 36 21 59.7 2532 1 0 0 731.8453

51341 36 21 59.7 2977 1 0 0 819.927

51341 36 21 59.7 3039 1 1 0 833.3937

51341 36 21 59.7 3137 1 0 0 848.9192

51341 36 21 59.7 3395 1 1 1 895.4434

51341 36 21 59.7 3761 1 1 1 950.4709

51341 36 21 59.7 3906 1 0 0 976.4474

51341 36 21 59.7 3962 1 0 0 987.001

51341 36 21 59.7 4249 1 0 0 701.0352

51341 36 21 59.7 5409 1 1 1 913.1083

51341 36 21 59.7 5591 1 1 0 938.783

50310 35 19 54.5 896 1 0 0 514.2821

50310 35 19 54.5 1088 1 0 0 359.8492

50310 35 19 54.5 1327 1 0 0 570.3503

50310 35 19 54.5 1355 1 0 0 573.7986

50310 35 19 54.5 1645 1 0 0 608.2958

50310 35 19 54.5 1846 1 0 0 634.397

50310 35 19 54.5 1974 1 1 1 649.8221

50310 35 19 54.5 2342 1 0 0 701.8322

50310 35 19 54.5 2977 1 0 0 819.927

50310 35 19 54.5 3080 1 0 0 840.4014

50310 35 19 54.5 3137 1 0 0 848.9192

50310 35 19 54.5 3499 1 0 0 911.9646

50310 35 19 54.5 3906 1 0 0 976.4474

50310 35 19 54.5 3962 1 0 0 987.001

50310 35 19 54.5 4249 1 0 0 701.0352

50310 35 19 54.5 4295 1 0 0 709.3574

50310 35 19 54.5 4965 1 0 0 1184.0666

50310 35 19 54.5 5472 1 0 0 922.112

50310 35 19 54.5 5553 1 0 0 933.4537

50194 33 20 74 433 1 1 0 452.2174

50194 33 20 74 736 1 1 0 494.2774

50194 33 20 74 1296 1 1 0 566.7869

50194 33 20 74 1916 1 1 0 642.2554

50194 33 20 74 2316 1 1 0 698.8502

50194 33 20 74 2322 1 1 0 466.2575

50194 33 20 74 2555 1 1 0 737.4354

50194 33 20 74 2873 1 1 0 799.8868

50194 33 20 74 3032 1 1 1 832.4405

50194 33 20 74 3153 1 1 0 851.4556

50194 33 20 74 3401 1 1 0 896.9676

50194 33 20 74 3598 1 1 0 929.4446

50194 33 20 74 3707 1 1 0 943.4762

50194 33 20 74 3971 1 1 0 989.4444



50194 33 20 74 4934 1 1 0 1173.5076

50194 33 20 74 5000 1 1 0 795.7362

50194 33 20 74 5023 1 1 0 1198.0992

50194 33 20 74 5275 1 1 0 1321.1161

50194 33 20 74 6089 1 1 0 1107.9135

50194 33 20 74 6704 1 1 0 1345.4228

50191 33 20 74 433 1 0 0 452.2174

50191 33 20 74 736 1 0 0 494.2774

50191 33 20 74 1296 1 0 0 566.7869

50191 33 20 74 1916 1 0 0 642.2554

50191 33 20 74 2316 1 0 0 698.8502

50191 33 20 74 2322 1 0 0 466.2575

50191 33 20 74 2555 1 0 0 737.4354

50191 33 20 74 2873 1 0 0 799.8868

50191 33 20 74 3116 1 1 1 845.9453

50191 33 20 74 3153 1 0 0 851.4556

50191 33 20 74 3401 1 0 0 896.9676

50191 33 20 74 3598 1 0 0 929.4446

50191 33 20 74 3707 1 0 0 943.4762

50191 33 20 74 3971 1 0 0 989.4444

50191 33 20 74 4934 1 0 0 1173.5076

50191 33 20 74 5000 1 0 0 795.7362

50191 33 20 74 5023 1 0 0 1198.0992

50191 33 20 74 5275 1 0 0 1321.1161

50191 33 20 74 6089 1 0 0 1107.9135

50191 33 20 74 6704 1 0 0 1345.4228

47075 28 21 62.1 585 1 1 1 475.7504

47075 28 21 62.1 620 1 1 0 479.7637

47075 28 21 62.1 804 1 1 0 502.7745

47075 28 21 62.1 861 1 1 0 509.2767

47075 28 21 62.1 979 1 1 0 524.2611

47075 28 21 62.1 1231 1 1 0 557.8451

47075 28 21 62.1 1342 1 1 0 571.7901

47075 28 21 62.1 1479 1 1 0 587.3273

47075 28 21 62.1 2340 1 1 0 701.3696

47075 28 21 62.1 2493 1 1 1 724.3793

47075 28 21 62.1 2649 1 1 0 751.942

47075 28 21 62.1 2824 1 1 1 788.4272

47075 28 21 62.1 2853 1 1 0 794.3544

47075 28 21 62.1 2858 1 1 0 795.4325

47075 28 21 62.1 3513 1 1 0 914.4722

47075 28 21 62.1 3814 1 1 0 961.0053

47075 28 21 62.1 3817 1 1 0 961.5237

47075 28 21 62.1 4195 1 1 0 1038.0453

47075 28 21 62.1 5347 1 1 0 1350.2014

47075 28 21 62.1 5675 1 1 0 1448.2541

47075 28 21 62.1 5909 1 1 1 1569.3109

46960 29 22 69.2 535 1 1 0 468.263

46960 29 22 69.2 620 1 0 0 479.7637

46960 29 22 69.2 700 1 1 1 488.7812

46960 29 22 69.2 804 1 0 0 502.7745

46960 29 22 69.2 861 1 0 0 509.2767

46960 29 22 69.2 979 1 0 0 524.2611

46960 29 22 69.2 1195 1 1 1 552.8296

46960 29 22 69.2 1231 1 0 0 557.8451

46960 29 22 69.2 1342 1 0 0 571.7901

46960 29 22 69.2 1479 1 0 0 587.3273

46960 29 22 69.2 2340 1 0 0 701.3696



46960 29 22 69.2 2649 1 0 0 751.942

46960 29 22 69.2 2853 1 0 0 794.3544

46960 29 22 69.2 2858 1 0 0 795.4325

46960 29 22 69.2 3513 1 0 0 914.4722

46960 29 22 69.2 3814 1 0 0 961.0053

46960 29 22 69.2 3817 1 0 0 961.5237

46960 29 22 69.2 4195 1 0 0 1038.0453

46960 29 22 69.2 5347 1 0 0 1350.2014

46960 29 22 69.2 5675 1 0 0 1448.2541

46960 29 22 69.2 6398 1 1 1 1307.2602

71712 29 22 51.5 1696 1 1 0 614.817

71712 29 22 51.5 1709 1 1 0 616.3265

71712 29 22 51.5 1960 1 1 0 647.8159

71712 29 22 51.5 2003 1 1 1 653.866

71712 29 22 51.5 2082 1 1 0 665.3104

71712 29 22 51.5 2232 1 1 0 687.8081

71712 29 22 51.5 2279 1 1 0 693.8682

71712 29 22 51.5 2434 1 1 1 713.8857

71712 29 22 51.5 2460 1 1 0 718.88

71712 29 22 51.5 2551 1 1 0 737.3461

71712 29 22 51.5 2790 1 1 0 519.589

71712 29 22 51.5 2806 1 1 1 783.9076

71712 29 22 51.5 3030 1 1 0 832.4088

71712 29 22 51.5 3058 1 1 0 838.3683

71712 29 22 51.5 3086 1 1 0 840.9196

71712 29 22 51.5 5194 1 1 1 1280.6297

71712 29 22 51.5 5236 1 1 0 863.4107

71712 29 22 51.5 5287 1 1 0 1329.6356

71712 29 22 51.5 5791 1 1 1 1007.4721

71712 29 22 51.5 5794 1 1 1 1009.1668

71712 29 22 51.5 5808 1 1 1 1526.3534

71712 29 22 51.5 5920 1 1 1 1050.17

615675 25 22 6.1 243 1 1 1 417.2601

615675 25 22 6.1 473 1 1 1 458.2972

615675 25 22 6.1 927 1 1 1 518.2953

615675 25 22 6.1 1778 1 1 1 625.3521

615675 25 22 6.1 1833 1 1 1 632.8313

615675 25 22 6.1 2410 1 1 1 710.8933

615675 25 22 6.1 2470 1 1 1 720.8813

615675 25 22 6.1 2568 1 1 1 739.8438

615675 25 22 6.1 2754 1 1 1 771.4265

615675 25 22 6.1 2932 1 1 1 810.4535

615675 25 22 6.1 3179 1 1 1 854.4695

615675 25 22 6.1 3230 1 1 1 864.9768

615675 25 22 6.1 3710 1 1 1 943.5537

615675 25 22 6.1 3841 1 1 1 643.9946

615675 25 22 6.1 4079 1 1 1 1015.5493

615675 25 22 6.1 4144 1 1 1 1027.5086

615675 25 22 6.1 4174 1 1 1 689.7021

615675 25 22 6.1 4229 1 1 1 1047.0504

615675 25 22 6.1 4263 1 1 1 1055.5943

615675 25 22 6.1 4411 1 1 1 1083.0258

615675 25 22 6.1 4488 1 1 1 1100.0373

615675 25 22 6.1 5175 1 1 1 844.4467

71559 24 20 47 1686 1 1 1 613.7985

71559 24 20 47 1696 1 0 0 614.817

71559 24 20 47 1709 1 0 0 616.3265

71559 24 20 47 1960 1 0 0 647.8159



71559 24 20 47 1965 1 1 1 648.3353

71559 24 20 47 2015 1 1 1 654.8559

71559 24 20 47 2232 1 0 0 687.8081

71559 24 20 47 2279 1 0 0 693.8682

71559 24 20 47 2368 1 1 1 704.3851

71559 24 20 47 2443 1 1 1 716.376

71559 24 20 47 2551 1 0 0 737.3461

71559 24 20 47 2696 1 1 1 761.9042

71559 24 20 47 3058 1 0 0 838.3683

71559 24 20 47 3065 1 1 1 839.4159

71559 24 20 47 3086 1 0 0 840.9196

71559 24 20 47 5214 1 0 0 1287.6359

71559 24 20 47 5236 1 0 0 863.4107

71559 24 20 47 5287 1 0 0 1329.6356

71559 24 20 47 5830 1 1 1 1022.5838

71559 24 20 47 5969 1 1 1 1065.8271

51237 24 16 44.8 803 1 1 1 502.7454

51237 24 16 44.8 1016 1 0 0 530.2681

51237 24 16 44.8 1088 1 0 0 359.8492

51237 24 16 44.8 1327 1 0 0 570.3503

51237 24 16 44.8 1355 1 0 0 573.7986

51237 24 16 44.8 1645 1 0 0 608.2958

51237 24 16 44.8 1846 1 0 0 634.397

51237 24 16 44.8 1952 1 1 1 647.3254

51237 24 16 44.8 2401 1 0 0 708.8486

51237 24 16 44.8 2442 1 0 0 716.3194

51237 24 16 44.8 2532 1 0 0 731.8453

51237 24 16 44.8 2977 1 0 0 819.927

51237 24 16 44.8 3137 1 0 0 848.9192

51237 24 16 44.8 3916 1 1 0 979.003

51237 24 16 44.8 5477 1 0 0 923.1111

51237 24 16 44.8 5608 1 1 1 943.4556

286993 19 16 10 611 1 1 1 478.7582

286993 19 16 10 1056 1 1 1 536.2754

286993 19 16 10 1611 1 1 1 603.4153

286993 19 16 10 2186 1 1 1 680.8828

286993 19 16 10 2193 1 1 1 681.8761

286993 19 16 10 2491 1 1 1 723.4035

286993 19 16 10 2497 1 1 1 724.903

286993 19 16 10 2868 1 1 1 798.4789

286993 19 16 10 3313 1 1 1 881.4819

286993 19 16 10 4131 1 1 1 1025.0565

286993 19 16 10 4242 1 1 1 1049.598

286993 19 16 10 4479 1 1 1 1097.62

286993 19 16 10 4658 1 1 1 746.7787

286993 19 16 10 4666 1 1 1 1120.5908

286993 19 16 10 5190 1 1 1 1278.681

286993 19 16 10 5916 1 1 1 785.9418

50755 22 13 35.6 1016 1 0 0 530.2681

50755 22 13 35.6 1088 1 0 0 359.8492

50755 22 13 35.6 1327 1 0 0 570.3503

50755 22 13 35.6 1355 1 0 0 573.7986

50755 22 13 35.6 1645 1 0 0 608.2958

50755 22 13 35.6 1846 1 0 0 634.397

50755 22 13 35.6 2252 1 1 1 690.824

50755 22 13 35.6 2401 1 0 0 708.8486

50755 22 13 35.6 2977 1 0 0 819.927

50755 22 13 35.6 3080 1 0 0 840.4014



50755 22 13 35.6 3137 1 0 0 848.9192

50755 22 13 35.6 3916 1 0 0 979.003

50755 22 13 35.6 5591 1 0 0 938.783

136636 23 19 23.5 283 1 1 1 424.7529

136636 23 19 23.5 592 1 1 1 476.2483

136636 23 19 23.5 681 1 1 1 486.7717

136636 23 19 23.5 743 1 1 1 494.7841

136636 23 19 23.5 1102 1 1 1 541.3526

136636 23 19 23.5 1384 1 1 1 576.8039

136636 23 19 23.5 1853 1 1 1 635.3615

136636 23 19 23.5 1949 1 1 1 646.826

136636 23 19 23.5 2542 1 1 1 734.8949

136636 23 19 23.5 2580 1 1 1 742.3844

136636 23 19 23.5 2814 1 1 1 784.9199

136636 23 19 23.5 3832 1 1 1 643.0317

136636 23 19 23.5 3893 1 1 1 650.0237

136636 23 19 23.5 3942 1 1 1 983.014

136636 23 19 23.5 4043 1 1 1 1004.0656

136636 23 19 23.5 4671 1 1 1 1121.12

136636 23 19 23.5 5141 1 1 1 834.452

136636 23 19 23.5 5290 1 1 1 887.4531

136636 23 19 23.5 6125 1 1 1 1113.2388

51883 20 14 45.6 1162 1 1 1 548.326

51883 20 14 45.6 1286 1 1 1 565.3266

51883 20 14 45.6 1404 1 1 1 579.3291

51883 20 14 45.6 2289 1 1 1 695.3397

51883 20 14 45.6 3091 1 1 1 841.4777

51883 20 14 45.6 3337 1 1 0 590.2668

51883 20 14 45.6 3464 1 1 1 905.9432

51883 20 14 45.6 3516 1 1 1 610.3261

51883 20 14 45.6 3778 1 1 1 954.029

51883 20 14 45.6 4173 1 1 1 1034.0075

51883 20 14 45.6 4272 1 1 1 1057.5285

51883 20 14 45.6 4320 1 1 1 1068.0727

51883 20 14 45.6 5220 1 1 1 860.4335

51883 20 14 45.6 6254 1 1 1 1145.9186

50250 24 16 49.8 433 1 0 0 452.2174

50250 24 16 49.8 736 1 0 0 494.2774

50250 24 16 49.8 1296 1 0 0 566.7869

50250 24 16 49.8 1916 1 0 0 642.2554

50250 24 16 49.8 2316 1 0 0 698.8502

50250 24 16 49.8 2322 1 0 0 466.2575

50250 24 16 49.8 2721 1 1 1 766.4559

50250 24 16 49.8 2845 1 1 1 792.8793

50250 24 16 49.8 3122 1 1 1 846.4381

50250 24 16 49.8 3153 1 0 0 851.4556

50250 24 16 49.8 3283 1 1 1 875.9642

50250 24 16 49.8 3707 1 0 0 943.4762

50250 24 16 49.8 4934 1 0 0 1173.5076

50250 24 16 49.8 5000 1 0 0 795.7362

50250 24 16 49.8 5050 1 0 0 1205.1053

50250 24 16 49.8 6089 1 0 0 1107.9135

98766 22 17 28.7 937 1 1 0 519.2693

98766 22 17 28.7 1395 1 1 1 578.7742

98766 22 17 28.7 1800 1 1 0 628.3411

98766 22 17 28.7 1843 1 1 1 634.3083

98766 22 17 28.7 1881 1 1 0 639.3143

98766 22 17 28.7 2110 1 1 1 668.8406



98766 22 17 28.7 2352 1 1 0 702.4366

98766 22 17 28.7 2659 1 1 1 503.5729

98766 22 17 28.7 2805 1 1 0 783.4575

98766 22 17 28.7 3193 1 1 1 858.5209

98766 22 17 28.7 3965 1 1 1 659.019

98766 22 17 28.7 4147 1 1 1 1027.5264

98766 22 17 28.7 4269 1 1 1 1056.5295

98766 22 17 28.7 5093 1 1 1 815.4729

98766 22 17 28.7 5109 1 1 1 822.7196

98766 22 17 28.7 5313 1 1 1 893.0995

98766 22 17 28.7 5775 1 1 1 998.1536

37004 17 12 55.3 240 1 1 1 417.2355

37004 17 12 55.3 943 1 1 1 519.7767

37004 17 12 55.3 1333 1 1 1 570.8258

37004 17 12 55.3 2451 1 1 1 717.8827

37004 17 12 55.3 2613 1 1 1 749.927

37004 17 12 55.3 3063 1 1 1 559.6626

37004 17 12 55.3 3280 1 1 1 875.9087

37004 17 12 55.3 3308 1 1 1 881.3974

37004 17 12 55.3 4083 1 1 1 1017.0393

37004 17 12 55.3 4424 1 1 1 1086.5073

37004 17 12 55.3 4702 1 1 1 1125.54

37004 17 12 55.3 5705 1 1 1 975.1256

49813 22 13 38.1 110 1 1 1 390.7101

49813 22 13 38.1 468 1 1 1 457.7869

49813 22 13 38.1 887 1 1 1 513.3081

49813 22 13 38.1 888 1 1 1 513.748

49813 22 13 38.1 1250 1 1 1 560.8029

49813 22 13 38.1 1976 1 1 1 649.8771

49813 22 13 38.1 2506 1 1 1 726.3399

49813 22 13 38.1 2969 1 1 1 545.6382

49813 22 13 38.1 2974 1 1 1 819.4408

49813 22 13 38.1 3317 1 1 1 882.4651

49813 22 13 38.1 4887 1 1 1 771.3808

49813 22 13 38.1 5148 1 1 1 836.114

49813 22 13 38.1 5756 1 1 1 1487.211

47083 18 14 41.5 535 1 0 0 468.263

47083 18 14 41.5 620 1 0 0 479.7637

47083 18 14 41.5 804 1 0 0 502.7745

47083 18 14 41.5 861 1 0 0 509.2767

47083 18 14 41.5 979 1 0 0 524.2611

47083 18 14 41.5 1231 1 0 0 557.8451

47083 18 14 41.5 1479 1 0 0 587.3273

47083 18 14 41.5 2340 1 0 0 701.3696

47083 18 14 41.5 2853 1 0 0 794.3544

47083 18 14 41.5 3513 1 0 0 914.4722

47083 18 14 41.5 3814 1 0 0 961.0053

47083 18 14 41.5 4165 1 1 1 1031.0369

47083 18 14 41.5 5347 1 0 0 1350.2014

47083 18 14 41.5 5675 1 0 0 1448.2541

47735 19 16 59.9 93 1 1 1 383.7504

47735 19 16 59.9 327 1 1 0 433.764

47735 19 16 59.9 1288 1 1 0 565.797

47735 19 16 59.9 1410 1 1 0 579.8293

47735 19 16 59.9 1567 1 1 0 598.2831

47735 19 16 59.9 1964 1 1 0 648.3248

47735 19 16 59.9 1999 1 1 0 653.3361

47735 19 16 59.9 2988 1 1 0 822.9419



47735 19 16 59.9 3625 1 1 0 622.3452

47735 19 16 59.9 3711 1 1 0 943.9539

47735 19 16 59.9 3983 1 1 1 992.4695

47735 19 16 59.9 4082 1 1 1 678.3586

47735 19 16 59.9 4726 1 1 0 753.0273

47735 19 16 59.9 4768 1 1 0 757.01

47735 19 16 59.9 5387 1 1 1 907.5128

47735 19 16 59.9 6379 1 1 1 1277.9342

71456 17 14 31.7 1696 1 0 0 614.817

71456 17 14 31.7 1960 1 0 0 647.8159

71456 17 14 31.7 2082 1 0 0 665.3104

71456 17 14 31.7 2232 1 0 0 687.8081

71456 17 14 31.7 2460 1 0 0 718.88

71456 17 14 31.7 2551 1 0 0 737.3461

71456 17 14 31.7 2790 1 0 0 519.589

71456 17 14 31.7 3040 1 1 1 833.3978

71456 17 14 31.7 3058 1 0 0 838.3683

71456 17 14 31.7 3086 1 0 0 840.9196

71456 17 14 31.7 5214 1 0 0 1287.6359

71456 17 14 31.7 5236 1 0 0 863.4107

71741 15 12 27.1 1577 1 1 1 599.3507

71741 15 12 27.1 1696 1 0 0 614.817

71741 15 12 27.1 1900 1 1 1 639.8507

71741 15 12 27.1 1960 1 0 0 647.8159

71741 15 12 27.1 2232 1 0 0 687.8081

71741 15 12 27.1 2460 1 0 0 718.88

71741 15 12 27.1 2551 1 0 0 737.3461

71741 15 12 27.1 3030 1 0 0 832.4088

71741 15 12 27.1 3058 1 0 0 838.3683

71741 15 12 27.1 3086 1 0 0 840.9196

71741 15 12 27.1 5214 1 0 0 1287.6359

71741 15 12 27.1 5236 1 0 0 863.4107

41112 14 11 36.4 142 1 1 1 397.2265

41112 14 11 36.4 188 1 1 0 408.7505

41112 14 11 36.4 1486 1 1 0 587.8105

41112 14 11 36.4 1674 1 1 0 611.8189

41112 14 11 36.4 2571 1 1 0 740.3928

41112 14 11 36.4 2673 1 1 1 758.3623

41112 14 11 36.4 3092 1 1 1 841.9206

41112 14 11 36.4 3520 1 1 1 915.5025

41112 14 11 36.4 3570 1 1 1 923.9315

41112 14 11 36.4 4393 1 1 0 719.6976

41112 14 11 36.4 4547 1 1 1 1107.0611

41563 13 10 33.6 94 1 1 1 384.2007

41563 13 10 33.6 98 1 1 0 386.2273

41563 13 10 33.6 482 1 1 0 459.2948

41563 13 10 33.6 1619 1 1 1 604.3192

41563 13 10 33.6 1633 1 1 1 606.3072

41563 13 10 33.6 2185 1 1 0 680.8596

41563 13 10 33.6 2371 1 1 1 470.2451

41563 13 10 33.6 2492 1 1 0 723.8742

41563 13 10 33.6 4126 1 1 1 1024.5135

41563 13 10 33.6 5473 1 1 0 1382.6892

41834 14 13 40 98 1 0 0 386.2273

41834 14 13 40 482 1 0 0 459.2948

41834 14 13 40 591 1 1 1 476.2482

41834 14 13 40 908 1 1 1 516.7596

41834 14 13 40 1510 1 1 1 591.811



41834 14 13 40 1551 1 1 0 596.3212

41834 14 13 40 1694 1 1 1 614.8137

41834 14 13 40 2185 1 0 1 680.8596

41834 14 13 40 2344 1 1 1 701.8748

41834 14 13 40 2492 1 0 0 723.8742

41834 14 13 40 2543 1 1 1 735.3817

41834 14 13 40 4139 1 1 1 1025.9984

41834 14 13 40 5473 1 0 0 1382.6892

41937 16 13 54.9 158 1 1 0 400.7718

41937 16 13 54.9 698 1 1 0 488.7276

41937 16 13 54.9 1436 1 1 0 582.3023

41937 16 13 54.9 1555 1 1 0 596.7684

41937 16 13 54.9 2557 1 1 1 738.3413

41937 16 13 54.9 2675 1 1 0 758.3777

41937 16 13 54.9 3355 1 1 0 887.9518

41937 16 13 54.9 3596 1 1 1 928.469

41937 16 13 54.9 3895 1 1 0 974.94

41937 16 13 54.9 3910 1 1 0 977.5349

41937 16 13 54.9 4489 1 1 1 1100.0404

41937 16 13 54.9 5927 1 1 0 1051.2186

41937 16 13 54.9 5965 1 1 1 1065.5103

31671 15 10 44.8 307 1 1 0 429.2456

31671 15 10 44.8 348 1 1 0 436.2541

31671 15 10 44.8 720 1 1 1 492.2524

31671 15 10 44.8 1568 1 1 1 598.2951

31671 15 10 44.8 2028 1 1 1 657.3207

31671 15 10 44.8 2465 1 1 1 719.3836

31671 15 10 44.8 2537 1 1 1 733.3932

31671 15 10 44.8 2900 1 1 1 805.4065

31671 15 10 44.8 3803 1 1 1 959.4702

31671 15 10 44.8 5494 1 1 1 694.104

36185 16 13 49.5 562 1 1 1 472.2581

36185 16 13 49.5 1053 1 1 1 535.8266

36185 16 13 49.5 1772 1 1 1 416.9029

36185 16 13 49.5 1981 1 1 1 650.8484

36185 16 13 49.5 1996 1 1 1 652.3788

36185 16 13 49.5 2019 1 1 1 655.8137

36185 16 13 49.5 2253 1 1 1 690.8266

36185 16 13 49.5 2608 1 1 1 747.8806

36185 16 13 49.5 2672 1 1 1 505.2835

36185 16 13 49.5 2742 1 1 1 512.6553

36185 16 13 49.5 3342 1 1 1 885.4294

36185 16 13 49.5 4371 1 1 1 717.7313

36185 16 13 49.5 4905 1 1 1 1161.1086

105902 19 18 27.2 151 1 1 1 399.764

105902 19 18 27.2 682 1 1 1 486.7772

105902 19 18 27.2 901 1 1 0 515.2877

105902 19 18 27.2 941 1 1 0 519.7677

105902 19 18 27.2 993 1 1 1 525.7702

105902 19 18 27.2 1237 1 1 0 558.7982

105902 19 18 27.2 1409 1 1 0 579.8216

105902 19 18 27.2 1413 1 1 0 580.3004

105902 19 18 27.2 2265 1 1 0 691.8853

105902 19 18 27.2 2324 1 1 0 699.3723

105902 19 18 27.2 2565 1 1 0 738.8949

105902 19 18 27.2 2666 1 1 0 756.8654

105902 19 18 27.2 3733 1 1 1 946.5266

105902 19 18 27.2 3923 1 1 0 653.6862



105902 19 18 27.2 3986 1 1 0 993.482

105902 19 18 27.2 4087 1 1 0 678.3803

105902 19 18 27.2 5150 1 1 0 836.799

105902 19 18 27.2 6370 1 1 0 954.7689

47236 16 13 48 327 1 0 0 433.764

47236 16 13 48 1288 1 0 0 565.797

47236 16 13 48 1410 1 0 0 579.8293

47236 16 13 48 1567 1 0 0 598.2831

47236 16 13 48 1964 1 0 0 648.3248

47236 16 13 48 1999 1 0 0 653.3361

47236 16 13 48 2988 1 0 0 822.9419

47236 16 13 48 3625 1 0 0 622.3452

47236 16 13 48 3711 1 0 0 943.9539

47236 16 13 48 3983 1 0 1 992.4695

47236 16 13 48 4726 1 0 0 753.0273

47236 16 13 48 4768 1 0 0 757.01

47236 16 13 48 6380 1 1 1 1278.2726

65547 17 14 30.5 143 1 1 1 397.2324

65547 17 14 30.5 1289 1 1 1 566.239

65547 17 14 30.5 1412 1 1 0 580.2546

65547 17 14 30.5 1538 1 1 0 594.3551

65547 17 14 30.5 1642 1 1 1 607.7773

65547 17 14 30.5 1822 1 1 1 631.3422

65547 17 14 30.5 2616 1 1 1 750.8459

65547 17 14 30.5 2875 1 1 1 533.614

65547 17 14 30.5 3210 1 1 0 860.8774

65547 17 14 30.5 3479 1 1 1 908.4598

65547 17 14 30.5 3726 1 1 1 945.9748

65547 17 14 30.5 5054 1 1 0 1205.571

65547 17 14 30.5 5076 1 1 1 1214.6242

65547 17 14 30.5 5231 1 1 1 862.1197

196643 13 11 9.1 241 1 1 1 417.2477

196643 13 11 9.1 815 1 1 1 503.7807

196643 13 11 9.1 1055 1 1 1 536.2681

196643 13 11 9.1 1183 1 1 1 551.8034

196643 13 11 9.1 1911 1 1 1 640.9

196643 13 11 9.1 2042 1 1 1 659.3615

196643 13 11 9.1 2447 1 1 1 717.3645

196643 13 11 9.1 3166 1 1 1 853.4322

196643 13 11 9.1 4923 1 1 1 1169.083

196643 13 11 9.1 5059 1 1 1 1206.6101

196643 13 11 9.1 6211 1 1 1 1128.177

52347 7 6 22.8 1388 1 1 1 576.8605

52347 7 6 22.8 3141 1 1 1 849.3845

52347 7 6 22.8 3411 1 1 1 898.9054

52347 7 6 22.8 4367 1 1 1 1075.5689

52347 7 6 22.8 4936 1 1 1 1174.097

52347 7 6 22.8 5600 1 1 1 941.8219

103283 13 12 16.7 869 1 1 1 510.2588

103283 13 12 16.7 987 1 1 1 524.775

103283 13 12 16.7 1535 1 1 1 594.3223

103283 13 12 16.7 1886 1 1 1 639.3581

103283 13 12 16.7 1917 1 1 1 642.3151

103283 13 12 16.7 1995 1 1 1 652.3614

103283 13 12 16.7 2423 1 1 1 712.8855

103283 13 12 16.7 2484 1 1 1 722.3947

103283 13 12 16.7 2534 1 1 1 731.8877

103283 13 12 16.7 2989 1 1 1 822.9748



103283 13 12 16.7 3538 1 1 1 918.9739

103283 13 12 16.7 5130 1 1 1 829.0773

49487 11 9 31.2 685 1 1 1 486.79

49487 11 9 31.2 1543 1 1 1 595.824

49487 11 9 31.2 1730 1 1 1 619.3298

49487 11 9 31.2 1935 1 1 1 644.3573

49487 11 9 31.2 3285 1 1 1 876.4351

49487 11 9 31.2 4345 1 1 1 715.0172

49487 11 9 31.2 4352 1 1 1 1073.0568

49487 11 9 31.2 4471 1 1 1 1095.5724

49487 11 9 31.2 4512 1 1 1 1102.5718

103616 16 16 25.7 901 1 0 0 515.2877

103616 16 16 25.7 941 1 0 0 519.7677

103616 16 16 25.7 1237 1 0 0 558.7982

103616 16 16 25.7 1409 1 0 0 579.8216

103616 16 16 25.7 1413 1 0 0 580.3004

103616 16 16 25.7 2265 1 0 0 691.8853

103616 16 16 25.7 2324 1 0 0 699.3723

103616 16 16 25.7 2430 1 1 1 713.8337

103616 16 16 25.7 2565 1 0 0 738.8949

103616 16 16 25.7 2666 1 0 0 756.8654

103616 16 16 25.7 3923 1 0 0 653.6862

103616 16 16 25.7 3986 1 0 0 993.482

103616 16 16 25.7 4087 1 0 0 678.3803

103616 16 16 25.7 5150 1 0 0 836.799

103616 16 16 25.7 6370 1 0 0 954.7689

58863 14 14 36.3 530 1 1 1 467.2378

58863 14 14 36.3 1145 1 1 1 546.3029

58863 14 14 36.3 1424 1 1 1 581.2935

58863 14 14 36.3 1439 1 1 1 582.3243

58863 14 14 36.3 1580 1 1 1 600.3242

58863 14 14 36.3 2103 1 1 1 667.3625

58863 14 14 36.3 2901 1 1 1 805.4427

58863 14 14 36.3 3157 1 1 1 851.8718

58863 14 14 36.3 3212 1 1 1 860.94

58863 14 14 36.3 3960 1 1 1 657.6892

58863 14 14 36.3 4485 1 1 1 1099.0574

58863 14 14 36.3 5286 1 1 1 886.4545

58863 14 14 36.3 5514 1 1 1 928.4688

58863 14 14 36.3 5696 1 1 1 971.1671

73315 12 11 21.6 727 1 1 0 492.7896

73315 12 11 21.6 1771 1 1 1 624.8451

73315 12 11 21.6 1773 1 1 1 625.2859

73315 12 11 21.6 1802 1 1 0 628.8126

73315 12 11 21.6 1957 1 1 1 647.7949

73315 12 11 21.6 2190 1 1 1 681.3748

73315 12 11 21.6 2448 1 1 0 717.3686

73315 12 11 21.6 2567 1 1 1 739.385

73315 12 11 21.6 3470 1 1 1 907.4807

73315 12 11 21.6 3498 1 1 1 911.9534

73315 12 11 21.6 3555 1 1 1 920.4495

94743 13 12 19.8 56 1 1 1 372.6948

94743 13 12 19.8 90 1 1 1 383.2107

94743 13 12 19.8 442 1 1 1 453.7377

94743 13 12 19.8 952 1 1 1 520.3343

94743 13 12 19.8 1779 1 1 1 625.3661

94743 13 12 19.8 2509 1 1 1 726.8488

94743 13 12 19.8 2689 1 1 1 759.8401



94743 13 12 19.8 2809 1 1 1 784.3691

94743 13 12 19.8 3427 1 1 1 900.4672

94743 13 12 19.8 4727 1 1 1 1129.105

94743 13 12 19.8 5029 1 1 1 800.3915

94743 13 12 19.8 5717 1 1 1 978.1487

59235 8 7 21.2 1789 1 1 1 626.8845

59235 8 7 21.2 2213 1 1 0 685.3193

59235 8 7 21.2 2774 1 1 1 775.4323

59235 8 7 21.2 2916 1 1 0 807.9607

59235 8 7 21.2 3045 1 1 0 835.4178

59235 8 7 21.2 4044 1 1 1 669.7419

59235 8 7 21.2 5831 1 1 1 1023.1322

40001 13 10 33.2 1474 1 1 1 586.8018

40001 13 10 33.2 1561 1 1 0 597.335

40001 13 10 33.2 1653 1 1 0 609.306

40001 13 10 33.2 1907 1 1 1 640.8188

40001 13 10 33.2 2418 1 1 0 712.3355

40001 13 10 33.2 2581 1 1 1 742.4144

40001 13 10 33.2 2851 1 1 1 793.9411

40001 13 10 33.2 3434 1 1 1 902.4697

40001 13 10 33.2 4085 1 1 1 678.3626

40001 13 10 33.2 4796 1 1 1 1138.5913

29784 8 7 53.3 1749 1 1 1 621.8284

29784 8 7 53.3 3857 1 1 1 968.0204

29784 8 7 53.3 5079 1 1 1 1216.1233

29784 8 7 53.3 5129 1 1 1 1242.6153

29784 8 7 53.3 5589 1 1 1 938.5068

29784 8 7 53.3 5736 1 1 1 982.8298

29784 8 7 53.3 6437 1 1 1 1026.2778

10285 8 5 54.6 489 1 1 1 460.7468

10285 8 5 54.6 553 1 1 1 471.2582

10285 8 5 54.6 2468 1 1 1 720.3466

10285 8 5 54.6 2674 1 1 1 758.3673

10285 8 5 54.6 4392 1 1 1 1078.5152

120769 12 11 13.8 1176 1 1 1 550.8374

120769 12 11 13.8 1712 1 1 1 617.3159

120769 12 11 13.8 1769 1 1 1 624.798

120769 12 11 13.8 1814 1 1 1 629.8554

120769 12 11 13.8 1883 1 1 1 639.3401

120769 12 11 13.8 1912 1 1 1 641.3162

120769 12 11 13.8 2198 1 1 1 682.8433

120769 12 11 13.8 2363 1 1 1 703.792

120769 12 11 13.8 2788 1 1 1 778.4375

120769 12 11 13.8 4509 1 1 1 735.0511

120769 12 11 13.8 5133 1 1 1 830.4464

59765 13 9 22.8 696 1 1 0 488.2844

59765 13 9 22.8 1480 1 1 1 587.3348

59765 13 9 22.8 1897 1 1 1 639.8215

59765 13 9 22.8 2302 1 1 1 697.4112

59765 13 9 22.8 2428 1 1 1 713.3905

59765 13 9 22.8 2519 1 1 1 729.4236

59765 13 9 22.8 2599 1 1 1 746.8908

59765 13 9 22.8 3623 1 1 1 932.9753

59765 13 9 22.8 5330 1 1 1 896.7966

31696 12 10 44.4 307 1 0 0 429.2456

31696 12 10 44.4 348 1 0 0 436.2541

31696 12 10 44.4 582 1 1 1 475.2769

31696 12 10 44.4 1074 1 1 1 537.7745



31696 12 10 44.4 1664 1 1 1 610.3311

31696 12 10 44.4 2306 1 1 1 697.8798

31696 12 10 44.4 2373 1 1 1 704.8827

31696 12 10 44.4 2823 1 1 1 788.4223

31696 12 10 44.4 3948 1 1 1 984.4434

31696 12 10 44.4 5407 1 1 1 912.7852

63798 13 12 27.2 27 1 1 1 360.2262

63798 13 12 27.2 413 1 1 1 449.292

63798 13 12 27.2 1412 1 0 0 580.2546

63798 13 12 27.2 1518 1 1 1 592.7719

63798 13 12 27.2 1538 1 0 0 594.3551

63798 13 12 27.2 2582 1 1 1 495.5682

63798 13 12 27.2 2749 1 1 1 513.2858

63798 13 12 27.2 2767 1 1 1 774.9043

63798 13 12 27.2 3210 1 0 0 860.8774

63798 13 12 27.2 3410 1 1 1 898.8766

63798 13 12 27.2 3768 1 0 1 952.9825

63798 13 12 27.2 5054 1 0 0 1205.571

72129 7 6 14.8 1948 1 1 1 646.379

72129 7 6 14.8 2486 1 1 1 722.406

72129 7 6 14.8 3345 1 1 1 886.0199

72129 7 6 14.8 3740 1 1 1 947.4667

72129 7 6 14.8 3826 1 1 1 963.0166

72129 7 6 14.8 5170 1 1 1 843.0563

109501 9 8 10.7 628 1 1 1 480.7974

109501 9 8 10.7 818 1 1 1 503.7882

109501 9 8 10.7 932 1 1 1 518.782

109501 9 8 10.7 1305 1 1 1 567.3317

109501 9 8 10.7 2585 1 1 1 743.9272

109501 9 8 10.7 3273 1 1 1 874.4511

109501 9 8 10.7 3795 1 1 1 957.9873

109501 9 8 10.7 5107 1 1 1 1231.1429

44356 7 6 24.6 883 1 1 1 512.7433

44356 7 6 24.6 1086 1 1 1 539.2657

44356 7 6 24.6 1896 1 1 1 639.8161

44356 7 6 24.6 3851 1 1 1 967.4698

44356 7 6 24.6 4497 1 1 1 1101.5516

44356 7 6 24.6 6201 1 1 1 1125.5311

83408 10 10 16.9 753 1 1 1 495.7842

83408 10 10 16.9 956 1 1 1 521.751

83408 10 10 16.9 1723 1 1 1 618.8243

83408 10 10 16.9 1808 1 1 1 628.8295

83408 10 10 16.9 2075 1 1 1 442.565

83408 10 10 16.9 2547 1 1 1 735.9007

83408 10 10 16.9 2990 1 1 1 823.4196

83408 10 10 16.9 2999 1 1 1 825.4008

83408 10 10 16.9 3041 1 1 1 833.4274

83408 10 10 16.9 3200 1 1 1 572.9799

65220 9 6 17 1356 1 1 1 573.8037

65220 9 6 17 1731 1 1 1 619.7949

65220 9 6 17 3016 1 1 1 829.4138

65220 9 6 17 3231 1 1 1 865.9202

65220 9 6 17 4413 1 1 1 1083.5525

65220 9 6 17 5323 1 1 1 894.1204

44974 7 6 25.1 2247 1 1 1 690.3619

44974 7 6 25.1 2339 1 1 1 701.3682

44974 7 6 25.1 2765 1 1 1 773.8977

44974 7 6 25.1 2927 1 1 1 809.9345



44974 7 6 25.1 4395 1 1 1 1079.4994

44974 7 6 25.1 5801 1 1 1 1014.1701

40949 9 8 25.9 188 1 0 0 408.7505

40949 9 8 25.9 1486 1 0 0 587.8105

40949 9 8 25.9 1674 1 0 0 611.8189

40949 9 8 25.9 2571 1 0 0 740.3928

40949 9 8 25.9 2673 1 0 1 758.3623

40949 9 8 25.9 3429 1 1 1 900.9721

40949 9 8 25.9 3501 1 1 1 608.3263

40949 9 8 25.9 4393 1 0 0 719.6976

20667 8 7 53.6 1139 1 1 1 545.318

20667 8 7 53.6 1189 1 1 1 552.3098

20667 8 7 53.6 2803 1 1 1 783.3834

20667 8 7 53.6 2993 1 1 1 823.8878

20667 8 7 53.6 4257 1 1 1 702.7014

20667 8 7 53.6 4378 1 1 1 718.3514

20667 8 7 53.6 4907 1 1 1 1162.124

44960 11 10 30.6 50 1 1 0 369.7472

44960 11 10 30.6 524 1 1 0 466.2765

44960 11 10 30.6 1410 1 0 0 579.8293

44960 11 10 30.6 1864 1 1 0 637.3246

44960 11 10 30.6 1879 1 1 0 638.8489

44960 11 10 30.6 2025 1 1 0 656.7965

44960 11 10 30.6 2298 1 1 0 696.8827

44960 11 10 30.6 2326 1 1 0 699.8286

44960 11 10 30.6 3864 1 1 1 968.9875

44960 11 10 30.6 4585 1 1 0 741.7413

58865 9 8 22.4 632 1 1 1 481.2713

58865 9 8 22.4 1737 1 1 1 620.8196

58865 9 8 22.4 2320 1 1 1 466.2504

58865 9 8 22.4 2349 1 1 1 702.3623

58865 9 8 22.4 2882 1 1 1 801.858

58865 9 8 22.4 3203 1 1 1 859.4498

58865 9 8 22.4 3837 1 1 1 964.9996

58865 9 8 22.4 5716 1 1 1 978.1474

41876 12 9 35 158 1 0 0 400.7718

41876 12 9 35 698 1 0 0 488.7276

41876 12 9 35 852 1 1 0 507.7442

41876 12 9 35 1436 1 0 0 582.3023

41876 12 9 35 2675 1 0 0 758.3777

41876 12 9 35 3895 1 0 0 974.94

41876 12 9 35 3910 1 0 0 977.5349

41876 12 9 35 4545 1 1 0 1107.0481

41876 12 9 35 5927 1 0 0 1051.2186

125058 12 11 18.5 782 1 1 1 499.3238

125058 12 11 18.5 1455 1 1 1 583.8061

125058 12 11 18.5 1991 1 1 1 651.9041

125058 12 11 18.5 4422 1 1 1 1085.6006

125058 12 11 18.5 4439 1 1 1 1089.0721

125058 12 11 18.5 4490 1 1 1 733.7071

125058 12 11 18.5 4988 1 1 1 1190.5692

125058 12 11 18.5 5145 1 1 1 1252.6302

125058 12 11 18.5 5240 1 1 1 864.4177

125058 12 11 18.5 5518 1 1 1 696.8503

125058 12 11 18.5 5554 1 1 1 933.8481

22118 10 9 57.7 414 1 1 1 449.7533

22118 10 9 57.7 1468 1 1 1 585.8052

22118 10 9 57.7 1740 1 1 1 620.8558



22118 10 9 57.7 2235 1 1 1 688.3839

22118 10 9 57.7 2839 1 1 1 791.9307

22118 10 9 57.7 3400 1 1 1 598.3051

22118 10 9 57.7 3629 1 1 1 933.4738

22118 10 9 57.7 3638 1 1 1 623.335

22118 10 9 57.7 3796 1 1 1 639.0106

67582 8 7 17.6 1419 1 1 1 580.8332

67582 8 7 17.6 1516 1 1 1 592.3192

67582 8 7 17.6 1621 1 1 1 604.3375

67582 8 7 17.6 1820 1 1 1 630.8452

67582 8 7 17.6 2091 1 1 1 665.86

67582 8 7 17.6 2715 1 1 1 764.9321

67582 8 7 17.6 6322 1 1 1 1204.5782

73174 11 10 18.2 308 1 1 1 429.2633

73174 11 10 18.2 727 1 0 0 492.7896

73174 11 10 18.2 1287 1 1 1 565.7876

73174 11 10 18.2 1545 1 1 1 595.8425

73174 11 10 18.2 1720 1 1 1 618.2908

73174 11 10 18.2 1802 1 0 0 628.8126

73174 11 10 18.2 2403 1 1 1 709.3671

73174 11 10 18.2 2448 1 0 0 717.3686

73174 11 10 18.2 2911 1 1 1 538.6291

73174 11 10 18.2 5101 1 1 1 1228.7036

55711 7 7 22.5 1264 1 1 1 562.2932

55711 7 7 22.5 1830 1 1 1 421.8862

55711 7 7 22.5 2036 1 1 1 658.8381

55711 7 7 22.5 2797 1 1 1 780.9084

55711 7 7 22.5 4273 1 1 1 1058.5105

55711 7 7 22.5 4983 1 1 1 1188.5606

55711 7 7 22.5 5096 1 1 1 817.3916

42056 11 10 39.8 158 1 0 0 400.7718

42056 11 10 39.8 698 1 0 0 488.7276

42056 11 10 39.8 1294 1 1 0 566.767

42056 11 10 39.8 1436 1 0 0 582.3023

42056 11 10 39.8 2675 1 0 0 758.3777

42056 11 10 39.8 3396 1 1 1 895.9478

42056 11 10 39.8 3953 1 0 1 657.0319

42056 11 10 39.8 3966 1 1 0 659.2991

42056 11 10 39.8 4545 1 0 0 1107.0481

42056 11 10 39.8 5927 1 0 0 1051.2186

137407 9 8 8.1 739 1 1 1 494.7458

137407 9 8 8.1 924 1 1 1 518.2829

137407 9 8 8.1 1605 1 1 1 603.2808

137407 9 8 8.1 1775 1 1 1 625.3124

137407 9 8 8.1 2272 1 1 1 692.3793

137407 9 8 8.1 2612 1 1 1 748.922

137407 9 8 8.1 2925 1 1 1 809.9277

137407 9 8 8.1 3792 1 1 1 957.0774

47357 9 9 28 547 1 1 1 470.7765

47357 9 9 28 1849 1 1 1 634.809

47357 9 9 28 2018 1 1 0 655.3793

47357 9 9 28 2183 1 1 0 680.3979

47357 9 9 28 2226 1 1 1 686.8794

47357 9 9 28 3008 1 1 0 827.4098

47357 9 9 28 3061 1 1 1 838.9143

47357 9 9 28 3774 1 1 1 953.5119

47357 9 9 28 3898 1 1 1 975.4372

65977 9 8 17.4 255 1 1 1 420.2368



65977 9 8 17.4 1504 1 1 1 591.2936

65977 9 8 17.4 1938 1 1 1 644.8587

65977 9 8 17.4 2376 1 1 1 705.3523

65977 9 8 17.4 2717 1 1 1 765.4109

65977 9 8 17.4 2745 1 1 1 512.9919

65977 9 8 17.4 2867 1 1 1 532.2948

65977 9 8 17.4 3496 1 1 1 910.9609

59440 8 8 22.2 458 1 1 1 456.2521

59440 8 8 22.2 1845 1 1 1 634.3714

59440 8 8 22.2 2213 1 0 0 685.3193

59440 8 8 22.2 2829 1 1 1 526.6225

59440 8 8 22.2 2916 1 0 0 807.9607

59440 8 8 22.2 3045 1 0 0 835.4178

59440 8 8 22.2 4617 1 1 1 743.758

59440 8 8 22.2 5137 1 1 1 831.4548

64169 6 5 12.3 1514 1 1 0 591.8583

64169 6 5 12.3 1582 1 1 1 600.3352

64169 6 5 12.3 1910 1 1 0 640.8874

64169 6 5 12.3 2783 1 1 0 776.8809

64169 6 5 12.3 5205 1 1 1 1285.2104

86221 9 8 12.4 77 1 1 1 378.2244

86221 9 8 12.4 892 1 1 1 513.8008

86221 9 8 12.4 962 1 1 1 522.2905

86221 9 8 12.4 1649 1 1 1 608.816

86221 9 8 12.4 1746 1 1 1 414.8763

86221 9 8 12.4 1780 1 1 1 625.8221

86221 9 8 12.4 2093 1 1 1 665.8822

86221 9 8 12.4 4878 1 1 1 1154.5816

47005 9 8 26.7 589 1 1 1 475.7692

47005 9 8 26.7 1660 1 1 1 406.5847

47005 9 8 26.7 1950 1 1 1 431.558

47005 9 8 26.7 2603 1 1 1 747.3686

47005 9 8 26.7 2769 1 1 1 774.9479

47005 9 8 26.7 3928 1 1 1 654.6624

47005 9 8 26.7 4239 1 1 1 699.3958

47005 9 8 26.7 4897 1 1 1 1159.5237

62339 9 9 19.7 122 1 1 0 393.2604

62339 9 9 19.7 218 1 1 0 413.755

62339 9 9 19.7 858 1 1 0 508.7665

62339 9 9 19.7 1572 1 1 0 598.8716

62339 9 9 19.7 1842 1 1 0 634.2915

62339 9 9 19.7 2398 1 1 1 708.3952

62339 9 9 19.7 2702 1 1 0 762.884

62339 9 9 19.7 3023 1 1 0 831.4047

62339 9 9 19.7 5253 1 1 1 873.1451

47042 9 9 37.6 256 1 1 1 420.763

47042 9 9 37.6 1037 1 1 0 533.3025

47042 9 9 37.6 2215 1 1 1 685.8473

47042 9 9 37.6 2407 1 1 1 710.3573

47042 9 9 37.6 2480 1 1 0 722.3346

47042 9 9 37.6 4403 1 1 1 721.3118

47042 9 9 37.6 5390 1 1 1 907.7922

47042 9 9 37.6 5792 1 1 1 1007.7668

47042 9 9 37.6 6252 1 1 1 858.9364

43168 11 11 38.4 91 1 1 1 383.2162

43168 11 11 38.4 354 1 1 1 437.2618

43168 11 11 38.4 705 1 1 1 490.2403

43168 11 11 38.4 1615 1 1 1 603.8068



43168 11 11 38.4 1970 1 1 1 432.9306

43168 11 11 38.4 2511 1 1 1 727.3805

43168 11 11 38.4 2620 1 1 1 751.8641

43168 11 11 38.4 3028 1 1 1 831.9226

43168 11 11 38.4 3457 1 1 1 905.4186

43168 11 11 38.4 4992 1 1 1 795.0952

43168 11 11 38.4 5283 1 1 1 883.7834

47389 8 7 25.5 1410 1 0 0 579.8293

47389 8 7 25.5 2129 1 1 1 671.3181

47389 8 7 25.5 2574 1 1 1 493.9593

47389 8 7 25.5 3360 1 1 1 592.6292

47389 8 7 25.5 3745 1 1 1 948.4562

47389 8 7 25.5 3868 1 1 1 970.4803

47389 8 7 25.5 5081 1 1 1 811.7602

116744 5 5 7.5 517 1 1 1 465.2926

116744 5 5 7.5 2120 1 1 1 669.8689

116744 5 5 7.5 2270 1 1 1 692.3498

116744 5 5 7.5 4557 1 1 1 739.7753

116744 5 5 7.5 4871 1 1 1 1152.0987

123905 6 6 6.8 961 1 1 1 522.2854

123905 6 6 6.8 2131 1 1 1 671.3378

123905 6 6 6.8 2197 1 1 1 682.4027

123905 6 6 6.8 3048 1 1 1 836.4709

123905 6 6 6.8 5098 1 1 1 1225.6447

123905 6 6 6.8 5386 1 1 1 907.4945

59477 5 5 18.2 1569 1 1 1 598.3265

59477 5 5 18.2 3430 1 1 1 900.9997

59477 5 5 18.2 3595 1 1 1 928.0329

59477 5 5 18.2 4584 1 1 1 1112.0987

59477 5 5 18.2 5984 1 1 1 1068.2241

42064 11 9 31.6 158 1 0 0 400.7718

42064 11 9 31.6 698 1 0 0 488.7276

42064 11 9 31.6 852 1 0 0 507.7442

42064 11 9 31.6 1436 1 0 0 582.3023

42064 11 9 31.6 1555 1 0 0 596.7684

42064 11 9 31.6 2675 1 0 0 758.3777

42064 11 9 31.6 3355 1 0 0 887.9518

42064 11 9 31.6 3855 1 1 0 645.6233

153955 7 7 7.5 1946 1 1 1 646.3483

153955 7 7 7.5 1966 1 1 1 648.4242

153955 7 7 7.5 2236 1 1 1 688.4134

153955 7 7 7.5 3875 1 1 1 648.3701

153955 7 7 7.5 4078 1 1 1 1015.07

153955 7 7 7.5 4191 1 1 1 1037.567

153955 7 7 7.5 5272 1 1 1 879.1386

40331 5 5 22.2 1541 1 1 1 595.3243

40331 5 5 22.2 2136 1 1 1 672.3616

40331 5 5 22.2 2369 1 1 1 704.8406

40331 5 5 22.2 3504 1 1 1 912.48

40331 5 5 22.2 5125 1 1 1 1240.5409

44425 7 6 22.5 702 1 1 1 489.7667

44425 7 6 22.5 874 1 1 1 511.2872

44425 7 6 22.5 2164 1 1 1 677.4026

44425 7 6 22.5 2719 1 1 1 766.3647

44425 7 6 22.5 3093 1 1 1 841.9223

44425 7 6 22.5 5878 1 1 1 1036.8457

100826 10 9 16.9 1212 1 1 1 555.274

100826 10 9 16.9 1362 1 1 1 574.8013



100826 10 9 16.9 1983 1 1 1 651.3286

100826 10 9 16.9 2600 1 1 1 746.9033

100826 10 9 16.9 2759 1 1 1 515.2841

100826 10 9 16.9 4120 1 1 1 1023.0552

100826 10 9 16.9 5154 1 1 1 837.682

100826 10 9 16.9 5662 1 1 1 962.844

100826 10 9 16.9 5887 1 1 1 779.1661

98576 7 6 8.6 937 1 0 0 519.2693

98576 7 6 8.6 1800 1 0 0 628.3411

98576 7 6 8.6 1881 1 0 0 639.3143

98576 7 6 8.6 2352 1 0 0 702.4366

98576 7 6 8.6 2805 1 0 0 783.4575

98576 7 6 8.6 3155 1 1 1 851.5133

57763 10 9 25.6 14 1 1 1 356.7213

57763 10 9 25.6 1476 1 1 1 587.3002

57763 10 9 25.6 2054 1 1 1 440.8809

57763 10 9 25.6 2327 1 1 1 699.8429

57763 10 9 25.6 2710 1 1 1 763.8906

57763 10 9 25.6 3836 1 1 1 643.6541

57763 10 9 25.6 4789 1 1 1 1136.5868

57763 10 9 25.6 5165 1 1 1 841.4655

57763 10 9 25.6 6086 1 1 1 1107.5528

219009 5 5 3.6 1184 1 1 1 551.8349

219009 5 5 3.6 2024 1 1 1 656.3978

219009 5 5 3.6 2762 1 1 1 772.9028

219009 5 5 3.6 3225 1 1 1 863.428

219009 5 5 3.6 4921 1 1 1 778.4284

61584 8 8 15.3 122 1 0 0 393.2604

61584 8 8 15.3 218 1 0 0 413.755

61584 8 8 15.3 858 1 0 0 508.7665

61584 8 8 15.3 1572 1 0 0 598.8716

61584 8 8 15.3 1842 1 0 0 634.2915

61584 8 8 15.3 2406 1 1 1 709.8504

61584 8 8 15.3 2702 1 0 0 762.884

61584 8 8 15.3 3023 1 0 0 831.4047

39964 6 5 18 1561 1 0 0 597.335

39964 6 5 18 1653 1 0 0 609.306

39964 6 5 18 2418 1 0 0 712.3355

39964 6 5 18 2544 1 1 1 735.4066

39964 6 5 18 4652 1 1 1 1118.5751

34389 5 5 26.9 259 1 1 1 421.2662

34389 5 5 26.9 2071 1 1 1 662.8954

34389 5 5 26.9 2877 1 1 1 800.4107

34389 5 5 26.9 3074 1 1 1 839.9171

34389 5 5 26.9 6059 1 1 1 1101.5703

90209 7 6 10.3 1515 1 1 1 592.303

90209 7 6 10.3 1575 1 1 1 599.2982

90209 7 6 10.3 2021 1 1 1 655.8255

90209 7 6 10.3 2598 1 1 1 746.4067

90209 7 6 10.3 2738 1 1 1 768.3675

90209 7 6 10.3 5045 1 1 1 1204.1301

44788 7 7 20.4 554 1 1 0 471.28

44788 7 7 20.4 922 1 1 1 517.7687

44788 7 7 20.4 2487 1 1 0 482.2237

44788 7 7 20.4 2816 1 1 0 524.9218

44788 7 7 20.4 2906 1 1 0 807.4055

44788 7 7 20.4 3839 1 1 1 965.4065

44788 7 7 20.4 4427 1 1 0 1086.5388



45894 7 7 23 759 1 1 1 496.7741

45894 7 7 23 1410 1 0 0 579.8293

45894 7 7 23 1856 1 1 1 424.5668

45894 7 7 23 1940 1 1 1 645.3055

45894 7 7 23 2411 1 1 1 474.2806

45894 7 7 23 4076 1 1 1 1015.0332

45894 7 7 23 4185 1 1 1 1035.4696

80287 7 6 11.9 1809 1 1 0 628.8516

80287 7 6 11.9 1944 1 1 0 646.3225

80287 7 6 11.9 2056 1 1 0 660.8327

80287 7 6 11.9 2713 1 1 1 764.4039

80287 7 6 11.9 2841 1 1 1 528.6018

80287 7 6 11.9 4664 1 1 1 1120.5792

40463 7 5 16.3 336 1 1 1 435.2531

40463 7 5 16.3 764 1 1 1 497.2813

40463 7 5 16.3 1173 1 1 1 550.7581

40463 7 5 16.3 2828 1 1 1 789.3995

40463 7 5 16.3 4334 1 1 1 1069.5954

34426 5 3 16.1 973 1 1 0 523.2981

34426 5 3 16.1 2390 1 1 0 706.4233

34426 5 3 16.1 5773 1 1 1 997.5596

34394 3 2 8.6 669 1 1 1 485.3078

34394 3 2 8.6 3146 1 1 1 849.9857

73869 5 5 9.7 1394 1 1 1 578.3275

73869 5 5 9.7 1802 1 0 0 628.8126

73869 5 5 9.7 2188 1 1 1 681.3236

73869 5 5 9.7 2607 1 1 1 747.8647

73869 5 5 9.7 4142 1 1 1 1027.0096

27673 3 3 16.8 1937 1 1 1 644.8377

27673 3 3 16.8 2419 1 1 1 712.3385

27673 3 3 16.8 3874 1 1 1 971.9985

44808 6 6 17.9 554 1 0 0 471.28

44808 6 6 17.9 2487 1 0 0 482.2237

44808 6 6 17.9 2816 1 0 0 524.9218

44808 6 6 17.9 2906 1 0 0 807.4055

44808 6 6 17.9 3013 1 1 1 827.9534

44808 6 6 17.9 4427 1 0 0 1086.5388

182693 3 3 2.5 1228 1 1 1 557.3293

182693 3 3 2.5 2478 1 1 1 721.922

182693 3 3 2.5 3480 1 1 1 908.4739

67832 4 4 7.6 1277 1 1 1 563.8575

67832 4 4 7.6 1725 1 1 1 618.8506

67832 4 4 7.6 2078 1 1 1 663.8562

67832 4 4 7.6 2375 1 1 1 704.8953

25092 5 5 29.3 654 1 1 0 483.2505

25092 5 5 29.3 1763 1 1 0 623.3445

25092 5 5 29.3 2798 1 1 1 781.365

25092 5 5 29.3 3014 1 1 1 829.3756

25092 5 5 29.3 3161 1 1 1 852.9483

48286 5 5 13.6 381 1 1 1 441.7113

48286 5 5 13.6 1741 1 1 1 621.3302

48286 5 5 13.6 1839 1 1 1 633.8397

48286 5 5 13.6 2364 1 1 1 704.3096

48286 5 5 13.6 3250 1 1 1 869.4271

100050 5 5 8.8 1661 1 1 0 609.8398

100050 5 5 8.8 2227 1 1 0 686.8973

100050 5 5 8.8 2919 1 1 0 808.4564

100050 5 5 8.8 4913 1 1 0 776.4274



100050 5 5 8.8 5162 1 1 1 841.4386

71719 4 3 8.5 1716 1 1 1 617.7867

71719 4 3 8.5 4096 1 1 1 1018.4944

71719 4 3 8.5 5314 1 1 1 1339.6332

63627 5 5 12.4 1514 1 0 0 591.8583

63627 5 5 12.4 1702 1 1 1 615.3529

63627 5 5 12.4 1910 1 0 0 640.8874

63627 5 5 12.4 2783 1 0 0 776.8809

63627 5 5 12.4 5242 1 1 1 865.8129

45355 3 2 7.4 2374 1 1 1 704.8867

45355 3 2 7.4 3587 1 1 1 927.0352

66087 3 2 4.8 2758 1 1 1 772.3875

66087 3 2 4.8 3100 1 1 1 842.4803

99776 5 5 8.4 1661 1 0 0 609.8398

99776 5 5 8.4 2227 1 0 0 686.8973

99776 5 5 8.4 2919 1 0 0 808.4564

99776 5 5 8.4 3632 1 1 1 933.5587

99776 5 5 8.4 4913 1 0 0 776.4274

118478 5 5 7.6 443 1 1 0 453.7558

118478 5 5 7.6 1801 1 1 1 628.3578

118478 5 5 7.6 3163 1 1 1 852.9985

118478 5 5 7.6 4467 1 1 1 729.7276

118478 5 5 7.6 5699 1 1 1 974.2085

60195 5 3 13.3 4813 1 1 1 761.0587

60195 5 3 13.3 4895 1 1 1 772.7418

60195 5 3 13.3 5907 1 1 1 1045.8528

264216 5 4 2.7 1834 1 1 1 633.2959

264216 5 4 2.7 2370 1 1 1 704.8469

264216 5 4 2.7 3881 1 1 1 973.0227

264216 5 4 2.7 4922 1 1 1 778.7529

44816 11 9 24.7 373 1 1 1 440.7303

44816 11 9 24.7 541 1 1 1 469.2824

44816 11 9 24.7 724 1 1 1 492.2748

44816 11 9 24.7 916 1 1 1 517.2858

44816 11 9 24.7 1777 1 1 1 625.3209

44816 11 9 24.7 1786 1 1 1 626.7977

44816 11 9 24.7 2057 1 1 1 660.8366

44816 11 9 24.7 2869 1 1 1 798.851

44816 11 9 24.7 3339 1 1 1 590.3039

55890 6 6 17.8 639 1 1 1 481.769

55890 6 6 17.8 950 1 1 1 520.3106

55890 6 6 17.8 2258 1 1 1 691.3636

55890 6 6 17.8 2772 1 1 1 517.2879

55890 6 6 17.8 4405 1 1 1 721.642

55890 6 6 17.8 5011 1 1 1 797.4166

92772 3 2 3.8 2278 1 1 1 693.4033

92772 3 2 3.8 4175 1 1 1 1034.0533

22532 4 4 28.2 1061 1 1 0 536.3239

22532 4 4 28.2 2035 1 1 0 658.8335

22532 4 4 28.2 3180 1 1 1 854.9434

22532 4 4 28.2 4390 1 1 1 1078.507

31956 5 5 27 1292 1 1 1 566.3241

31956 5 5 27 1554 1 1 1 596.3524

31956 5 5 27 1837 1 1 1 633.3272

31956 5 5 27 3662 1 1 1 937.4726

31956 5 5 27 5997 1 1 1 1072.2495

17591 5 3 24.3 882 1 1 1 512.2995

17591 5 3 24.3 1019 1 1 1 530.7821



17591 5 3 24.3 4247 1 1 1 1051.0322

23090 3 3 18.8 1559 1 1 0 398.5442

23090 3 3 18.8 2356 1 1 1 702.9024

23090 3 3 18.8 2954 1 1 0 816.4192

29193 4 4 20.1 380 1 1 1 441.2947

29193 4 4 20.1 1985 1 1 1 651.8145

29193 4 4 20.1 2105 1 1 1 667.869

29193 4 4 20.1 4473 1 1 1 1096.5695

49607 4 3 9.3 1641 1 1 1 607.3431

49607 4 3 9.3 2854 1 1 1 794.8993

49607 4 3 9.3 3337 1 0 0 590.2668

32347 5 5 22.5 2229 1 1 1 687.3459

32347 5 5 22.5 2303 1 1 1 697.8316

32347 5 5 22.5 2412 1 1 1 711.3071

32347 5 5 22.5 3050 1 1 1 837.4519

32347 5 5 22.5 3275 1 1 1 874.9625

117103 3 2 3 2182 1 1 1 679.8926

117103 3 2 3 4522 1 1 1 1104.0943

194402 4 4 3.9 1994 1 1 1 652.3407

194402 4 4 3.9 2459 1 1 1 718.3752

194402 4 4 3.9 4108 1 1 1 1020.5624

194402 4 4 3.9 5291 1 1 1 887.8183

99113 3 3 4.5 1761 1 1 1 622.8948

99113 3 3 4.5 1962 1 1 1 647.8628

99113 3 3 4.5 3705 1 1 1 943.0431

52003 6 5 17.7 466 1 1 1 457.2846

52003 6 5 17.7 3055 1 1 1 558.9712

52003 6 5 17.7 3492 1 1 1 607.6079

52003 6 5 17.7 4876 1 1 1 770.0444

52003 6 5 17.7 5126 1 1 1 1241.1694

47202 5 5 19 2018 1 0 0 655.3793

47202 5 5 19 2183 1 0 0 680.3979

47202 5 5 19 3008 1 0 0 827.4098

47202 5 5 19 4648 1 1 1 746.0482

47202 5 5 19 5250 1 1 1 870.1124

30915 3 3 19.5 3237 1 1 1 866.9492

30915 3 3 19.5 3890 1 1 1 973.9811

30915 3 3 19.5 4468 1 1 1 730.0898

77064 4 4 6 343 1 1 1 435.774

77064 4 4 6 1453 1 1 1 583.3162

77064 4 4 6 2256 1 1 1 691.3326

77064 4 4 6 2531 1 1 1 731.3881

27979 4 4 16.1 78 1 1 0 378.2606

27979 4 4 16.1 104 1 1 0 387.7656

27979 4 4 16.1 2654 1 1 0 753.8904

27979 4 4 16.1 2793 1 1 1 779.4264

105384 4 4 6.7 470 1 1 1 458.2609

105384 4 4 6.7 1784 1 1 1 626.3403

105384 4 4 6.7 3721 1 1 1 945.4709

105384 4 4 6.7 5964 1 1 1 1064.8576

15497 2 2 17.9 2212 1 1 1 684.8959

15497 2 2 17.9 2224 1 1 1 686.3957

196586 3 3 2.6 1599 1 1 0 601.8483

196586 3 3 2.6 2743 1 1 1 768.4797

196586 3 3 2.6 4159 1 1 1 1030.0659

32983 4 4 15.4 1011 1 1 1 529.3216

32983 4 4 15.4 1058 1 1 1 536.3059

32983 4 4 15.4 1797 1 1 1 627.851



32983 4 4 15.4 2395 1 1 1 707.8698

271827 6 5 3 339 1 1 1 435.7431

271827 6 5 3 2346 1 1 1 701.8811

271827 6 5 3 3375 1 1 1 891.5096

271827 6 5 3 5049 1 1 1 803.4378

30060 4 4 22.5 1638 1 1 1 607.2847

30060 4 4 22.5 2931 1 1 1 810.448

30060 4 4 22.5 3279 1 1 1 584.2696

30060 4 4 22.5 4153 1 1 1 1029.4864

81293 6 6 9.6 511 1 1 1 464.7768

81293 6 6 9.6 1064 1 1 1 536.8419

81293 6 6 9.6 1113 1 1 1 543.3271

81293 6 6 9.6 1811 1 1 1 629.3253

81293 6 6 9.6 2113 1 1 1 668.8896

81293 6 6 9.6 4388 1 1 1 718.7027

20619 3 3 23.4 2467 1 1 1 719.9355

20619 3 3 23.4 2987 1 1 1 822.9331

20619 3 3 23.4 3042 1 1 1 834.3935

59426 4 4 12.1 1631 1 1 1 605.8449

59426 4 4 12.1 1840 1 1 1 633.8558

59426 4 4 12.1 4798 1 1 1 1139.1599

59426 4 4 12.1 5014 1 1 1 1196.1324

23230 4 4 21.2 79 1 1 1 378.7339

23230 4 4 21.2 1431 1 1 1 581.8266

23230 4 4 21.2 2035 1 0 1 658.8335

23230 4 4 21.2 2575 1 1 1 740.8861

23990 4 4 21.8 1061 1 0 0 536.3239

23990 4 4 21.8 1445 1 1 1 582.798

23990 4 4 21.8 2035 1 0 0 658.8335

23990 4 4 21.8 2903 1 1 1 805.9248

49361 2 2 6.6 1429 1 1 1 581.814

49361 2 2 6.6 3773 1 1 1 953.5039

20970 3 3 18.2 269 1 1 1 422.2504

20970 3 3 18.2 1506 1 1 1 591.3536

20970 3 3 18.2 2775 1 1 1 775.8845

29898 6 5 18.4 85 1 1 1 380.7214

29898 6 5 18.4 567 1 1 1 472.7741

29898 6 5 18.4 651 1 1 1 482.7769

29898 6 5 18.4 1684 1 1 1 613.3708

29898 6 5 18.4 2205 1 1 1 683.8425

40903 2 2 8.3 2918 1 1 1 808.4272

40903 2 2 8.3 3361 1 1 1 888.942

40630 4 4 12.7 791 1 1 1 500.7923

40630 4 4 12.7 1857 1 1 1 636.3562

40630 4 4 12.7 1926 1 1 1 643.3628

40630 4 4 12.7 2397 1 1 1 708.3851

52150 4 4 10.7 1129 1 1 1 544.7921

52150 4 4 10.7 1747 1 1 1 621.8216

52150 4 4 10.7 2578 1 1 1 741.9377

52150 4 4 10.7 3120 1 1 1 564.6138

148890 3 3 3.1 1116 1 1 1 543.8004

148890 3 3 3.1 2706 1 1 1 763.4565

148890 3 3 3.1 3871 1 1 1 971.0328

32586 3 3 14.4 2540 1 1 1 733.8852

32586 3 3 14.4 2813 1 1 1 784.8655

32586 3 3 14.4 3997 1 1 1 994.4968

57853 3 2 6.3 3301 1 1 1 879.9962

57853 3 2 6.3 4051 1 1 1 671.0555



23969 5 5 24.8 564 1 1 0 472.7453

23969 5 5 24.8 963 1 1 1 522.3084

23969 5 5 24.8 1097 1 1 0 540.7878

23969 5 5 24.8 1629 1 1 1 605.8247

23969 5 5 24.8 2104 1 1 1 667.3795

51204 5 5 14 968 1 1 1 523.2706

51204 5 5 14 1024 1 1 1 531.7776

51204 5 5 14 1132 1 1 1 544.8268

51204 5 5 14 3114 1 1 1 845.4075

51204 5 5 14 4492 1 1 1 1100.5378

39436 3 3 11.3 1841 1 1 1 633.8746

39436 3 3 11.3 2670 1 1 1 757.4146

39436 3 3 11.3 3158 1 1 1 852.4235

94470 4 4 6.9 1760 1 1 1 622.8634

94470 4 4 6.9 2583 1 1 1 742.958

94470 4 4 6.9 3603 1 1 0 620.3172

94470 4 4 6.9 3970 1 1 1 988.9768

38472 3 3 11.1 596 1 1 1 476.7577

38472 3 3 11.1 2433 1 1 1 713.8854

38472 3 3 11.1 3306 1 1 1 880.954

114571 4 4 5.4 350 1 1 1 436.7454

114571 4 4 5.4 2692 1 1 1 760.3989

114571 4 4 5.4 2784 1 1 1 518.2824

114571 4 4 5.4 4226 1 1 1 697.3573

17358 2 2 27 4556 1 1 1 555.0277

17358 2 2 27 5234 1 1 1 1293.6444

17889 4 4 26.9 717 1 1 1 491.2922

17889 4 4 26.9 1036 1 1 1 533.2821

17889 4 4 26.9 1044 1 1 0 534.3136

17889 4 4 26.9 3316 1 1 1 882.4474

28210 5 5 22.3 78 1 0 0 378.2606

28210 5 5 22.3 104 1 0 0 387.7656

28210 5 5 22.3 1359 1 1 1 574.3089

28210 5 5 22.3 2654 1 0 0 753.8904

28210 5 5 22.3 5078 1 1 1 608.0713

82214 2 2 3.9 2132 1 1 1 671.385

82214 2 2 3.9 2955 1 1 1 816.4415

110942 5 5 7.2 1701 1 1 1 615.293

110942 5 5 7.2 1703 1 1 1 615.366

110942 5 5 7.2 2319 1 1 1 698.8695

110942 5 5 7.2 3712 1 1 1 943.9651

110942 5 5 7.2 3980 1 1 1 661.6809

62205 4 3 7.7 1812 1 1 1 629.3561

62205 4 3 7.7 1942 1 1 1 645.812

62205 4 3 7.7 4703 1 1 1 1125.6507

46359 4 3 14.7 3579 1 1 1 924.9879

46359 4 3 14.7 3686 1 1 1 627.5899

46359 4 3 14.7 5914 1 1 1 1047.5493

32499 3 3 15.4 548 1 1 1 470.7952

32499 3 3 15.4 4210 1 1 1 694.6494

32499 3 3 15.4 4476 1 1 1 1097.0177

45049 4 4 10.2 1012 1 1 1 529.3343

45049 4 4 10.2 1136 1 1 1 545.2792

45049 4 4 10.2 1282 1 1 1 564.8043

45049 4 4 10.2 1291 1 1 1 566.2853

16285 3 3 23.3 1001 1 1 1 527.7849

16285 3 3 23.3 1391 1 1 1 577.8296

16285 3 3 23.3 2482 1 1 1 722.3686



15188 2 2 21.4 420 1 1 1 450.7609

15188 2 2 21.4 4037 1 1 1 1003.4876

71322 2 2 3.9 806 1 1 1 502.7981

71322 2 2 3.9 3691 1 1 1 941.4736

111275 2 2 3.5 2053 1 1 1 660.8165

111275 2 2 3.5 4956 1 1 1 787.0898

81345 2 2 5.3 2665 1 1 1 504.6192

81345 2 2 5.3 5262 1 1 1 876.7772

146599 6 6 6.8 1215 1 1 1 555.7563

146599 6 6 6.8 1397 1 1 1 578.8179

146599 6 6 6.8 1721 1 1 1 618.3225

146599 6 6 6.8 2074 1 1 1 663.3386

146599 6 6 6.8 2983 1 1 1 547.9241

146599 6 6 6.8 5829 1 1 1 1022.5644

47036 4 4 13.8 256 1 0 1 420.763

47036 4 4 13.8 1037 1 0 0 533.3025

47036 4 4 13.8 2480 1 0 0 722.3346

47036 4 4 13.8 6153 1 1 1 837.9299

119640 2 2 2.1 1328 1 1 1 570.3609

119640 2 2 2.1 2399 1 1 1 708.3986

8974 3 2 33.8 5259 1 1 1 876.3572

8974 3 2 33.8 5681 1 1 1 968.0789

114479 2 2 2.5 1207 1 1 1 553.8865

114479 2 2 2.5 3291 1 1 1 877.4907

574541 3 2 0.6 1810 1 1 1 628.8822

574541 3 2 0.6 4021 1 1 1 667.0459

50085 2 2 5.6 1603 1 1 1 602.3452

50085 2 2 5.6 2947 1 1 1 814.4113

82296 3 3 5.9 605 1 1 1 477.803

82296 3 3 5.9 1613 1 1 1 603.793

82296 3 3 5.9 4579 1 1 1 1111.0367

23729 2 2 11.7 1757 1 1 1 622.366

23729 2 2 11.7 2297 1 1 1 696.834

65730 2 2 4.6 2353 1 1 1 702.8335

65730 2 2 4.6 2391 1 1 1 706.8782

276563 3 3 1.6 549 1 1 1 470.813

276563 3 3 1.6 4340 1 1 1 714.0595

112934 2 2 3.9 1149 1 1 1 546.8064

112934 2 2 3.9 5841 1 1 1 1025.8601

406216 2 2 0.7 1927 1 1 1 643.3924

406216 2 2 0.7 2781 1 1 1 776.4607

88746 2 2 4.4 1570 1 1 1 598.3271

88746 2 2 4.4 5143 1 1 1 835.4184

114752 4 3 5 781 1 1 1 499.3113

114752 4 3 5 4407 1 1 1 1082.0629

114752 4 3 5 5222 1 1 1 1290.6574

73187 4 3 6.1 1263 1 1 1 562.2877

73187 4 3 6.1 1715 1 1 1 617.3514

73187 4 3 6.1 3695 1 1 1 941.5562

85715 2 2 3.1 1854 1 1 1 635.3924

85715 2 2 3.1 2318 1 1 1 698.853

20989 3 3 17.6 716 1 1 1 491.2619

20989 3 3 17.6 1198 1 0 1 553.2995

20989 3 3 17.6 2728 1 1 1 766.9187

42230 3 3 15.1 2437 1 1 1 714.4031

42230 3 3 15.1 2834 1 1 1 790.4077

42230 3 3 15.1 5986 1 1 1 1068.2311

25357 2 2 10.5 1392 1 1 1 577.8662



25357 2 2 10.5 1872 1 1 1 638.3124

50224 2 2 7.4 2549 1 1 1 736.8969

50224 2 2 7.4 5046 1 1 1 803.1052

57427 2 2 4.8 1414 1 1 1 580.3761

57427 2 2 4.8 2266 1 1 1 691.892

24580 2 2 14.4 2592 1 1 1 745.4169

24580 2 2 14.4 4288 1 1 1 1062.5791

59860 2 2 5 1007 1 1 1 528.8062

59860 2 2 5 3255 1 1 1 870.9864

65767 4 4 10.9 712 1 1 1 490.7741

65767 4 4 10.9 1961 1 1 1 647.8339

65767 4 4 10.9 4001 1 1 1 663.6598

65767 4 4 10.9 5621 1 1 1 948.1675

34706 4 4 22.4 1071 1 1 1 537.319

34706 4 4 22.4 2107 1 1 1 668.3906

34706 4 4 22.4 3963 1 1 1 494.0387

34706 4 4 22.4 6051 1 1 1 822.7002

32980 3 3 13.3 1727 1 1 1 618.8712

32980 3 3 13.3 1739 1 1 0 620.8486

32980 3 3 13.3 3780 1 1 0 636.375

81286 3 3 6.2 1977 1 1 1 649.8816

81286 3 3 6.2 2429 1 1 1 713.4085

81286 3 3 6.2 4903 1 1 1 774.0747

14066 2 2 18.5 1416 1 1 1 580.8168

14066 2 2 18.5 1456 1 1 0 583.8063

60872 2 2 4 623 1 1 1 480.2746

60872 2 2 4 2800 1 1 1 782.3644

55031 2 2 4.6 2099 1 1 1 666.8321

55031 2 2 4.6 2504 1 1 0 725.8839

116128 3 2 3.4 3394 1 1 1 895.0215

116128 3 2 3.4 4515 1 1 1 735.7698

67813 2 2 3.6 1690 1 1 1 613.8583

67813 2 2 3.6 2209 1 1 0 684.8173

166282 3 3 2.3 1325 1 1 1 570.2933

166282 3 3 2.3 1482 1 1 1 587.3399

166282 3 3 2.3 3657 1 1 1 937.4276

43084 2 2 7.4 2846 1 1 1 792.9108

43084 2 2 7.4 2880 1 1 1 800.451

79562 3 2 4.6 2535 1 1 1 732.8616

79562 3 2 4.6 4978 1 1 1 791.3879

93099 3 3 4.3 1635 1 1 1 606.371

93099 3 3 4.3 1918 1 1 1 642.3224

93099 3 3 4.3 2953 1 1 1 815.9474

16590 3 2 15.2 4964 1 1 1 1182.1373

16590 3 2 15.2 5198 1 1 1 854.8044

45968 2 2 5.3 1080 1 1 1 538.2907

45968 2 2 5.3 2165 1 1 1 677.4212

39816 2 2 10.4 1421 1 1 1 580.8429

39816 2 2 10.4 5725 1 1 1 981.1838

53957 2 2 5.4 696 1 0 0 488.2844

53957 2 2 5.4 3903 1 1 1 975.5028

44614 3 3 9.4 1285 1 1 1 565.3219

44614 3 3 9.4 2658 1 1 1 754.3805

44368 3 3 11.4 2476 1 1 0 481.5901

44368 3 3 11.4 4326 1 1 1 1068.5414

29729 2 2 12.8 1048 1 1 1 534.7551

29729 2 2 12.8 5632 1 1 1 951.5047

53612 3 3 8.6 951 1 1 1 520.311



53612 3 3 8.6 2064 1 1 1 662.3344

53612 3 3 8.6 4902 1 1 1 774.0714

20056 3 3 14.2 1121 1 1 1 544.2914

20056 3 3 14.2 1306 1 1 1 567.3318

28578 2 2 10.4 1186 1 1 1 552.2816

28578 2 2 10.4 3508 1 1 1 913.527

122979 2 2 1.9 719 1 1 1 491.7898

122979 2 2 1.9 1969 1 1 1 648.8848

65637 2 2 4.6 2181 1 1 1 679.8587

65637 2 2 4.6 3143 1 1 1 849.8912

41582 3 3 7.8 1337 1 1 1 571.2849

41582 3 3 7.8 1383 1 1 1 576.8016

41582 3 3 7.8 1587 1 1 1 601.319

44164 2 2 6.5 2367 1 1 1 704.3714

44164 2 2 6.5 2476 1 0 0 481.5901

33803 3 3 12.8 1739 1 0 0 620.8486

33803 3 3 12.8 1788 1 1 1 626.8685

33803 3 3 12.8 3780 1 0 0 636.375

58195 4 3 13.8 2217 1 1 1 457.5805

58195 4 3 13.8 5888 1 1 1 1038.8956

58195 4 3 13.8 6261 1 1 1 1150.6421

15174 2 2 18 850 1 1 1 507.2912

15174 2 2 18 3144 1 1 1 849.9149

14095 2 2 18.5 1357 1 1 1 573.8096

14095 2 2 18.5 1456 1 0 0 583.8063

27829 2 2 11.2 1180 1 1 1 551.3111

27829 2 2 11.2 4207 1 1 1 694.2908

53639 4 4 15.1 946 1 1 1 519.7878

53639 4 4 15.1 1161 1 1 1 548.302

53639 4 4 15.1 5261 1 1 1 876.7298

53639 4 4 15.1 5663 1 1 1 963.1275

17142 3 3 27.8 2259 1 1 1 461.2891

17142 3 3 27.8 2296 1 1 1 696.8191

17142 3 3 27.8 3798 1 1 1 639.3473

8231 2 2 34.8 1792 1 1 1 627.3377

8231 2 2 34.8 2830 1 1 1 789.8784

32865 2 2 6.1 536 1 1 1 468.2634

32865 2 2 6.1 1284 1 1 1 565.2928

38757 2 2 8 2498 1 1 1 483.9073

38757 2 2 8 3437 1 1 1 902.9832

68472 2 2 6.7 1657 1 1 1 609.3223

68472 2 2 6.7 5839 1 1 1 1025.5877

109365 3 3 3.7 1233 1 1 1 558.337

109365 3 3 3.7 1698 1 1 0 410.2314

109365 3 3 3.7 2910 1 1 0 538.6248

77313 2 2 3.1 1146 1 1 1 546.3085

77313 2 2 3.1 2350 1 1 1 702.3982

67827 2 2 3.7 1637 1 1 1 606.8504

67827 2 2 3.7 2209 1 0 0 684.8173

18045 2 2 16.9 1848 1 1 1 634.4025

18045 2 2 16.9 3108 1 1 1 563.2726

43105 2 2 7 2275 1 1 1 692.8927

43105 2 2 7 2517 1 1 1 728.8935

24005 3 3 15.2 564 1 0 0 472.7453

24005 3 3 15.2 1097 1 0 0 540.7878

24005 3 3 15.2 3238 1 1 1 578.3261

46504 2 2 8.2 775 1 1 1 498.3471

46504 2 2 8.2 5401 1 1 1 911.1412



97167 2 2 3.2 2095 1 1 1 666.3472

97167 2 2 3.2 3205 1 1 1 573.3657

93010 2 2 2.3 621 1 1 1 479.7696

93010 2 2 2.3 1082 1 1 1 538.7873

23079 3 3 22.7 981 1 1 1 524.2952

23079 3 3 22.7 2048 1 1 1 660.3607

23079 3 3 22.7 5726 1 1 1 981.5092

201443 2 2 1.4 1599 1 0 0 601.8483

201443 2 2 1.4 3234 1 1 1 865.9618

109254 3 3 3.6 1063 1 1 1 536.8294

109254 3 3 3.6 1698 1 0 0 410.2314

109254 3 3 3.6 2910 1 0 0 538.6248

36651 2 2 6.7 1112 1 1 1 543.3135

36651 2 2 6.7 1818 1 1 1 630.778

29708 3 3 15.7 617 1 1 1 479.2841

29708 3 3 15.7 1352 1 1 1 573.3026

29708 3 3 15.7 5652 1 1 1 1442.2201

40742 4 4 12.1 164 1 1 1 403.2324

40742 4 4 12.1 1065 1 1 1 537.2489

40742 4 4 12.1 1658 1 1 1 609.3479

40742 4 4 12.1 3083 1 1 1 560.6541

106684 2 2 2.5 5069 1 1 1 806.7425

106684 2 2 2.5 5215 1 1 1 858.7764

86221 2 2 4.6 2733 1 1 1 767.9347

86221 2 2 4.6 4969 1 1 1 789.8012

12741 2 2 17.4 677 1 1 1 486.2978

12741 2 2 17.4 1707 1 1 1 616.3131

55656 2 2 4.4 1953 1 1 0 647.3372

55656 2 2 4.4 2209 1 0 1 684.8173

43014 2 2 6.1 2191 1 1 1 681.8561

43014 2 2 6.1 2288 1 1 1 694.853

60657 2 2 3.5 480 1 1 1 459.2293

60657 2 2 3.5 1815 1 1 1 630.3332

62798 2 2 5.3 2617 1 1 1 750.9551

62798 2 2 5.3 3603 1 0 0 620.3172

67356 2 2 3.5 1218 1 1 1 555.8209

67356 2 2 3.5 1908 1 1 1 640.8478

15712 2 2 14.1 337 1 1 1 435.2817

15712 2 2 14.1 1487 1 1 1 587.8192

18698 2 2 23.2 1511 1 1 1 591.8297

18698 2 2 23.2 5846 1 1 1 1027.1821

12062 2 2 18.5 99 1 1 0 386.2341

12062 2 2 18.5 2698 1 1 1 508.5801

22104 2 2 15.8 587 1 1 1 475.7688

22104 2 2 15.8 4982 1 1 1 791.7383

92840 2 2 4.4 5496 1 1 1 925.8441

12046 2 2 18.5 99 1 0 0 386.2341

12046 2 2 18.5 2655 1 1 1 503.2484

143018 2 2 1.9 785 1 1 1 499.7973

143018 2 2 1.9 2986 1 1 1 822.4844

prot_mass prot_matches_sigprot_sequences_sigprot_cover pep_query pep_rank pep_isbold pep_isunique pep_exp_mz

50361 47 25 82.7 571 1 1 1 488.7417

50361 47 25 82.7 758 1 1 0 514.2812

50361 47 25 82.7 883 1 1 0 533.2167

50361 47 25 82.7 1160 1 1 0 570.3502

50361 47 25 82.7 1189 1 1 0 573.7982

50361 47 25 82.7 1546 1 1 0 616.2921

50361 47 25 82.7 1704 1 1 0 637.8461



50361 47 25 82.7 2050 1 1 0 686.3451

50361 47 25 82.7 2281 1 1 0 717.8268

50361 47 25 82.7 2417 1 1 1 739.8338

50361 47 25 82.7 2761 1 1 0 811.9293

50361 47 25 82.7 2903 1 1 0 840.4018

50361 47 25 82.7 2953 1 1 0 848.9203

50361 47 25 82.7 3273 1 1 1 907.957

50361 47 25 82.7 3289 1 1 0 911.9651

50361 47 25 82.7 3623 1 1 0 976.4474

50361 47 25 82.7 3673 1 1 0 987.0014

50361 47 25 82.7 3943 1 1 0 1051.0485

50361 47 25 82.7 3958 1 1 0 704.3593

50361 47 25 82.7 4693 1 1 0 1184.0663

50361 47 25 82.7 5232 1 1 0 922.1115

50361 47 25 82.7 5303 1 1 0 933.45

50361 47 25 82.7 5807 1 1 1 801.1239

50361 47 25 82.7 5936 1 1 1 1109.5066

50361 47 25 82.7 6636 1 1 0 1525.377

50310 44 23 77 758 1 0 0 514.2812

50310 44 23 77 883 1 0 0 533.2167

50310 44 23 77 1160 1 0 0 570.3502

50310 44 23 77 1189 1 0 0 573.7982

50310 44 23 77 1546 1 0 0 616.2921

50310 44 23 77 1704 1 0 0 637.8461

50310 44 23 77 1783 1 1 1 649.8221

50310 44 23 77 2050 1 0 0 686.3451

50310 44 23 77 2281 1 0 0 717.8268

50310 44 23 77 2761 1 0 0 811.9293

50310 44 23 77 2903 1 0 0 840.4018

50310 44 23 77 2953 1 0 0 848.9203

50310 44 23 77 3289 1 0 0 911.9651

50310 44 23 77 3623 1 0 0 976.4474

50310 44 23 77 3673 1 0 0 987.0014

50310 44 23 77 3943 1 0 0 1051.0485

50310 44 23 77 3958 1 0 0 704.3593

50310 44 23 77 4693 1 0 0 1184.0663

50310 44 23 77 5232 1 0 0 922.1115

50310 44 23 77 5303 1 0 0 933.45

50310 44 23 77 5756 1 1 1 1051.1345

50310 44 23 77 6105 1 1 0 1133.839

50310 44 23 77 6636 1 0 0 1525.377

51385 48 25 78 883 1 0 0 533.2167

51385 48 25 78 1160 1 0 0 570.3502

51385 48 25 78 1189 1 0 0 573.7982

51385 48 25 78 1546 1 0 0 616.2921

51385 48 25 78 1704 1 0 0 637.8461

51385 48 25 78 1752 1 1 0 644.3341

51385 48 25 78 1779 1 1 1 648.8075

51385 48 25 78 2050 1 0 0 686.3451

51385 48 25 78 2108 1 1 0 692.8545

51385 48 25 78 2317 1 1 1 723.3276

51385 48 25 78 2324 1 1 0 723.8478

51385 48 25 78 2761 1 0 0 811.9293

51385 48 25 78 2903 1 0 0 840.4018

51385 48 25 78 2953 1 0 0 848.9203

51385 48 25 78 3184 1 1 1 889.9353

51385 48 25 78 3289 1 0 0 911.9651

51385 48 25 78 3411 1 1 1 936.9381



51385 48 25 78 3623 1 0 0 976.4474

51385 48 25 78 3673 1 0 0 987.0014

51385 48 25 78 3943 1 0 0 1051.0485

51385 48 25 78 3958 1 0 0 704.3593

51385 48 25 78 5208 1 1 0 917.7797

51385 48 25 78 5315 1 1 1 934.7714

51385 48 25 78 6105 1 0 0 1133.839

51385 48 25 78 6636 1 0 0 1525.377

51341 47 23 73.9 883 1 0 0 533.2167

51341 47 23 73.9 1160 1 0 0 570.3502

51341 47 23 73.9 1189 1 0 0 573.7982

51341 47 23 73.9 1546 1 0 0 616.2921

51341 47 23 73.9 1704 1 0 0 637.8461

51341 47 23 73.9 1752 1 0 0 644.3341

51341 47 23 73.9 1823 1 1 1 654.8248

51341 47 23 73.9 2050 1 0 0 686.3451

51341 47 23 73.9 2273 1 1 0 716.3194

51341 47 23 73.9 2281 1 0 0 717.8268

51341 47 23 73.9 2324 1 0 0 723.8478

51341 47 23 73.9 2761 1 0 0 811.9293

51341 47 23 73.9 2782 1 1 0 817.4

51341 47 23 73.9 2953 1 0 0 848.9203

51341 47 23 73.9 3174 1 1 1 887.4466

51341 47 23 73.9 3512 1 1 1 950.4707

51341 47 23 73.9 3623 1 0 0 976.4474

51341 47 23 73.9 3673 1 0 0 987.0014

51341 47 23 73.9 3943 1 0 0 1051.0485

51341 47 23 73.9 5173 1 1 1 913.1083

51341 47 23 73.9 5348 1 1 0 938.7834

51341 47 23 73.9 6105 1 0 0 1133.839

51341 47 23 73.9 6636 1 0 0 1525.377

51258 46 23 71.3 883 1 0 0 533.2167

51258 46 23 71.3 1160 1 0 0 570.3502

51258 46 23 71.3 1189 1 0 0 573.7982

51258 46 23 71.3 1546 1 0 0 616.2921

51258 46 23 71.3 1704 1 0 0 637.8461

51258 46 23 71.3 1752 1 0 0 644.3341

51258 46 23 71.3 2023 1 1 1 682.8256

51258 46 23 71.3 2050 1 0 0 686.3451

51258 46 23 71.3 2108 1 0 0 692.8545

51258 46 23 71.3 2273 1 0 0 716.3194

51258 46 23 71.3 2324 1 0 0 723.8478

51258 46 23 71.3 2761 1 0 0 811.9293

51258 46 23 71.3 2782 1 0 0 817.4

51258 46 23 71.3 2953 1 0 0 848.9203

51258 46 23 71.3 3289 1 0 0 911.9651

51258 46 23 71.3 3623 1 0 0 976.4474

51258 46 23 71.3 3673 1 0 0 987.0014

51258 46 23 71.3 3943 1 0 0 1051.0485

51258 46 23 71.3 3958 1 0 0 704.3593

51258 46 23 71.3 5208 1 0 0 917.7797

51258 46 23 71.3 5348 1 0 0 938.7834

51258 46 23 71.3 6105 1 0 0 1133.839

51258 46 23 71.3 6636 1 0 0 1525.377

50191 36 21 68 374 1 1 0 455.2551

50191 36 21 68 608 1 1 0 494.2771

50191 36 21 68 1741 1 1 0 642.2554

50191 36 21 68 2086 1 1 0 460.9039



50191 36 21 68 2403 1 1 0 737.4354

50191 36 21 68 2710 1 1 0 799.8872

50191 36 21 68 2941 1 1 1 845.9466

50191 36 21 68 3005 1 1 0 858.464

50191 36 21 68 3206 1 1 0 896.9679

50191 36 21 68 3374 1 1 0 929.4445

50191 36 21 68 3459 1 1 0 943.4767

50191 36 21 68 3474 1 1 0 630.3239

50191 36 21 68 3684 1 1 0 989.4444

50191 36 21 68 4478 1 1 0 760.7332

50191 36 21 68 4642 1 1 0 782.6753

50191 36 21 68 4727 1 1 0 1193.1

50191 36 21 68 4741 1 1 0 1198.0992

50191 36 21 68 4875 1 1 0 834.7083

50191 36 21 68 5033 1 1 0 881.0812

50191 36 21 68 5790 1 1 0 1065.2144

50191 36 21 68 5923 1 1 0 1107.9138

50194 36 21 68 374 1 0 0 455.2551

50194 36 21 68 608 1 0 0 494.2771

50194 36 21 68 1741 1 0 0 642.2554

50194 36 21 68 2086 1 0 0 460.9039

50194 36 21 68 2403 1 0 0 737.4354

50194 36 21 68 2710 1 0 0 799.8872

50194 36 21 68 2861 1 1 1 832.4403

50194 36 21 68 3005 1 0 0 858.464

50194 36 21 68 3206 1 0 0 896.9679

50194 36 21 68 3374 1 0 0 929.4445

50194 36 21 68 3459 1 0 0 943.4767

50194 36 21 68 3474 1 0 0 630.3239

50194 36 21 68 3684 1 0 0 989.4444

50194 36 21 68 4478 1 0 0 760.7332

50194 36 21 68 4642 1 0 0 782.6753

50194 36 21 68 4727 1 0 0 1193.1

50194 36 21 68 4741 1 0 0 1198.0992

50194 36 21 68 4875 1 0 0 834.7083

50194 36 21 68 5033 1 0 0 881.0812

50194 36 21 68 5790 1 0 0 1065.2144

50194 36 21 68 5923 1 0 0 1107.9138

47075 30 17 60.9 336 1 1 0 447.7412

47075 30 17 60.9 510 1 1 0 479.7639

47075 30 17 60.9 1077 1 1 0 557.8452

47075 30 17 60.9 1175 1 1 0 571.7899

47075 30 17 60.9 1925 1 1 1 668.8094

47075 30 17 60.9 2171 1 1 0 701.3698

47075 30 17 60.9 2325 1 1 1 724.3792

47075 30 17 60.9 2480 1 1 0 751.9429

47075 30 17 60.9 2652 1 1 1 788.4282

47075 30 17 60.9 2692 1 1 0 794.3545

47075 30 17 60.9 3299 1 1 0 914.4722

47075 30 17 60.9 3556 1 1 0 961.006

47075 30 17 60.9 3792 1 1 0 676.6362

47075 30 17 60.9 3885 1 1 0 1038.0451

47075 30 17 60.9 5119 1 1 0 1350.2018

47075 30 17 60.9 5493 1 1 0 965.8377

47075 30 17 60.9 5734 1 1 1 1569.3091

46960 30 17 60.2 336 1 0 0 447.7412

46960 30 17 60.2 443 1 1 1 468.2632

46960 30 17 60.2 510 1 0 0 479.7639



46960 30 17 60.2 573 1 1 1 488.7824

46960 30 17 60.2 1041 1 1 1 552.8296

46960 30 17 60.2 1077 1 0 0 557.8452

46960 30 17 60.2 1175 1 0 0 571.7899

46960 30 17 60.2 2171 1 0 0 701.3698

46960 30 17 60.2 2480 1 0 0 751.9429

46960 30 17 60.2 2692 1 0 0 794.3545

46960 30 17 60.2 3299 1 0 0 914.4722

46960 30 17 60.2 3556 1 0 0 961.006

46960 30 17 60.2 3792 1 0 0 676.6362

46960 30 17 60.2 3885 1 0 0 1038.0451

46960 30 17 60.2 5119 1 0 0 1350.2018

46960 30 17 60.2 5493 1 0 0 965.8377

46960 30 17 60.2 6306 1 1 1 1292.9231

50250 31 19 58.9 374 1 0 0 455.2551

50250 31 19 58.9 608 1 0 0 494.2771

50250 31 19 58.9 1741 1 0 0 642.2554

50250 31 19 58.9 2086 1 0 0 460.9039

50250 31 19 58.9 2542 1 1 1 766.4564

50250 31 19 58.9 2679 1 1 1 792.8792

50250 31 19 58.9 2945 1 1 1 846.4385

50250 31 19 58.9 3005 1 0 0 858.464

50250 31 19 58.9 3060 1 1 1 867.9657

50250 31 19 58.9 3406 1 1 0 934.9518

50250 31 19 58.9 3459 1 0 0 943.4767

50250 31 19 58.9 4478 1 0 0 760.7332

50250 31 19 58.9 4642 1 0 0 782.6753

50250 31 19 58.9 4727 1 0 0 1193.1

50250 31 19 58.9 4875 1 0 0 834.7083

50250 31 19 58.9 5111 1 1 1 899.0961

50250 31 19 58.9 5790 1 0 0 1065.2144

50250 31 19 58.9 5923 1 0 0 1107.9138

51883 24 14 43.7 1011 1 1 1 548.3262

51883 24 14 43.7 1121 1 1 1 565.3265

51883 24 14 43.7 1238 1 1 1 579.3281

51883 24 14 43.7 2126 1 1 1 695.3387

51883 24 14 43.7 2290 1 1 1 718.3381

51883 24 14 43.7 2918 1 1 1 841.4764

51883 24 14 43.7 3165 1 1 0 590.2665

51883 24 14 43.7 3256 1 1 1 905.9432

51883 24 14 43.7 3262 1 1 1 906.9894

51883 24 14 43.7 3564 1 1 1 962.0271

51883 24 14 43.7 3965 1 1 1 1057.5285

51883 24 14 43.7 4025 1 1 1 1075.0803

51883 24 14 43.7 5656 1 1 1 1018.2059

51883 24 14 43.7 6174 1 1 1 1718.3735

105902 37 29 41.2 144 1 1 1 399.7635

105902 37 29 41.2 559 1 1 1 486.7773

105902 37 29 41.2 800 1 1 0 519.768

105902 37 29 41.2 845 1 1 1 525.7698

105902 37 29 41.2 1087 1 1 0 558.799

105902 37 29 41.2 1242 1 1 0 579.8216

105902 37 29 41.2 1247 1 1 0 580.3006

105902 37 29 41.2 1306 1 1 0 587.2494

105902 37 29 41.2 1451 1 1 0 403.219

105902 37 29 41.2 1667 1 1 1 632.7713

105902 37 29 41.2 1840 1 1 0 657.8717

105902 37 29 41.2 1859 1 1 1 440.5776



105902 37 29 41.2 2099 1 1 0 691.8849

105902 37 29 41.2 2161 1 1 0 699.3723

105902 37 29 41.2 2206 1 1 1 706.328

105902 37 29 41.2 2412 1 1 0 738.8952

105902 37 29 41.2 2461 1 1 0 748.8686

105902 37 29 41.2 2942 1 1 0 846.4088

105902 37 29 41.2 3486 1 1 1 946.5274

105902 37 29 41.2 3709 1 1 0 662.6571

105902 37 29 41.2 3805 1 1 0 1017.0684

105902 37 29 41.2 4338 1 1 1 751.0372

105902 37 29 41.2 4409 1 1 0 1132.5789

105902 37 29 41.2 4745 1 1 0 799.765

105902 37 29 41.2 4864 1 1 1 831.1349

105902 37 29 41.2 4883 1 1 0 836.7988

105902 37 29 41.2 5069 1 1 0 666.8758

105902 37 29 41.2 5898 1 1 1 1103.5394

105902 37 29 41.2 6286 1 1 0 1273.0234

51237 30 19 59.2 664 1 1 1 502.745

51237 30 19 59.2 883 1 0 0 533.2167

51237 30 19 59.2 1160 1 0 0 570.3502

51237 30 19 59.2 1189 1 0 0 573.7982

51237 30 19 59.2 1546 1 0 0 616.2921

51237 30 19 59.2 1704 1 0 0 637.8461

51237 30 19 59.2 1768 1 1 1 647.3255

51237 30 19 59.2 2050 1 0 0 686.3451

51237 30 19 59.2 2108 1 0 0 692.8545

51237 30 19 59.2 2273 1 0 0 716.3194

51237 30 19 59.2 2324 1 0 0 723.8478

51237 30 19 59.2 2761 1 0 0 811.9293

51237 30 19 59.2 2953 1 0 0 848.9203

51237 30 19 59.2 3630 1 1 0 979.0052

51237 30 19 59.2 3909 1 1 0 695.7039

51237 30 19 59.2 5208 1 0 0 917.7797

51237 30 19 59.2 5369 1 0 1 943.4544

51237 30 19 59.2 6105 1 0 0 1133.839

51237 30 19 59.2 6636 1 0 0 1525.377

71712 30 20 44.5 1480 1 1 0 608.3295

71712 30 20 44.5 1533 1 1 0 614.817

71712 30 20 44.5 1544 1 1 1 615.7684

71712 30 20 44.5 1720 1 1 0 639.8182

71712 30 20 44.5 1837 1 1 0 657.3134

71712 30 20 44.5 2000 1 1 0 679.8111

71712 30 20 44.5 2114 1 1 0 693.8697

71712 30 20 44.5 2262 1 1 1 713.8856

71712 30 20 44.5 2399 1 1 0 737.3462

71712 30 20 44.5 2568 1 1 0 770.882

71712 30 20 44.5 2844 1 1 0 830.4508

71712 30 20 44.5 2858 1 1 0 832.4077

71712 30 20 44.5 2885 1 1 0 838.3679

71712 30 20 44.5 2907 1 1 0 840.9203

71712 30 20 44.5 3197 1 1 0 894.4982

71712 30 20 44.5 3659 1 1 0 984.0059

71712 30 20 44.5 4936 1 1 1 1280.6304

71712 30 20 44.5 5052 1 1 0 1329.6369

71712 30 20 44.5 5636 1 1 1 1009.5033

71712 30 20 44.5 5644 1 1 1 1012.5737

50755 29 16 50.1 883 1 0 0 533.2167

50755 29 16 50.1 1160 1 0 0 570.3502



50755 29 16 50.1 1189 1 0 0 573.7982

50755 29 16 50.1 1546 1 0 0 616.2921

50755 29 16 50.1 1704 1 0 0 637.8461

50755 29 16 50.1 2050 1 0 0 686.3451

50755 29 16 50.1 2079 1 1 1 690.824

50755 29 16 50.1 2108 1 0 0 692.8545

50755 29 16 50.1 2761 1 0 0 811.9293

50755 29 16 50.1 2903 1 0 0 840.4018

50755 29 16 50.1 2953 1 0 0 848.9203

50755 29 16 50.1 3630 1 0 0 979.0052

50755 29 16 50.1 3909 1 0 0 695.7039

50755 29 16 50.1 5348 1 0 0 938.7834

50755 29 16 50.1 6105 1 0 0 1133.839

50755 29 16 50.1 6636 1 0 0 1525.377

71559 26 18 38.4 1480 1 0 0 608.3295

71559 26 18 38.4 1533 1 0 0 614.817

71559 26 18 38.4 1720 1 0 0 639.8182

71559 26 18 38.4 1827 1 1 1 654.8557

71559 26 18 38.4 2000 1 0 0 679.8111

71559 26 18 38.4 2114 1 0 0 693.8697

71559 26 18 38.4 2194 1 1 1 704.3848

71559 26 18 38.4 2274 1 1 1 716.3753

71559 26 18 38.4 2399 1 0 0 737.3462

71559 26 18 38.4 2513 1 1 1 761.9034

71559 26 18 38.4 2844 1 0 0 830.4508

71559 26 18 38.4 2885 1 0 0 838.3679

71559 26 18 38.4 2889 1 1 1 839.4162

71559 26 18 38.4 2907 1 0 0 840.9203

71559 26 18 38.4 3197 1 0 0 894.4982

71559 26 18 38.4 3963 1 1 1 704.7043

71559 26 18 38.4 4957 1 0 0 1287.6368

71559 26 18 38.4 5052 1 0 0 1329.6369

136636 25 18 20 231 1 1 1 424.7529

136636 25 18 20 492 1 1 1 476.2479

136636 25 18 20 558 1 1 1 486.7717

136636 25 18 20 612 1 1 1 494.7832

136636 25 18 20 1216 1 1 1 576.8042

136636 25 18 20 1565 1 1 1 618.3062

136636 25 18 20 1691 1 1 1 635.3615

136636 25 18 20 1709 1 1 1 638.8283

136636 25 18 20 2189 1 1 1 703.9085

136636 25 18 20 2383 1 1 1 734.8951

136636 25 18 20 2431 1 1 1 742.3843

136636 25 18 20 2631 1 1 1 784.9184

136636 25 18 20 3580 1 1 1 644.3626

136636 25 18 20 3651 1 1 1 983.0145

136636 25 18 20 3939 1 1 1 700.6888

136636 25 18 20 4302 1 1 1 1121.1202

136636 25 18 20 4873 1 1 1 1251.1752

136636 25 18 20 6639 1 1 1 1147.3181

103616 28 22 32 113 1 1 1 392.7559

103616 28 22 32 800 1 0 0 519.768

103616 28 22 32 1087 1 0 0 558.799

103616 28 22 32 1242 1 0 0 579.8216

103616 28 22 32 1247 1 0 0 580.3006

103616 28 22 32 1306 1 0 0 587.2494

103616 28 22 32 1451 1 0 0 403.219

103616 28 22 32 1840 1 0 0 657.8717



103616 28 22 32 2099 1 0 0 691.8849

103616 28 22 32 2161 1 0 0 699.3723

103616 28 22 32 2259 1 1 1 713.8331

103616 28 22 32 2412 1 0 0 738.8952

103616 28 22 32 2461 1 0 0 748.8686

103616 28 22 32 2942 1 0 0 846.4088

103616 28 22 32 3709 1 0 0 662.6571

103616 28 22 32 3805 1 0 0 1017.0684

103616 28 22 32 4409 1 0 0 1132.5789

103616 28 22 32 4745 1 0 0 799.765

103616 28 22 32 4883 1 0 0 836.7988

103616 28 22 32 5069 1 0 0 666.8758

103616 28 22 32 6286 1 0 0 1273.0234

98766 19 15 22.4 737 1 1 1 511.2713

98766 19 15 22.4 1228 1 1 1 578.7742

98766 19 15 22.4 1267 1 1 1 582.306

98766 19 15 22.4 1288 1 1 1 584.3029

98766 19 15 22.4 1679 1 1 1 634.308

98766 19 15 22.4 1926 1 1 1 668.8405

98766 19 15 22.4 2183 1 1 1 702.4367

98766 19 15 22.4 2426 1 1 1 740.9148

98766 19 15 22.4 2624 1 1 1 783.4582

98766 19 15 22.4 3733 1 1 1 1000.0324

98766 19 15 22.4 3845 1 1 1 1027.5267

98766 19 15 22.4 3962 1 1 1 1056.5297

98766 19 15 22.4 4921 1 1 1 847.1077

98766 19 15 22.4 5056 1 1 1 887.7675

98766 19 15 22.4 5065 1 1 1 888.4987

49813 24 11 34.7 392 1 1 1 457.787

49813 24 11 34.7 498 1 1 1 477.2684

49813 24 11 34.7 748 1 1 1 513.3082

49813 24 11 34.7 1098 1 1 1 560.8029

49813 24 11 34.7 1786 1 1 1 649.8769

49813 24 11 34.7 2333 1 1 1 726.3401

49813 24 11 34.7 2685 1 1 1 793.9191

49813 24 11 34.7 2788 1 1 1 545.6379

49813 24 11 34.7 4546 1 1 1 1148.57

49813 24 11 34.7 4907 1 1 1 1261.6651

49813 24 11 34.7 5598 1 1 1 991.8135

71741 18 13 28.9 1401 1 1 1 599.3508

71741 18 13 28.9 1533 1 0 0 614.817

71741 18 13 28.9 1720 1 0 0 639.8182

71741 18 13 28.9 2000 1 0 0 679.8111

71741 18 13 28.9 2399 1 0 0 737.3462

71741 18 13 28.9 2844 1 0 0 830.4508

71741 18 13 28.9 2858 1 0 0 832.4077

71741 18 13 28.9 2885 1 0 0 838.3679

71741 18 13 28.9 2907 1 0 0 840.9203

71741 18 13 28.9 3197 1 0 0 894.4982

71741 18 13 28.9 3659 1 0 0 984.0059

71741 18 13 28.9 4957 1 0 0 1287.6368

71741 18 13 28.9 5753 1 1 1 1050.8396

41112 15 11 31.3 130 1 1 1 397.2265

41112 15 11 31.3 177 1 1 0 408.7505

41112 15 11 31.3 473 1 1 0 472.7979

41112 15 11 31.3 1311 1 1 0 587.8103

41112 15 11 31.3 1505 1 1 0 611.8184

41112 15 11 31.3 2421 1 1 0 740.3936



41112 15 11 31.3 2499 1 1 1 758.3617

41112 15 11 31.3 2919 1 1 1 841.9204

41112 15 11 31.3 3305 1 1 1 915.5025

41112 15 11 31.3 3342 1 1 1 923.9312

41112 15 11 31.3 4049 1 1 0 1079.0426

71456 21 16 31.1 1533 1 0 0 614.817

71456 21 16 31.1 1550 1 1 1 616.3272

71456 21 16 31.1 1720 1 0 0 639.8182

71456 21 16 31.1 1837 1 0 0 657.3134

71456 21 16 31.1 2000 1 0 0 679.8111

71456 21 16 31.1 2213 1 1 1 706.8777

71456 21 16 31.1 2399 1 0 0 737.3462

71456 21 16 31.1 2568 1 0 0 770.882

71456 21 16 31.1 2668 1 1 1 791.4133

71456 21 16 31.1 2844 1 0 0 830.4508

71456 21 16 31.1 2872 1 1 1 833.3977

71456 21 16 31.1 2885 1 0 0 838.3679

71456 21 16 31.1 2907 1 0 0 840.9203

71456 21 16 31.1 3197 1 0 0 894.4982

71456 21 16 31.1 3659 1 0 0 984.0059

71456 21 16 31.1 4957 1 0 0 1287.6368

615675 18 16 4.2 396 1 1 1 458.2972

615675 18 16 4.2 505 1 1 1 478.3005

615675 18 16 4.2 788 1 1 1 518.2952

615675 18 16 4.2 1071 1 1 1 557.2822

615675 18 16 4.2 2088 1 1 1 690.885

615675 18 16 4.2 2233 1 1 1 710.8933

615675 18 16 4.2 2418 1 1 1 739.8429

615675 18 16 4.2 2477 1 1 1 751.8655

615675 18 16 4.2 2571 1 1 1 771.4274

615675 18 16 4.2 2754 1 1 1 810.4538

615675 18 16 4.2 3462 1 1 1 943.5529

615675 18 16 4.2 3616 1 1 1 973.4983

615675 18 16 4.2 3867 1 1 1 689.702

615675 18 16 4.2 3924 1 1 1 1047.0509

615675 18 16 4.2 4147 1 1 1 1100.0366

615675 18 16 4.2 4911 1 1 1 843.0533

286993 12 10 5.9 1442 1 1 1 603.4152

286993 12 10 5.9 1560 1 1 1 617.8085

286993 12 10 5.9 2018 1 1 1 681.8767

286993 12 10 5.9 2063 1 1 1 687.8867

286993 12 10 5.9 3132 1 1 1 881.4819

286993 12 10 5.9 3830 1 1 1 1025.0564

286993 12 10 5.9 4133 1 1 1 1097.6198

286993 12 10 5.9 4297 1 1 1 747.397

286993 12 10 5.9 5172 1 1 1 912.8492

286993 12 10 5.9 5746 1 1 1 1047.9252

44960 15 12 43.9 1244 1 1 0 579.8293

44960 15 12 43.9 1262 1 1 1 581.797

44960 15 12 43.9 1700 1 1 0 637.326

44960 15 12 43.9 1711 1 1 0 638.8484

44960 15 12 43.9 2093 1 1 0 691.8317

44960 15 12 43.9 2136 1 1 0 696.8832

44960 15 12 43.9 2994 1 1 0 569.9804

44960 15 12 43.9 3231 1 1 0 900.9802

44960 15 12 43.9 3587 1 1 1 969.4852

44960 15 12 43.9 4236 1 1 0 742.0756

44960 15 12 43.9 5848 1 1 0 1082.1898



52347 12 8 24.7 1219 1 1 1 576.8604

52347 12 8 24.7 1531 1 1 1 614.7881

52347 12 8 24.7 2955 1 1 1 849.3846

52347 12 8 24.7 3044 1 1 1 864.8778

52347 12 8 24.7 3187 1 1 1 890.9081

52347 12 8 24.7 4032 1 1 1 1075.5693

52347 12 8 24.7 4130 1 1 1 731.7769

52347 12 8 24.7 4645 1 1 1 1174.0968

125058 16 13 20.9 226 1 1 1 422.7569

125058 16 13 20.9 783 1 1 1 518.2483

125058 16 13 20.9 876 1 1 1 532.3026

125058 16 13 20.9 1280 1 1 1 583.8061

125058 16 13 20.9 1569 1 1 1 618.8747

125058 16 13 20.9 2995 1 1 1 855.402

125058 16 13 20.9 3045 1 1 1 864.9397

125058 16 13 20.9 4715 1 1 1 1190.5691

125058 16 13 20.9 4877 1 1 1 1252.6306

125058 16 13 20.9 5275 1 1 1 696.8507

125058 16 13 20.9 5477 1 1 1 962.1509

125058 16 13 20.9 5798 1 1 1 1066.5445

125058 16 13 20.9 5914 1 1 1 1106.559

47236 12 9 32.9 286 1 1 0 433.7641

47236 12 9 32.9 1244 1 0 0 579.8293

47236 12 9 32.9 1283 1 1 0 584.2729

47236 12 9 32.9 1397 1 1 0 598.2826

47236 12 9 32.9 1776 1 1 0 648.3242

47236 12 9 32.9 2816 1 1 0 823.4491

47236 12 9 32.9 3663 1 1 1 984.4724

47236 12 9 32.9 4381 1 1 0 753.3647

47236 12 9 32.9 6295 1 1 1 1278.272

73315 13 11 24.6 1615 1 1 1 624.8451

73315 13 11 24.6 1616 1 1 1 625.2861

73315 13 11 24.6 1888 1 1 1 664.3221

73315 13 11 24.6 2013 1 1 1 681.3758

73315 13 11 24.6 2224 1 1 0 709.3708

73315 13 11 24.6 2415 1 1 1 739.3858

73315 13 11 24.6 3265 1 1 1 907.4804

73315 13 11 24.6 3597 1 1 1 970.5071

73315 13 11 24.6 3882 1 1 1 691.0355

73315 13 11 24.6 5367 1 1 1 942.5476

73315 13 11 24.6 5686 1 1 1 1026.8279

40949 13 11 36.6 177 1 0 0 408.7505

40949 13 11 36.6 473 1 0 0 472.7979

40949 13 11 36.6 1311 1 0 0 587.8103

40949 13 11 36.6 1505 1 0 0 611.8184

40949 13 11 36.6 2421 1 0 0 740.3936

40949 13 11 36.6 2499 1 0 1 758.3617

40949 13 11 36.6 3155 1 1 1 883.4594

40949 13 11 36.6 3230 1 1 1 900.9727

40949 13 11 36.6 3290 1 1 1 911.9858

40949 13 11 36.6 4049 1 0 0 1079.0426

40949 13 11 36.6 5168 1 1 1 912.7767

103283 13 10 12.9 733 1 1 1 510.2602

103283 13 10 12.9 1365 1 1 1 594.3221

103283 13 10 12.9 1717 1 1 1 639.3586

103283 13 10 12.9 1742 1 1 0 642.3153

103283 13 10 12.9 2253 1 1 1 712.8854

103283 13 10 12.9 2311 1 1 1 481.6072



103283 13 10 12.9 2313 1 1 1 722.3955

103283 13 10 12.9 2372 1 1 1 731.8881

103283 13 10 12.9 2812 1 1 1 822.9749

103283 13 10 12.9 4856 1 1 1 829.0775

65547 18 12 29.5 517 1 0 1 481.2137

65547 18 12 29.5 912 1 1 0 536.7767

65547 18 12 29.5 1368 1 1 0 594.3549

65547 18 12 29.5 1402 1 1 1 599.7791

65547 18 12 29.5 2380 1 1 1 733.9162

65547 18 12 29.5 2471 1 1 1 750.8465

65547 18 12 29.5 2572 1 1 0 514.6604

65547 18 12 29.5 3276 1 1 1 908.459

65547 18 12 29.5 4313 1 1 1 748.7341

65547 18 12 29.5 4769 1 1 0 1205.5708

65547 18 12 29.5 4974 1 1 1 862.1202

65547 18 12 29.5 5523 1 1 1 969.1654

37004 13 10 38.8 203 1 1 1 417.2369

37004 13 10 38.8 1165 1 1 1 570.8254

37004 13 10 38.8 1201 1 1 1 383.5608

37004 13 10 38.8 2284 1 1 1 717.8813

37004 13 10 38.8 2465 1 1 1 749.9271

37004 13 10 38.8 2888 1 1 1 559.6625

37004 13 10 38.8 3128 1 1 1 881.3964

37004 13 10 38.8 3802 1 1 1 1017.0404

37004 13 10 38.8 4083 1 1 1 1086.5077

37004 13 10 38.8 5024 1 1 1 877.4703

73174 12 9 18.6 1122 1 1 1 565.7881

73174 12 9 18.6 1378 1 1 1 595.8424

73174 12 9 18.6 1564 1 1 1 618.2909

73174 12 9 18.6 2223 1 1 1 709.3676

73174 12 9 18.6 2224 1 0 0 709.3708

73174 12 9 18.6 3285 1 1 1 911.4576

73174 12 9 18.6 3409 1 1 1 624.0041

73174 12 9 18.6 3597 1 0 1 970.5071

73174 12 9 18.6 4823 1 1 1 1228.7043

58863 13 11 34.8 504 1 1 1 478.2897

58863 13 11 34.8 998 1 1 1 546.303

58863 13 11 34.8 1854 1 1 1 659.3651

58863 13 11 34.8 2735 1 1 1 805.4426

58863 13 11 34.8 2835 1 1 1 826.4127

58863 13 11 34.8 2971 1 1 1 851.8725

58863 13 11 34.8 3670 1 1 1 657.6892

58863 13 11 34.8 4140 1 1 1 1099.0572

58863 13 11 34.8 4640 1 1 1 781.743

58863 13 11 34.8 5054 1 1 1 886.7869

58863 13 11 34.8 5773 1 1 1 1053.2116

94743 10 9 19.2 54 1 1 1 372.6948

94743 10 9 19.2 2341 1 1 1 726.8483

94743 10 9 19.2 2476 1 1 1 751.8423

94743 10 9 19.2 3228 1 1 1 900.4691

94743 10 9 19.2 3244 1 1 1 603.3137

94743 10 9 19.2 4377 1 1 1 1129.1051

94743 10 9 19.2 4748 1 1 1 800.7265

94743 10 9 19.2 5551 1 1 1 978.1487

94743 10 9 19.2 5828 1 1 1 806.4122

83408 10 8 14.5 812 1 1 1 521.7514

83408 10 8 14.5 1501 1 1 1 610.8259

83408 10 8 14.5 1635 1 1 1 628.8296



83408 10 8 14.5 1883 1 1 1 442.5651

83408 10 8 14.5 2393 1 1 1 735.9001

83408 10 8 14.5 2829 1 1 1 825.4001

83408 10 8 14.5 2873 1 1 1 833.4271

83408 10 8 14.5 4785 1 1 1 1208.6133

65220 8 6 18.1 1966 1 1 1 672.8779

65220 8 6 18.1 2801 1 1 1 821.4178

65220 8 6 18.1 3049 1 1 1 865.9204

65220 8 6 18.1 3608 1 1 1 648.6491

65220 8 6 18.1 4031 1 1 1 1075.5549

65220 8 6 18.1 5093 1 1 1 894.1208

49487 10 9 29.8 561 1 1 1 486.7905

49487 10 9 29.8 963 1 1 1 542.3002

49487 10 9 29.8 1572 1 1 1 619.3299

49487 10 9 29.8 1754 1 1 1 644.358

49487 10 9 29.8 2297 1 1 1 479.612

49487 10 9 29.8 3107 1 1 1 876.4351

49487 10 9 29.8 4015 1 1 1 1073.0583

49487 10 9 29.8 4053 1 1 1 1079.5767

49487 10 9 29.8 4163 1 1 1 1103.0719

62205 9 9 20.5 1435 1 1 1 602.8147

62205 9 9 20.5 1758 1 1 1 645.812

62205 9 9 20.5 2420 1 1 1 740.3764

62205 9 9 20.5 2833 1 1 1 825.8995

62205 9 9 20.5 3112 1 1 1 877.4673

62205 9 9 20.5 4003 1 1 1 713.7241

62205 9 9 20.5 4337 1 1 1 1125.6511

62205 9 9 20.5 4901 1 1 1 840.4981

62205 9 9 20.5 5412 1 1 1 950.5503

41937 11 8 32.4 570 1 1 0 488.7278

41937 11 8 32.4 1182 1 1 0 572.784

41937 11 8 32.4 1316 1 1 0 588.7714

41937 11 8 32.4 1403 1 1 0 599.856

41937 11 8 32.4 3178 1 1 0 887.9509

41937 11 8 32.4 3366 1 1 1 928.4683

41937 11 8 32.4 3625 1 1 0 977.5359

41937 11 8 32.4 5757 1 1 0 1051.2178

40001 13 8 27.5 1001 1 1 1 547.2396

40001 13 8 27.5 1395 1 1 0 597.3347

40001 13 8 27.5 1485 1 1 0 609.3057

40001 13 8 27.5 1730 1 1 1 640.8188

40001 13 8 27.5 2245 1 1 0 712.3356

40001 13 8 27.5 2432 1 1 1 742.4143

40001 13 8 27.5 2721 1 1 1 801.9387

40001 13 8 27.5 3803 1 1 1 678.3628

36185 14 9 34.2 462 1 1 1 472.258

36185 14 9 34.2 1744 1 1 1 642.3817

36185 14 9 34.2 1805 1 1 1 652.379

36185 14 9 34.2 1829 1 1 1 655.8137

36185 14 9 34.2 2080 1 1 1 690.8265

36185 14 9 34.2 2456 1 1 1 747.8804

36185 14 9 34.2 2497 1 1 1 505.2839

36185 14 9 34.2 2558 1 1 1 768.48

36185 14 9 34.2 3111 1 1 1 877.4322

63798 14 11 25.2 912 1 0 0 536.7767

63798 14 11 25.2 1352 1 1 1 592.7712

63798 14 11 25.2 1368 1 0 0 594.3549

63798 14 11 25.2 1702 1 1 1 637.8404



63798 14 11 25.2 2434 1 1 1 742.8485

63798 14 11 25.2 2562 1 1 1 513.2862

63798 14 11 25.2 2572 1 0 0 514.6604

63798 14 11 25.2 3217 1 1 1 898.8765

63798 14 11 25.2 3238 1 1 1 902.4322

63798 14 11 25.2 4132 1 1 1 732.0586

63798 14 11 25.2 4769 1 0 0 1205.5708

34389 9 7 38 214 1 1 1 421.2661

34389 9 7 38 1879 1 1 1 662.8953

34389 9 7 38 2056 1 1 1 687.3249

34389 9 7 38 2714 1 1 1 800.4112

34389 9 7 38 2854 1 1 1 831.9213

34389 9 7 38 4811 1 1 1 815.0617

34389 9 7 38 5886 1 1 1 1101.2362

10285 10 5 55.7 409 1 1 1 460.7471

10285 10 5 55.7 459 1 1 1 471.258

10285 10 5 55.7 840 1 1 1 524.7945

10285 10 5 55.7 2303 1 1 1 720.3466

10285 10 5 55.7 4046 1 1 1 1078.5155

154652 7 6 6.1 1258 1 1 1 581.3085

154652 7 6 6.1 1858 1 1 1 659.8838

154652 7 6 6.1 2327 1 1 1 724.4108

154652 7 6 6.1 2633 1 1 1 785.9124

154652 7 6 6.1 3480 1 1 1 946

154652 7 6 6.1 3777 1 1 1 672.6873

47389 9 5 17.4 1244 1 0 0 579.8293

47389 9 5 17.4 1880 1 1 1 663.3205

47389 9 5 17.4 2424 1 1 1 493.9596

47389 9 5 17.4 3561 1 1 1 961.9797

47389 9 5 17.4 3913 1 1 1 1044.5048

148890 6 4 5.1 2410 1 1 1 738.8904

148890 6 4 5.1 2529 1 1 1 763.4566

148890 6 4 5.1 3599 1 1 1 971.0322

148890 6 4 5.1 4834 1 1 1 823.0873

196643 11 10 9.4 855 1 1 1 528.2709

196643 11 10 9.4 1030 1 1 1 551.804

196643 11 10 9.4 1733 1 1 1 640.9005

196643 11 10 9.4 1853 1 1 1 659.3632

196643 11 10 9.4 2984 1 1 1 853.4331

196643 11 10 9.4 3993 1 1 1 1066.029

196643 11 10 9.4 4156 1 1 1 734.7327

196643 11 10 9.4 4692 1 1 1 789.3576

196643 11 10 9.4 4778 1 1 1 1206.604

196643 11 10 9.4 4890 1 1 1 837.7917

41563 13 9 23.4 88 1 1 1 384.2007

41563 13 9 23.4 405 1 1 0 459.2943

41563 13 9 23.4 1449 1 1 1 604.3195

41563 13 9 23.4 1464 1 1 1 606.3064

41563 13 9 23.4 2011 1 1 1 680.86

41563 13 9 23.4 2196 1 1 1 470.2454

41563 13 9 23.4 3799 1 1 1 1016.5135

41563 13 9 23.4 3953 1 1 1 702.7366

55711 6 6 22.1 694 1 1 1 505.7484

55711 6 6 22.1 1848 1 1 1 658.838

55711 6 6 22.1 2613 1 1 1 780.9082

55711 6 6 22.1 3971 1 1 1 1058.5106

55711 6 6 22.1 4709 1 1 1 1188.5605

55711 6 6 22.1 6095 1 1 1 1132.8888



29784 4 4 23.7 3585 1 1 1 968.02

29784 4 4 23.7 3921 1 1 1 697.7162

29784 4 4 23.7 4803 1 1 1 1216.1238

29784 4 4 23.7 4855 1 1 1 1242.6158

49607 7 5 15.9 1471 1 1 1 607.3428

49607 7 5 15.9 2694 1 1 1 794.8992

49607 7 5 15.9 2783 1 1 1 817.4044

49607 7 5 15.9 2876 1 1 1 834.4574

49607 7 5 15.9 3165 1 0 0 590.2665

73869 8 7 12.7 1226 1 1 1 578.3274

73869 8 7 12.7 1967 1 1 1 673.3259

73869 8 7 12.7 2455 1 1 1 747.8643

73869 8 7 12.7 2560 1 1 1 512.9214

73869 8 7 12.7 2844 1 0 0 830.4508

73869 8 7 12.7 3197 1 0 0 894.4982

73869 8 7 12.7 3840 1 1 0 1027.001

59440 10 10 27.9 380 1 1 1 456.2529

59440 10 10 27.9 1567 1 1 0 618.8135

59440 10 10 27.9 1769 1 1 1 647.343

59440 10 10 27.9 2045 1 1 0 685.3194

59440 10 10 27.9 2654 1 1 1 789.4288

59440 10 10 27.9 2745 1 1 0 807.96

59440 10 10 27.9 2878 1 1 0 835.4185

59440 10 10 27.9 3764 1 1 1 671.7334

59440 10 10 27.9 4927 1 1 1 637.3549

59440 10 10 27.9 6471 1 1 1 1036.5456

43168 9 9 35.9 86 1 1 0 383.2172

43168 9 9 35.9 310 1 1 1 437.2612

43168 9 9 35.9 582 1 1 0 490.2406

43168 9 9 35.9 1447 1 1 1 603.8086

43168 9 9 35.9 2346 1 1 0 727.3804

43168 9 9 35.9 2392 1 1 1 735.8709

43168 9 9 35.9 3254 1 1 1 905.4188

43168 9 9 35.9 4718 1 1 1 795.0948

58865 9 8 22.6 521 1 1 1 481.2715

58865 9 8 22.6 871 1 1 1 530.8057

58865 9 8 22.6 1492 1 1 1 609.8149

58865 9 8 22.6 1576 1 1 1 620.8195

58865 9 8 22.6 2179 1 1 1 702.3617

58865 9 8 22.6 3016 1 1 1 859.4503

58865 9 8 22.6 3577 1 1 1 965.0003

58865 9 8 22.6 6247 1 1 1 1206.6016

59235 8 7 20.3 1567 1 0 0 618.8135

59235 8 7 20.3 2045 1 0 0 685.3194

59235 8 7 20.3 2589 1 1 1 775.433

59235 8 7 20.3 2745 1 0 0 807.96

59235 8 7 20.3 2878 1 0 0 835.4185

59235 8 7 20.3 3756 1 1 1 669.7417

59235 8 7 20.3 5000 1 1 1 651.8488

86221 7 6 9.9 71 1 1 1 378.224

86221 7 6 9.9 756 1 1 1 513.8006

86221 7 6 9.9 1620 1 1 1 625.8222

86221 7 6 9.9 1908 1 1 1 665.8824

86221 7 6 9.9 3332 1 1 1 614.6477

86221 7 6 9.9 4582 1 1 1 1154.5838

65730 7 6 14.4 1029 1 1 1 551.7987

65730 7 6 14.4 1260 1 1 1 581.7688

65730 7 6 14.4 2184 1 1 1 702.8333



65730 7 6 14.4 2212 1 1 1 706.8775

65730 7 6 14.4 3815 1 1 1 1019.9765

65730 7 6 14.4 4235 1 1 1 742.0655

42056 8 6 23.3 570 1 0 0 488.7278

42056 8 6 23.3 1130 1 1 0 566.7688

42056 8 6 23.3 1182 1 0 0 572.784

42056 8 6 23.3 1403 1 0 0 599.856

42056 8 6 23.3 3202 1 1 1 895.9476

42056 8 6 23.3 5757 1 0 0 1051.2178

48286 6 5 12.4 62 1 1 1 374.721

48286 6 5 12.4 322 1 1 1 441.7115

48286 6 5 12.4 1992 1 1 1 679.3157

48286 6 5 12.4 2191 1 1 1 704.3104

48286 6 5 12.4 3065 1 1 1 869.4277

137407 8 8 9.9 785 1 1 0 518.2811

137407 8 8 9.9 1436 1 1 0 603.2805

137407 8 8 9.9 2053 1 1 0 686.4033

137407 8 8 9.9 2396 1 1 1 736.908

137407 8 8 9.9 2578 1 1 1 772.8989

137407 8 8 9.9 2751 1 1 1 809.9276

137407 8 8 9.9 3227 1 1 0 900.4148

137407 8 8 9.9 5250 1 1 1 694.627

100826 10 9 16.2 1056 1 1 1 555.2738

100826 10 9 16.2 1198 1 1 1 574.8013

100826 10 9 16.2 1593 1 1 1 622.3533

100826 10 9 16.2 1727 1 1 1 640.3267

100826 10 9 16.2 2576 1 1 1 515.284

100826 10 9 16.2 3103 1 1 1 583.9995

100826 10 9 16.2 3820 1 1 1 1023.0549

100826 10 9 16.2 5508 1 1 1 968.1759

100826 10 9 16.2 5709 1 1 1 779.1663

120769 8 7 9 1555 1 1 1 617.3165

120769 8 7 9 1715 1 1 1 639.3391

120769 8 7 9 1736 1 1 1 641.3157

120769 8 7 9 2026 1 1 1 682.8436

120769 8 7 9 2209 1 1 1 706.3739

120769 8 7 9 2607 1 1 1 778.438

120769 8 7 9 4862 1 1 1 830.4461

64169 6 6 14.5 819 1 1 0 522.2954

64169 6 6 14.5 1345 1 1 0 591.8584

64169 6 6 14.5 1410 1 1 1 600.3347

64169 6 6 14.5 1732 1 1 0 640.8877

64169 6 6 14.5 2964 1 1 0 850.953

64169 6 6 14.5 4949 1 1 1 857.1423

39964 6 6 24 1395 1 0 0 597.3347

39964 6 6 24 1485 1 0 0 609.3057

39964 6 6 24 2245 1 0 0 712.3356

39964 6 6 24 2389 1 1 1 735.4063

39964 6 6 24 4281 1 1 1 1118.5755

39964 6 6 24 4406 1 1 1 1131.0428

44356 7 5 21.7 627 1 1 1 496.7491

44356 7 5 21.7 866 1 1 1 530.2747

44356 7 5 21.7 3582 1 1 1 967.4706

44356 7 5 21.7 4153 1 1 1 1101.5518

44356 7 5 21.7 6011 1 1 1 1119.867

66087 6 4 7.7 994 1 1 1 545.7729

66087 6 4 7.7 2574 1 1 1 772.3866

66087 6 4 7.7 2923 1 1 1 842.4802



66087 6 4 7.7 4603 1 1 1 775.1005

194433 8 7 6.5 2035 1 1 0 683.8752

194433 8 7 6.5 2193 1 1 1 704.3596

194433 8 7 6.5 2295 1 1 0 718.3746

194433 8 7 6.5 2411 1 1 0 738.8933

194433 8 7 6.5 3787 1 1 0 675.6643

194433 8 7 6.5 3852 1 1 1 1029.54

194433 8 7 6.5 5060 1 1 0 888.1523

59765 10 8 22.1 569 1 1 1 488.2846

59765 10 8 22.1 1721 1 1 1 639.821

59765 10 8 22.1 2141 1 1 1 697.4114

59765 10 8 22.1 2257 1 1 1 713.3907

59765 10 8 22.1 2355 1 1 1 729.4236

59765 10 8 22.1 2448 1 1 1 746.8909

59765 10 8 22.1 3394 1 1 1 932.9753

59765 10 8 22.1 5755 1 1 1 1050.9179

17591 4 2 19.1 743 1 1 1 512.2987

17591 4 2 19.1 3908 1 1 1 1043.0374

59426 5 4 13.5 1462 1 1 1 605.8432

59426 5 4 13.5 3074 1 1 1 870.5068

59426 5 4 13.5 4464 1 1 1 1139.1612

59426 5 4 13.5 5012 1 1 1 874.1385

42064 7 5 22.3 570 1 0 0 488.7278

42064 7 5 22.3 1316 1 0 0 588.7714

42064 7 5 22.3 3178 1 0 0 887.9509

42064 7 5 22.3 3665 1 1 1 656.6983

42064 7 5 22.3 5759 1 0 1 1051.2183

23090 6 5 23.7 648 1 1 0 499.7845

23090 6 5 23.7 1394 1 1 0 398.544

23090 6 5 23.7 2182 1 1 1 702.404

23090 6 5 23.7 2612 1 1 1 520.6386

23090 6 5 23.7 2776 1 1 0 816.419

194402 7 6 5.8 2035 1 0 0 683.8752

194402 7 6 5.8 2295 1 0 0 718.3746

194402 7 6 5.8 2411 1 0 0 738.8933

194402 7 6 5.8 3787 1 0 0 675.6643

194402 7 6 5.8 3816 1 1 1 1020.5621

194402 7 6 5.8 5060 1 0 0 888.1523

52003 5 3 11.6 2884 1 1 1 837.9535

52003 5 3 11.6 3283 1 1 1 607.6081

52003 5 3 11.6 4854 1 1 1 1241.6743

63627 5 5 10.6 819 1 0 0 522.2954

63627 5 5 10.6 1345 1 0 0 591.8584

63627 5 5 10.6 1541 1 1 1 615.3529

63627 5 5 10.6 1732 1 0 0 640.8877

63627 5 5 10.6 2964 1 0 0 850.953

104379 6 5 6.5 606 1 1 1 493.7836

104379 6 5 6.5 726 1 1 1 509.3078

104379 6 5 6.5 1342 1 1 1 591.8143

104379 6 5 6.5 1921 1 1 1 668.3269

104379 6 5 6.5 3562 1 1 1 961.9813

41834 11 8 23.9 405 1 0 0 459.2943

41834 11 8 23.9 493 1 1 1 476.2481

41834 11 8 23.9 1532 1 1 1 614.8139

41834 11 8 23.9 2011 1 0 1 680.86

41834 11 8 23.9 2177 1 1 1 468.2528

41834 11 8 23.9 3831 1 1 1 1025.4918

41834 11 8 23.9 3922 1 1 1 697.7398



153955 5 5 6.3 1778 1 1 1 648.4238

153955 5 5 6.3 3607 1 1 1 648.3701

153955 5 5 6.3 3796 1 1 1 1015.0708

153955 5 5 6.3 3874 1 1 1 690.051

153955 5 5 6.3 3883 1 1 1 1037.5673

146599 10 9 9.1 660 1 1 1 502.2514

146599 10 9 9.1 954 1 1 1 541.3217

146599 10 9 9.1 1061 1 1 1 555.7564

146599 10 9 9.1 1882 1 1 0 663.3387

146599 10 9 9.1 1971 1 1 1 674.3398

146599 10 9 9.1 2150 1 1 1 698.3529

146599 10 9 9.1 2799 1 1 1 821.3821

146599 10 9 9.1 3208 1 1 0 897.5034

146599 10 9 9.1 5098 1 1 1 896.8286

94470 5 5 8.5 1322 1 1 0 589.3142

94470 5 5 8.5 2436 1 1 1 742.9581

94470 5 5 8.5 2762 1 1 1 812.4234

94470 5 5 8.5 3683 1 1 1 988.9768

94470 5 5 8.5 3774 1 1 0 672.3501

114752 7 6 9.2 82 1 1 1 380.2398

114752 7 6 9.2 1036 1 1 1 552.3058

114752 7 6 9.2 2596 1 1 1 776.4001

114752 7 6 9.2 3937 1 1 1 700.0427

114752 7 6 9.2 4063 1 1 1 1082.0625

114752 7 6 9.2 4962 1 1 1 1290.657

44974 4 3 11.4 2077 1 1 1 690.3608

44974 4 3 11.4 2580 1 1 1 773.898

44974 4 3 11.4 4051 1 1 1 1079.4988

81293 9 9 17.7 403 1 1 1 458.7844

81293 9 9 17.7 422 1 1 1 464.7769

81293 9 9 17.7 526 1 1 1 481.7688

81293 9 9 17.7 857 1 1 1 528.2959

81293 9 9 17.7 1641 1 1 1 629.327

81293 9 9 17.7 1929 1 1 1 668.8898

81293 9 9 17.7 2537 1 1 1 765.4142

81293 9 9 17.7 4044 1 1 1 718.7029

81293 9 9 17.7 6335 1 1 1 1013.4987

47005 5 4 13.4 490 1 1 1 475.7688

47005 5 4 13.4 2360 1 1 1 730.3914

47005 5 4 13.4 3636 1 1 1 981.4902

47005 5 4 13.4 3935 1 1 1 524.7987

59860 4 4 11.8 858 1 1 1 528.8062

59860 4 4 11.8 1112 1 1 1 563.7633

59860 4 4 11.8 3078 1 1 1 870.9857

59860 4 4 11.8 5136 1 1 1 903.7724

72129 4 3 7.3 2730 1 1 1 803.4274

72129 4 3 7.3 3172 1 1 1 886.0194

72129 4 3 7.3 3567 1 1 1 963.0166

45894 6 6 18.6 1244 1 0 0 579.8293

45894 6 6 18.6 1692 1 1 1 636.3461

45894 6 6 18.6 2234 1 1 1 474.2804

45894 6 6 18.6 3795 1 1 1 1015.0336

45894 6 6 18.6 4009 1 1 1 714.6788

45894 6 6 18.6 4630 1 1 1 781.0943

60195 4 3 11.3 1580 1 1 1 621.2915

60195 4 3 11.3 4477 1 1 1 1140.5836

60195 4 3 11.3 5732 1 1 1 1045.8563

100452 5 4 5.9 918 1 1 1 537.2875



100452 5 4 5.9 1241 1 1 1 579.8095

100452 5 4 5.9 1789 1 1 1 650.385

100452 5 4 5.9 4162 1 1 1 735.4006

90209 6 6 11.5 1346 1 1 1 592.3035

90209 6 6 11.5 1400 1 1 1 599.2985

90209 6 6 11.5 1831 1 1 1 437.5533

90209 6 6 11.5 4168 1 1 1 1104.0207

90209 6 6 11.5 4612 1 1 1 776.4031

90209 6 6 11.5 4761 1 1 1 1204.1296

116657 5 4 6.4 1591 1 1 1 622.3354

116657 5 4 6.4 2102 1 1 0 692.3505

116657 5 4 6.4 4206 1 1 0 739.7751

116657 5 4 6.4 4574 1 1 0 1152.0992

16590 6 3 31.8 4686 1 1 1 1182.1366

16590 6 3 31.8 4940 1 1 1 854.8044

16590 6 3 31.8 5330 1 1 1 936.4584

86932 7 5 6.7 574 1 1 1 488.7829

86932 7 5 6.7 769 1 1 1 515.7984

86932 7 5 6.7 2096 1 1 1 691.8487

86932 7 5 6.7 2845 1 1 1 553.9795

86932 7 5 6.7 2933 1 1 1 844.4745

109501 6 6 6.7 251 1 1 1 429.235

109501 6 6 6.7 516 1 1 1 480.7975

109501 6 6 6.7 682 1 1 1 503.7876

109501 6 6 6.7 792 1 1 1 518.7826

109501 6 6 6.7 2439 1 1 1 743.9272

109501 6 6 6.7 3091 1 1 1 874.4517

80376 7 6 9.9 16 1 1 1 357.7287

80376 7 6 9.9 1637 1 1 0 628.8513

80376 7 6 9.9 1761 1 1 0 646.3249

80376 7 6 9.9 1866 1 1 0 660.8332

80376 7 6 9.9 2533 1 1 1 764.4041

80376 7 6 9.9 2671 1 1 1 528.6014

47042 5 3 16.7 890 1 1 1 533.3026

47042 5 3 16.7 5633 1 1 1 1007.7668

47042 5 3 16.7 6170 1 1 1 858.9372

40903 3 2 8.3 2747 1 1 1 808.4265

40903 3 2 8.3 3129 1 1 1 881.4459

99776 3 3 6 2748 1 1 1 808.4561

99776 3 3 6 3398 1 1 1 933.5582

99776 3 3 6 4614 1 1 1 776.4273

65977 5 5 9.7 1331 1 1 1 591.2931

65977 5 5 9.7 1763 1 1 1 646.7922

65977 5 5 9.7 2536 1 1 1 765.411

65977 5 5 9.7 2561 1 1 1 768.9846

65977 5 5 9.7 4537 1 1 1 765.1225

59477 4 4 13.4 831 1 1 1 523.8138

59477 4 4 13.4 2610 1 1 1 778.8889

59477 4 4 13.4 3363 1 1 1 928.0329

59477 4 4 13.4 5809 1 1 1 1068.2233

42230 6 6 23 1243 1 1 1 579.8277

42230 6 6 23 1619 1 1 1 625.3134

42230 6 6 23 2266 1 1 1 714.4033

42230 6 6 23 2841 1 1 1 828.9567

42230 6 6 23 4814 1 1 1 815.4697

45049 7 7 18.7 759 1 1 1 514.3112

45049 7 7 18.7 862 1 1 1 529.3344

45049 7 7 18.7 928 1 1 1 538.3033



45049 7 7 18.7 1119 1 1 1 564.8042

45049 7 7 18.7 1126 1 1 1 566.2852

45049 7 7 18.7 1460 1 1 1 404.2228

45049 7 7 18.7 2522 1 1 1 762.9067

71322 4 4 7.2 643 1 1 1 498.8136

71322 4 4 7.2 669 1 1 1 502.7982

71322 4 4 7.2 2216 1 1 1 707.867

71322 4 4 7.2 3447 1 1 1 941.4749

137563 5 5 5.6 785 1 0 0 518.2811

137563 5 5 5.6 1436 1 0 0 603.2805

137563 5 5 5.6 2053 1 0 0 686.4033

137563 5 5 5.6 2797 1 1 1 820.429

137563 5 5 5.6 3227 1 0 0 900.4148

114571 7 7 8.4 830 1 1 1 523.8063

114571 7 7 8.4 1377 1 1 1 595.8301

114571 7 7 8.4 2364 1 1 1 730.8725

114571 7 7 8.4 2508 1 1 1 760.3985

114571 7 7 8.4 3354 1 1 1 925.4242

114571 7 7 8.4 3750 1 1 1 669.3185

114571 7 7 8.4 3917 1 1 1 697.0231

44425 6 4 16.8 579 1 1 1 489.7664

44425 6 4 16.8 2540 1 1 1 766.3656

44425 6 4 16.8 2920 1 1 1 841.9239

44425 6 4 16.8 5683 1 1 1 1026.5204

62339 4 4 7.9 715 1 1 1 508.7663

62339 4 4 7.9 1399 1 1 1 598.8713

62339 4 4 7.9 1678 1 1 1 634.2916

62339 4 4 7.9 2490 1 1 1 754.8864

59751 5 5 15.4 1998 1 1 1 679.4079

59751 5 5 15.4 2045 1 0 0 685.3194

59751 5 5 15.4 2534 1 1 1 764.4533

59751 5 5 15.4 3568 1 1 1 642.3981

59751 5 5 15.4 5623 1 1 1 999.1469

182693 3 3 2.7 1073 1 1 1 557.3293

182693 3 3 2.7 3277 1 1 1 908.4752

182693 3 3 2.7 3996 1 1 1 712.6739

20970 3 3 18.2 224 1 1 1 422.2496

20970 3 3 18.2 1336 1 1 1 591.3534

20970 3 3 18.2 2591 1 1 1 775.8853

67582 5 5 9.1 1015 1 1 1 549.8008

67582 5 5 9.1 1184 1 1 1 572.8359

67582 5 5 9.1 1348 1 1 1 592.3197

67582 5 5 9.1 1652 1 1 1 630.8449

67582 5 5 9.1 1905 1 1 1 665.8611

97167 4 4 7.5 854 1 1 1 527.7979

97167 4 4 7.5 1924 1 1 1 668.3489

97167 4 4 7.5 2806 1 1 1 822.4251

97167 4 4 7.5 5156 1 1 1 908.825

99113 4 4 6.3 1599 1 1 1 622.8945

99113 4 4 6.3 1775 1 1 1 647.8632

99113 4 4 6.3 2275 1 1 1 716.8451

99113 4 4 6.3 4657 1 1 1 784.1331

57763 5 4 13.1 1865 1 1 1 440.8813

57763 5 4 13.1 2605 1 1 1 778.3968

57763 5 4 13.1 3576 1 1 1 643.6543

57763 5 4 13.1 4908 1 1 1 841.4657

45355 2 2 4.6 3360 1 1 1 927.0351

45355 2 2 4.6 3759 1 1 1 670.3928



116128 4 2 3.4 3200 1 1 1 895.0222

116128 4 2 3.4 4592 1 1 1 771.7957

31696 5 5 20.6 485 1 1 1 475.277

31696 5 5 20.6 868 1 1 1 530.7597

31696 5 5 20.6 1498 1 1 1 610.3319

31696 5 5 20.6 2198 1 1 1 704.883

31696 5 5 20.6 3335 1 1 1 922.4784

82214 2 2 3.9 1948 1 1 1 671.3858

82214 2 2 3.9 2778 1 1 1 816.4405

59195 3 2 8.8 3598 1 1 1 970.5361

59195 3 2 8.8 5584 1 1 1 987.4999

110942 6 6 8.8 324 1 1 1 441.7271

110942 6 6 8.8 1538 1 1 1 615.2933

110942 6 6 8.8 1543 1 1 1 615.3661

110942 6 6 8.8 2156 1 1 1 698.8695

110942 6 6 8.8 3705 1 1 1 662.0159

110942 6 6 8.8 5497 1 1 1 966.4945

17118 3 2 14.5 3282 1 1 1 910.4538

17118 3 2 14.5 4770 1 1 1 804.0769

44788 4 3 10.3 782 1 1 1 517.7686

44788 4 3 10.3 2316 1 1 1 722.8315

44788 4 3 10.3 3388 1 1 1 621.3604

53612 3 2 6.8 807 1 1 1 520.3109

53612 3 2 6.8 5049 1 1 1 885.1406

77064 5 5 8.4 296 1 1 0 435.7739

77064 5 5 8.4 696 1 1 1 505.8032

77064 5 5 8.4 2370 1 1 0 731.3877

77064 5 5 8.4 2660 1 0 0 790.4075

77064 5 5 8.4 3108 1 1 1 876.4499

32347 3 3 11.7 1797 1 1 1 651.3582

32347 3 3 11.7 1814 1 1 1 654.3278

32347 3 3 11.7 2057 1 1 1 687.3455

71262 3 3 6.9 2353 1 1 1 728.8909

71262 3 3 6.9 2583 1 1 1 774.9047

71262 3 3 6.9 2611 1 1 1 779.9436

31671 4 4 18.2 929 1 1 1 538.761

31671 4 4 18.2 2299 1 1 1 719.3844

31671 4 4 18.2 2376 1 1 1 733.3938

31671 4 4 18.2 2734 1 1 1 805.4057

123905 5 5 5 253 1 1 1 429.2454

123905 5 5 5 817 1 1 1 522.2853

123905 5 5 5 1566 1 1 1 618.7969

123905 5 5 5 1945 1 1 1 671.3379

123905 5 5 5 2879 1 1 1 836.4706

271827 5 5 3.1 580 1 1 1 489.7729

271827 5 5 3.1 3006 1 1 1 858.509

271827 5 5 3.1 3185 1 1 1 593.9914

271827 5 5 3.1 3190 1 1 1 891.5072

271827 5 5 3.1 4768 1 1 1 803.773

109254 6 5 5.9 147 1 1 1 400.2556

109254 6 5 5.9 915 1 1 1 536.8293

109254 6 5 5.9 1534 1 1 0 410.2317

109254 6 5 5.9 2742 1 1 0 807.4354

109254 6 5 5.9 3373 1 1 0 619.6582

264216 3 2 1.3 2658 1 1 1 790.3574

264216 3 2 1.3 3612 1 1 1 973.0231

73187 6 4 8.2 1341 1 1 1 591.3663

73187 6 4 8.2 1559 1 1 1 617.352



73187 6 4 8.2 2359 1 1 1 730.3874

73187 6 4 8.2 3451 1 1 1 628.0395

406216 2 2 0.7 1748 1 1 1 643.392

406216 2 2 0.7 2597 1 1 1 776.4609

79562 4 2 5.2 3004 1 1 1 572.6418

79562 4 2 5.2 4672 1 1 1 1178.5791

47357 3 3 10.9 1684 1 1 1 634.8097

47357 3 3 10.9 3621 1 1 1 975.4362

47357 3 3 10.9 4221 1 1 1 1110.5721

105384 3 3 7.4 3255 1 1 1 604.0026

105384 3 3 7.4 3413 1 1 1 936.9776

105384 3 3 7.4 6329 1 1 1 1342.6817

57853 2 2 6.6 3121 1 1 1 879.9961

57853 2 2 6.6 3661 1 1 1 656.341

119640 3 3 3.7 1161 1 1 1 570.3608

119640 3 3 3.7 2219 1 1 1 708.3979

119640 3 3 3.7 3633 1 1 1 653.6644

17889 3 3 26.9 592 1 1 1 491.2922

17889 3 3 26.9 3138 1 1 1 882.4487

17889 3 3 26.9 3967 1 1 1 705.3912

55890 6 6 13.1 364 1 1 1 303.1904

55890 6 6 13.1 527 1 1 1 481.769

55890 6 6 13.1 808 1 1 1 520.311

55890 6 6 13.1 1064 1 1 1 556.7725

55890 6 6 13.1 2587 1 1 1 517.2874

55890 6 6 13.1 3797 1 1 1 1015.4575

19009 2 2 14.6 1642 1 1 1 629.374

19009 2 2 14.6 2109 1 1 1 692.8594

89064 3 3 6.3 2438 1 1 1 743.3796

89064 3 3 6.3 3754 1 1 1 1003.9864

89064 3 3 6.3 3781 1 1 1 1009.5239

92207 3 3 4.1 575 1 1 1 489.2616

92207 3 3 4.1 1542 1 1 1 615.3585

92207 3 3 4.1 2630 1 1 1 784.4745

109365 5 4 5.1 796 1 1 1 519.2666

109365 5 4 5.1 1534 1 0 0 410.2317

109365 5 4 5.1 2742 1 0 0 807.4354

109365 5 4 5.1 3373 1 0 0 619.6582

22118 4 3 17 341 1 1 1 449.7536

22118 4 3 17 1299 1 1 1 585.8054

22118 4 3 17 2669 1 1 1 791.9302

8974 3 2 33.8 5020 1 1 1 876.3576

8974 3 2 33.8 5502 1 1 1 968.0786

18045 3 2 16.9 1683 1 1 1 634.4024

18045 3 2 16.9 2929 1 1 1 844.405

112934 4 4 7 1000 1 1 1 546.8061

112934 4 4 7 2850 1 1 1 554.6383

112934 4 4 7 4071 1 1 1 1084.0609

112934 4 4 7 5679 1 1 1 1025.8601

69692 2 2 4.3 1369 1 1 1 594.8348

69692 2 2 4.3 3089 1 1 1 874.4459

118478 4 4 6.4 2044 1 1 1 684.8439

118478 4 4 6.4 2210 1 1 1 471.2746

118478 4 4 6.4 3033 1 1 1 862.0163

118478 4 4 6.4 5716 1 1 1 1040.5776

27673 3 3 13.2 143 1 1 1 399.7633

27673 3 3 13.2 1756 1 1 1 644.8368

27673 3 3 13.2 2246 1 1 1 712.3366



50306 2 2 8.8 3583 1 1 1 967.5197

20667 3 2 21 3919 1 1 1 697.3696

20667 3 2 21 4794 1 1 1 808.7273

67813 3 3 5.8 841 1 1 1 525.2668

67813 3 3 5.8 1527 1 1 1 613.8585

67813 3 3 5.8 3113 1 1 1 877.4859

40331 3 3 11.1 1372 1 1 1 595.3244

40331 3 3 11.1 1956 1 1 1 672.3613

40331 3 3 11.1 1987 1 1 1 676.825

38472 2 2 8.5 2263 1 1 1 713.8857

38472 2 2 8.5 3127 1 1 1 880.9543

48086 2 2 6.9 2110 1 1 1 692.8926

48086 2 2 6.9 3180 1 1 1 888.9577

196586 3 3 2.6 1428 1 1 1 601.8477

196586 3 3 2.6 2559 1 1 1 768.4802

196586 3 3 2.6 4115 1 1 1 729.7449

39436 3 3 9.9 1380 1 1 1 596.3047

39436 3 3 9.9 1676 1 1 1 633.8746

39436 3 3 9.9 2496 1 1 1 757.4147

16320 3 3 23.3 853 1 1 1 527.7848

16320 3 3 23.3 1239 1 1 1 579.3298

16320 3 3 23.3 2312 1 1 1 722.3691

28210 3 3 11.2 72 1 1 0 378.2605

28210 3 3 11.2 95 1 1 0 387.7652

28210 3 3 11.2 2637 1 1 1 786.4355

39816 2 2 10.4 1256 1 1 1 580.8429

39816 2 2 10.4 5538 1 1 1 975.8522

30915 2 2 13.5 3618 1 1 1 973.9824

30915 2 2 13.5 4116 1 1 1 730.0899

52204 2 2 5.8 1180 1 1 1 571.8483

52204 2 2 5.8 3309 1 1 1 917.4202

117180 2 2 2.9 1234 1 1 1 578.856

117180 2 2 2.9 4102 1 1 1 728.4026

50747 3 3 10 1123 1 1 1 565.7932

50747 3 3 10 1636 1 1 1 628.8384

50747 3 3 10 4840 1 1 1 1237.659

62798 4 4 9.4 1322 1 0 0 589.3142

62798 4 4 9.4 1784 1 1 1 649.8478

62798 4 4 9.4 2473 1 1 1 750.9555

62798 4 4 9.4 3774 1 0 0 672.3501

166282 3 3 2.7 1158 1 1 0 570.2935

166282 3 3 2.7 3419 1 1 1 937.4264

166282 3 3 2.7 3626 1 1 1 652.6625

35965 2 2 9.9 2441 1 1 1 744.8614

35965 2 2 9.9 3634 1 1 1 980.4872

92163 2 2 2.6 1207 1 1 1 575.806

92163 2 2 2.6 1849 1 1 1 658.8658

25092 2 2 13.1 2614 1 1 1 781.3648

25092 2 2 13.1 2976 1 1 1 852.9484

49361 2 2 6.6 1270 1 1 1 582.3174

49361 2 2 6.6 3527 1 1 1 954.0045

52150 5 4 11.1 227 1 1 1 422.7682

52150 5 4 11.1 986 1 1 1 544.7921

52150 5 4 11.1 1586 1 1 1 621.8216

52150 5 4 11.1 5051 1 1 1 886.1279

86221 2 2 4.1 777 1 1 1 516.8135

86221 2 2 4.1 4697 1 1 1 1184.1989

54004 3 3 6 747 1 1 1 513.2927



54004 3 3 6 1040 1 1 1 552.8116

54004 3 3 6 1215 1 1 1 576.8032

188232 2 2 1.9 1490 1 1 1 609.801

188232 2 2 1.9 3977 1 1 1 1060.5647

102646 2 2 2.3 766 1 1 1 515.3065

102646 2 2 2.3 1481 1 1 1 608.3327

276563 5 5 3.1 865 1 1 1 529.7956

276563 5 5 3.1 1101 1 1 1 561.319

276563 5 5 3.1 3224 1 1 1 899.4274

276563 5 5 3.1 4005 1 1 1 714.0598

276563 5 5 3.1 4109 1 1 1 728.6894

29708 3 3 16.1 823 1 1 0 523.242

29708 3 3 16.1 1187 1 1 1 573.3023

29708 3 3 16.1 5473 1 1 1 1442.2214

146592 3 3 3.7 1882 1 0 0 663.3387

146592 3 3 3.7 3208 1 0 0 897.5034

146592 3 3 3.7 4262 1 1 1 744.423

141519 2 2 2.2 1588 1 1 1 621.8868

141519 2 2 2.2 3015 1 1 1 859.4423

81995 3 3 5.1 1444 1 1 1 603.7933

81995 3 3 5.1 2339 1 1 1 484.6362

81995 3 3 5.1 2515 1 1 1 762.3418

32499 2 2 8.7 457 1 1 1 470.795

32499 2 2 8.7 3901 1 1 1 694.6497

124495 4 4 3.9 695 1 1 1 505.7745

124495 4 4 3.9 708 1 1 1 338.5585

124495 4 4 3.9 1781 1 1 1 648.8849

124495 4 4 3.9 3053 1 1 1 577.9958

67832 2 2 4 1886 1 1 1 663.8568

67832 2 2 4 2152 1 1 1 698.3883

64176 3 3 5.3 2647 1 1 1 787.9817

64176 3 3 5.3 2839 1 1 1 827.5003

64176 3 3 5.3 3387 1 1 1 620.7045

34706 3 2 9.1 922 1 1 1 537.3188

34706 3 2 9.1 3677 1 1 1 658.3824

30950 2 2 9.2 2127 1 1 1 695.343

30950 2 2 9.2 2840 1 1 1 828.4285

107161 2 2 3.3 2711 1 1 1 799.9416

107161 2 2 3.3 3988 1 1 1 709.6885

33703 2 2 14.8 2211 1 1 1 706.4241

33703 2 2 14.8 6233 1 1 1 1184.3096

105370 2 2 2.5 1289 1 1 1 584.3089

105370 2 2 2.5 2205 1 1 1 706.3199

60657 2 2 3.5 404 1 1 1 459.2295

60657 2 2 3.5 1647 1 1 1 630.3332

86361 3 3 4.3 186 1 1 1 412.2267

86361 3 3 4.3 1223 1 1 1 577.8483

86361 3 3 4.3 2834 1 1 1 826.0056

36651 2 2 7.6 1651 1 1 1 630.7778

36651 2 2 7.6 2823 1 1 1 550.2747

147050 2 2 1.9 3030 1 1 1 861.4872

86196 3 3 4.3 76 1 1 1 379.2319

86196 3 3 4.3 1523 1 1 1 613.823

86196 3 3 4.3 2492 1 1 1 504.6184

53639 2 2 7.4 1010 1 1 1 548.3016

53639 2 2 7.4 5480 1 1 1 963.1286

111275 2 2 2.1 764 1 1 1 515.2875

111275 2 2 2.1 1974 1 1 1 674.8478



60872 3 3 5.9 1039 1 1 1 552.777

60872 3 3 5.9 1614 1 1 1 624.8248

60872 3 3 5.9 1960 1 1 1 672.8565

22787 2 2 12.6 2318 1 1 1 723.3281

22787 2 2 12.6 2664 1 1 1 790.8846

15188 2 2 20 486 1 1 1 475.2895

15188 2 2 20 3751 1 1 1 1003.4886

93010 2 2 4.3 931 1 1 1 538.7877

93010 2 2 4.3 5435 1 1 1 954.1726

32983 2 2 6.2 487 1 1 1 475.7476

32983 2 2 6.2 861 1 1 1 529.3219

59093 3 3 7.5 1567 1 0 0 618.8135

59093 3 3 7.5 2045 1 0 0 685.3194

59093 3 3 7.5 3544 1 1 1 638.7228

14066 2 2 18.5 1252 1 1 1 580.817

14066 2 2 18.5 1281 1 1 0 583.8069

59922 2 2 5.4 2045 1 0 0 685.3194

59922 2 2 5.4 3628 1 1 1 652.7263

23079 2 2 17.2 836 1 1 1 524.2957

23079 2 2 17.2 5560 1 1 1 981.5093

14095 2 2 18.5 1191 1 1 1 573.8093

14095 2 2 18.5 1281 1 0 0 583.8069

92840 2 2 3.8 1946 1 1 1 671.3591

92840 2 2 3.8 3536 1 1 1 955.0232

24852 2 2 13 1629 1 1 1 627.3331

24852 2 2 13 3275 1 1 1 907.9928

29193 2 2 7.7 321 1 1 1 441.2949

29193 2 2 7.7 1798 1 1 1 651.8146

97570 3 3 5 667 1 1 1 502.7731

97570 3 3 5 4860 1 1 1 830.0875

40742 2 2 5.6 917 1 1 1 537.2488

40742 2 2 5.6 1487 1 1 1 609.3478

17142 3 3 21.2 195 1 1 1 415.2606

17142 3 3 21.2 2092 1 1 1 461.2888

17142 3 3 21.2 2133 1 1 1 696.8185

39776 2 2 6.3 1459 1 1 1 605.8273

39776 2 2 6.3 1578 1 1 1 620.8374

29898 2 2 7.7 470 1 1 1 472.7741

29898 2 2 7.7 2384 1 1 1 490.2938

28013 2 2 11.6 716 1 1 1 508.7697

28013 2 2 11.6 3742 1 1 1 668.3222

33803 2 2 6.6 1136 1 1 1 567.2619

33803 2 2 6.6 1579 1 1 1 620.8484

77766 2 2 5.1 903 1 1 1 534.8062

77766 2 2 5.1 4953 1 1 1 857.4619

86850 2 2 2.9 1298 1 1 1 585.7857

86850 2 2 2.9 1627 1 1 1 626.3196

15496 2 2 17.2 533 1 1 1 482.7275

15496 2 2 17.2 2951 1 1 1 566.0049

57702 2 2 9.3 2349 1 1 1 485.5835

57702 2 2 9.3 6318 1 1 1 1319.6928

prot_mass prot_matches_sigprot_sequences_sigprot_cover pep_query pep_rank pep_isbold pep_isunique pep_exp_mz

50361 31 18 67.1 576 1 1 1 488.7421

50361 31 18 67.1 753 1 1 1 514.2822

50361 31 18 67.1 1145 1 1 0 570.3503

50361 31 18 67.1 1171 1 1 0 573.7982

50361 31 18 67.1 1459 1 1 0 608.2946

50361 31 18 67.1 1767 1 1 1 650.3141



50361 31 18 67.1 2187 1 1 0 701.8318

50361 31 18 67.1 2747 1 1 0 811.9294

50361 31 18 67.1 2794 1 1 0 824.4074

50361 31 18 67.1 2908 1 1 0 848.9196

50361 31 18 67.1 3163 1 1 0 911.9646

50361 31 18 67.1 3400 1 1 0 976.4465

50361 31 18 67.1 3435 1 1 0 987.0013

50361 31 18 67.1 4269 1 1 1 1184.0677

50361 31 18 67.1 4615 1 1 1 922.1119

50361 31 18 67.1 4659 1 1 0 933.4512

50361 31 18 67.1 4913 1 1 1 1067.4949

50361 31 18 67.1 4956 1 1 1 1104.1748

51385 27 15 46 858 1 1 0 530.2678

51385 27 15 46 1145 1 0 0 570.3503

51385 27 15 46 1171 1 0 0 573.7982

51385 27 15 46 1459 1 0 0 608.2946

51385 27 15 46 1757 1 1 1 648.8068

51385 27 15 46 2114 1 1 0 692.8536

51385 27 15 46 2350 1 1 1 723.3273

51385 27 15 46 2354 1 1 0 723.8474

51385 27 15 46 2747 1 0 0 811.9294

51385 27 15 46 2794 1 0 0 824.4074

51385 27 15 46 2908 1 0 0 848.9196

51385 27 15 46 3163 1 0 0 911.9646

51385 27 15 46 3400 1 0 0 976.4465

51385 27 15 46 3435 1 0 0 987.0013

51385 27 15 46 4666 1 1 1 934.7709

71559 27 19 40.5 1461 1 1 0 608.3295

71559 27 19 40.5 1496 1 1 1 613.7988

71559 27 19 40.5 1507 1 1 0 614.8178

71559 27 19 40.5 1693 1 1 0 639.8182

71559 27 19 40.5 1754 1 1 1 648.3354

71559 27 19 40.5 1815 1 1 1 654.8559

71559 27 19 40.5 1999 1 1 0 679.811

71559 27 19 40.5 2122 1 1 0 693.8677

71559 27 19 40.5 2208 1 1 1 704.3851

71559 27 19 40.5 2297 1 1 1 716.3755

71559 27 19 40.5 2425 1 1 0 737.3458

71559 27 19 40.5 2556 1 1 1 508.2719

71559 27 19 40.5 2689 1 1 1 798.9132

71559 27 19 40.5 2823 1 1 1 831.4196

71559 27 19 40.5 2856 1 1 0 838.3683

71559 27 19 40.5 2874 1 1 0 840.9208

71559 27 19 40.5 4450 1 1 0 1287.6384

71559 27 19 40.5 4455 1 1 0 863.4107

71559 27 19 40.5 4492 1 1 0 1329.6381

51258 27 14 43.7 858 1 0 0 530.2678

51258 27 14 43.7 1145 1 0 0 570.3503

51258 27 14 43.7 1171 1 0 0 573.7982

51258 27 14 43.7 1459 1 0 0 608.2946

51258 27 14 43.7 2114 1 0 0 692.8536

51258 27 14 43.7 2296 1 1 0 716.3189

51258 27 14 43.7 2354 1 0 0 723.8474

51258 27 14 43.7 2747 1 0 0 811.9294

51258 27 14 43.7 2763 1 1 0 817.4001

51258 27 14 43.7 2908 1 0 0 848.9196

51258 27 14 43.7 3163 1 0 0 911.9646

51258 27 14 43.7 3400 1 0 0 976.4465



51258 27 14 43.7 3435 1 0 0 987.0013

51258 27 14 43.7 4684 1 1 0 938.7836

71712 29 18 38.6 1461 1 0 0 608.3295

71712 29 18 38.6 1507 1 0 0 614.8178

71712 29 18 38.6 1512 1 1 1 615.7687

71712 29 18 38.6 1693 1 0 0 639.8182

71712 29 18 38.6 1827 1 1 0 657.3131

71712 29 18 38.6 1999 1 0 0 679.811

71712 29 18 38.6 2122 1 0 0 693.8677

71712 29 18 38.6 2284 1 1 1 713.8855

71712 29 18 38.6 2322 1 1 0 718.8799

71712 29 18 38.6 2425 1 0 0 737.3458

71712 29 18 38.6 2604 1 1 0 514.2573

71712 29 18 38.6 2653 1 1 1 783.9077

71712 29 18 38.6 2828 1 1 0 832.4083

71712 29 18 38.6 2856 1 0 0 838.3683

71712 29 18 38.6 2874 1 0 0 840.9208

71712 29 18 38.6 4434 1 1 1 1280.6289

71712 29 18 38.6 4455 1 0 0 863.4107

71712 29 18 38.6 4492 1 0 0 1329.6381

51341 27 14 42.3 858 1 0 0 530.2678

51341 27 14 42.3 1145 1 0 0 570.3503

51341 27 14 42.3 1171 1 0 0 573.7982

51341 27 14 42.3 1459 1 0 0 608.2946

51341 27 14 42.3 1810 1 1 1 654.8246

51341 27 14 42.3 2187 1 0 0 701.8318

51341 27 14 42.3 2296 1 0 0 716.3189

51341 27 14 42.3 2354 1 0 0 723.8474

51341 27 14 42.3 2747 1 0 0 811.9294

51341 27 14 42.3 2763 1 0 0 817.4001

51341 27 14 42.3 2908 1 0 0 848.9196

51341 27 14 42.3 3400 1 0 0 976.4465

51341 27 14 42.3 3435 1 0 0 987.0013

51341 27 14 42.3 4684 1 0 0 938.7836

50194 19 14 49.6 608 1 1 0 494.2772

50194 19 14 49.6 1647 1 1 0 634.2579

50194 19 14 49.6 2162 1 1 0 698.882

50194 19 14 49.6 2430 1 1 1 737.435

50194 19 14 49.6 2698 1 1 0 799.8873

50194 19 14 49.6 2829 1 1 1 832.4408

50194 19 14 49.6 2918 1 1 0 851.4559

50194 19 14 49.6 3092 1 1 1 896.967

50194 19 14 49.6 3234 1 1 1 929.4441

50194 19 14 49.6 3289 1 1 0 943.477

50194 19 14 49.6 3444 1 1 1 989.4445

50194 19 14 49.6 4204 1 1 0 777.3443

50194 19 14 49.6 4309 1 1 1 1198.0996

50194 19 14 49.6 4471 1 1 1 875.7481

46960 19 14 41 440 1 1 1 468.2633

46960 19 14 41 509 1 1 0 479.7638

46960 19 14 41 578 1 1 1 488.7822

46960 19 14 41 716 1 1 0 509.2767

46960 19 14 41 1050 1 1 0 557.8451

46960 19 14 41 1156 1 1 0 571.7898

46960 19 14 41 1289 1 1 0 587.3275

46960 19 14 41 2184 1 1 0 701.3696

46960 19 14 41 2517 1 1 0 751.9428

46960 19 14 41 2657 1 1 0 786.3575



46960 19 14 41 3174 1 1 0 914.4726

46960 19 14 41 3347 1 1 0 961.0044

46960 19 14 41 3548 1 1 0 676.6358

46960 19 14 41 3630 1 1 0 1030.048

47075 18 13 39.8 509 1 0 0 479.7638

47075 18 13 39.8 716 1 0 0 509.2767

47075 18 13 39.8 1050 1 0 0 557.8451

47075 18 13 39.8 1156 1 0 0 571.7898

47075 18 13 39.8 1289 1 0 0 587.3275

47075 18 13 39.8 2184 1 0 0 701.3696

47075 18 13 39.8 2358 1 1 1 724.3851

47075 18 13 39.8 2517 1 0 0 751.9428

47075 18 13 39.8 2657 1 0 0 786.3575

47075 18 13 39.8 3174 1 0 0 914.4726

47075 18 13 39.8 3347 1 0 0 961.0044

47075 18 13 39.8 3548 1 0 0 676.6358

47075 18 13 39.8 3630 1 0 0 1030.048

71741 16 11 25.3 1389 1 1 1 599.3509

71741 16 11 25.3 1507 1 0 0 614.8178

71741 16 11 25.3 1693 1 0 0 639.8182

71741 16 11 25.3 1999 1 0 0 679.811

71741 16 11 25.3 2322 1 0 0 718.8799

71741 16 11 25.3 2425 1 0 0 737.3458

71741 16 11 25.3 2828 1 0 0 832.4083

71741 16 11 25.3 2856 1 0 0 838.3683

71741 16 11 25.3 2874 1 0 0 840.9208

71741 16 11 25.3 4450 1 0 0 1287.6384

71741 16 11 25.3 4455 1 0 0 863.4107

71456 20 13 26.8 1507 1 0 0 614.8178

71456 20 13 26.8 1519 1 1 1 616.3271

71456 20 13 26.8 1616 1 1 1 630.8448

71456 20 13 26.8 1693 1 0 0 639.8182

71456 20 13 26.8 1827 1 0 0 657.3131

71456 20 13 26.8 1999 1 0 0 679.811

71456 20 13 26.8 2322 1 0 0 718.8799

71456 20 13 26.8 2425 1 0 0 737.3458

71456 20 13 26.8 2604 1 0 0 514.2573

71456 20 13 26.8 2856 1 0 0 838.3683

71456 20 13 26.8 2874 1 0 0 840.9208

71456 20 13 26.8 4450 1 0 0 1287.6384

71456 20 13 26.8 4455 1 0 0 863.4107

58863 19 15 37.8 435 1 1 1 467.237

58863 19 15 37.8 502 1 1 1 478.2896

58863 19 15 37.8 986 1 1 1 546.3027

58863 19 15 37.8 1236 1 1 1 581.2936

58863 19 15 37.8 1248 1 1 1 582.3242

58863 19 15 37.8 1855 1 1 1 659.3651

58863 19 15 37.8 2102 1 1 1 691.7967

58863 19 15 37.8 2152 1 1 1 697.377

58863 19 15 37.8 2723 1 1 1 805.443

58863 19 15 37.8 2805 1 1 1 826.4133

58863 19 15 37.8 2919 1 1 1 851.8722

58863 19 15 37.8 2955 1 1 1 860.9398

58863 19 15 37.8 3434 1 1 1 986.0309

58863 19 15 37.8 3873 1 1 1 1099.0582

58863 19 15 37.8 4490 1 1 1 886.4542

51237 16 10 26.9 858 1 0 0 530.2678

51237 16 10 26.9 1145 1 0 0 570.3503



51237 16 10 26.9 1171 1 0 0 573.7982

51237 16 10 26.9 1459 1 0 0 608.2946

51237 16 10 26.9 2114 1 0 0 692.8536

51237 16 10 26.9 2296 1 0 0 716.3189

51237 16 10 26.9 2354 1 0 0 723.8474

51237 16 10 26.9 2747 1 0 0 811.9294

51237 16 10 26.9 2908 1 0 0 848.9196

51237 16 10 26.9 3404 1 1 0 653.0054

10285 9 5 54.6 404 1 1 1 460.7471

10285 9 5 54.6 460 1 1 1 471.2578

10285 9 5 54.6 2330 1 1 1 720.3467

10285 9 5 54.6 2508 1 1 1 751.3593

10285 9 5 54.6 3797 1 1 1 1078.515

50250 13 9 28.4 608 1 0 0 494.2772

50250 13 9 28.4 1647 1 0 0 634.2579

50250 13 9 28.4 2162 1 0 0 698.882

50250 13 9 28.4 2585 1 1 1 766.4562

50250 13 9 28.4 2678 1 1 1 792.8796

50250 13 9 28.4 2918 1 0 0 851.4559

50250 13 9 28.4 3258 1 1 0 934.9525

50250 13 9 28.4 3289 1 0 0 943.477

50250 13 9 28.4 4204 1 0 0 777.3443

37004 10 8 37.3 189 1 1 1 417.2349

37004 10 8 37.3 2497 1 1 1 749.9275

37004 10 8 37.3 2859 1 1 1 559.6627

37004 10 8 37.3 2982 1 1 1 867.9108

37004 10 8 37.3 3024 1 1 1 881.3968

37004 10 8 37.3 3563 1 1 1 1017.0392

37004 10 8 37.3 3825 1 1 1 1086.5078

37004 10 8 37.3 4011 1 1 1 1125.5397

51883 15 11 31.1 166 1 1 1 412.2554

51883 15 11 31.1 1000 1 1 1 548.3264

51883 15 11 31.1 1103 1 1 1 565.3265

51883 15 11 31.1 1221 1 1 1 579.3291

51883 15 11 31.1 2132 1 1 1 695.3392

51883 15 11 31.1 2315 1 1 1 718.338

51883 15 11 31.1 2880 1 1 1 841.4781

51883 15 11 31.1 3058 1 1 0 590.2667

51883 15 11 31.1 3140 1 1 1 906.9896

51883 15 11 31.1 3354 1 1 1 962.0271

51883 15 11 31.1 3723 1 1 1 1057.5284

49813 17 12 37.4 389 1 1 1 457.7869

49813 17 12 37.4 679 1 1 1 336.5228

49813 17 12 37.4 742 1 1 1 513.3083

49813 17 12 37.4 744 1 1 1 513.7478

49813 17 12 37.4 1067 1 1 1 560.803

49813 17 12 37.4 1442 1 1 1 605.7918

49813 17 12 37.4 1765 1 1 1 649.8767

49813 17 12 37.4 2372 1 1 1 726.3399

49813 17 12 37.4 2764 1 1 1 545.6386

49813 17 12 37.4 4160 1 1 1 771.3799

49813 17 12 37.4 4406 1 1 1 1253.6677

49813 17 12 37.4 4806 1 1 1 986.4788

40001 12 8 27.2 1215 1 1 1 578.806

40001 12 8 27.2 1374 1 1 0 597.3351

40001 12 8 27.2 1466 1 1 0 609.3064

40001 12 8 27.2 1698 1 1 1 640.8181

40001 12 8 27.2 2271 1 1 0 712.3353



40001 12 8 27.2 2464 1 1 1 742.4141

40001 12 8 27.2 2712 1 1 1 801.9391

40001 12 8 27.2 3119 1 1 1 902.4705

41112 9 8 23.5 121 1 1 1 397.2261

41112 9 8 23.5 154 1 1 0 408.7505

41112 9 8 23.5 1479 1 1 0 611.8192

41112 9 8 23.5 2453 1 1 0 740.3932

41112 9 8 23.5 2533 1 1 1 758.3614

41112 9 8 23.5 2881 1 1 1 842.4222

41112 9 8 23.5 3144 1 1 1 907.5044

41112 9 8 23.5 3219 1 1 1 923.9314

73174 10 9 16.3 250 1 1 1 429.2639

73174 10 9 16.3 1104 1 1 1 565.7881

73174 10 9 16.3 1359 1 1 1 595.8418

73174 10 9 16.3 1529 1 1 1 618.2907

73174 10 9 16.3 2252 1 1 1 709.3669

73174 10 9 16.3 2253 1 1 0 709.3711

73174 10 9 16.3 2621 1 1 0 775.9017

73174 10 9 16.3 2730 1 1 1 538.6295

73174 10 9 16.3 3161 1 1 1 911.4565

73315 10 9 16.4 363 1 1 1 453.2326

73315 10 9 16.4 1572 1 1 1 624.8454

73315 10 9 16.4 1574 1 1 1 625.2859

73315 10 9 16.4 1750 1 1 1 647.7941

73315 10 9 16.4 1887 1 1 1 664.3225

73315 10 9 16.4 2018 1 1 1 681.3738

73315 10 9 16.4 2253 1 0 0 709.3711

73315 10 9 16.4 2621 1 0 0 775.9017

73315 10 9 16.4 3141 1 1 1 907.4805

40949 8 7 21.9 154 1 0 0 408.7505

40949 8 7 21.9 1479 1 0 0 611.8192

40949 8 7 21.9 2453 1 0 0 740.3932

40949 8 7 21.9 2533 1 0 1 758.3614

40949 8 7 21.9 2968 1 1 1 863.8913

40949 8 7 21.9 3049 1 1 1 883.4599

40949 8 7 21.9 3111 1 1 1 900.972

136636 8 7 7.5 226 1 1 1 424.7528

136636 8 7 7.5 1657 1 1 1 635.3616

136636 8 7 7.5 1678 1 1 1 638.8283

136636 8 7 7.5 2412 1 1 1 734.8952

136636 8 7 7.5 2463 1 1 1 742.3843

136636 8 7 7.5 2655 1 1 1 784.9191

136636 8 7 7.5 3984 1 1 1 1121.1203

52347 4 4 14.3 1203 1 1 1 576.8604

52347 4 4 14.3 2910 1 1 1 849.3833

52347 4 4 14.3 3780 1 1 1 1075.5691

52347 4 4 14.3 4236 1 1 1 1174.0976

166282 7 7 6.8 1143 1 1 0 570.2942

166282 7 7 6.8 1836 1 1 1 658.3521

166282 7 7 6.8 2482 1 1 1 746.8749

166282 7 7 6.8 3264 1 1 1 937.426

166282 7 7 6.8 3403 1 1 1 652.662

166282 7 7 6.8 3461 1 1 1 993.9752

166282 7 7 6.8 3818 1 1 1 723.6675

41937 8 8 32.6 575 1 1 0 488.7278

41937 8 8 32.6 1164 1 1 0 572.7831

41937 8 8 32.6 1390 1 1 0 599.8563

41937 8 8 32.6 2435 1 1 1 738.3411



41937 8 8 32.6 2535 1 1 0 758.378

41937 8 8 32.6 3233 1 1 1 928.4698

41937 8 8 32.6 3841 1 1 1 1092.0424

41937 8 8 32.6 4898 1 1 0 1051.2183

29784 5 3 19 1551 1 1 1 621.8286

29784 5 3 19 3371 1 1 1 968.0203

29784 5 3 19 4352 1 1 1 1216.1221

49607 6 5 17.4 1453 1 1 1 607.343

49607 6 5 17.4 2685 1 1 1 794.8992

49607 6 5 17.4 3058 1 0 0 590.2667

49607 6 5 17.4 3748 1 1 1 1065.0406

49607 6 5 17.4 3888 1 1 1 735.3964

36185 8 6 25.8 1715 1 1 1 642.3817

36185 8 6 25.8 1788 1 1 1 652.3788

36185 8 6 25.8 1883 1 1 1 663.8107

36185 8 6 25.8 2531 1 1 1 505.284

36185 8 6 25.8 3063 1 1 1 885.4291

36185 8 6 25.8 4179 1 1 1 774.4086

23090 6 4 23.2 640 1 1 0 499.7851

23090 6 4 23.2 1373 1 1 0 398.544

23090 6 4 23.2 2191 1 1 1 702.4025

23090 6 4 23.2 2756 1 1 0 816.4183

39964 6 6 22.9 1374 1 0 0 597.3351

39964 6 6 22.9 1466 1 0 0 609.3064

39964 6 6 22.9 2271 1 0 0 712.3353

39964 6 6 22.9 2416 1 1 1 735.4058

39964 6 6 22.9 2913 1 1 1 567.6447

39964 6 6 22.9 4039 1 1 1 1131.0426

94743 5 4 7.4 2375 1 1 1 726.8484

94743 5 4 7.4 2512 1 1 1 751.8427

94743 5 4 7.4 3108 1 1 1 900.4694

94743 5 4 7.4 4313 1 1 1 800.3922

49487 5 4 15.3 1732 1 1 1 644.3576

49487 5 4 15.3 3011 1 1 1 876.4355

49487 5 4 15.3 3770 1 1 1 1073.0566

49487 5 4 15.3 3887 1 1 1 1102.5702

105902 9 8 11.3 563 1 1 1 486.7769

105902 9 8 11.3 757 1 1 0 515.2881

105902 9 8 11.3 827 1 1 1 525.7699

105902 9 8 11.3 1227 1 1 0 580.3002

105902 9 8 11.3 2167 1 1 0 699.3726

105902 9 8 11.3 2445 1 1 0 738.8946

105902 9 8 11.3 3306 1 1 1 946.5283

105902 9 8 11.3 4407 1 1 0 836.7989

53612 7 6 19.6 791 1 1 1 520.3109

53612 7 6 19.6 1571 1 1 1 624.8201

53612 7 6 19.6 1872 1 1 1 662.3356

53612 7 6 19.6 2321 1 1 1 718.8236

53612 7 6 19.6 4489 1 1 1 884.8048

53612 7 6 19.6 4741 1 1 1 964.8345

59440 5 5 15.7 1749 1 1 1 647.3427

59440 5 5 15.7 2055 1 1 1 685.3194

59440 5 5 15.7 2847 1 1 1 835.418

59440 5 5 15.7 4374 1 1 1 1235.0927

59440 5 5 15.7 4393 1 1 1 831.7916

57763 5 4 13.1 1287 1 1 1 587.3

57763 5 4 13.1 2169 1 1 1 699.8432

57763 5 4 13.1 4077 1 1 1 1136.5866



57763 5 4 13.1 4420 1 1 1 841.4651

32499 4 4 21.1 456 1 1 1 470.795

32499 4 4 21.1 3247 1 1 1 933.0282

32499 4 4 21.1 3668 1 1 1 694.6488

32499 4 4 21.1 3836 1 1 1 1089.0217

73869 5 5 10 1213 1 1 0 578.3274

73869 5 5 10 1759 1 1 0 648.8142

73869 5 5 10 2488 1 1 0 747.8647

73869 5 5 10 2648 1 1 0 782.9169

73869 5 5 10 3619 1 1 1 1027.0088

41563 7 7 18.6 91 1 1 0 386.2272

41563 7 7 18.6 396 1 1 0 459.2944

41563 7 7 18.6 884 1 1 1 533.7511

41563 7 7 18.6 2012 1 1 1 680.8597

41563 7 7 18.6 2211 1 1 1 470.2454

41563 7 7 18.6 2356 1 1 0 723.875

41563 7 7 18.6 3605 1 1 1 1024.512

42056 7 7 26.3 575 1 0 0 488.7278

42056 7 7 26.3 1110 1 1 1 566.7668

42056 7 7 26.3 1164 1 0 0 572.7831

42056 7 7 26.3 1390 1 0 0 599.8563

42056 7 7 26.3 2535 1 0 0 758.378

42056 7 7 26.3 3089 1 1 1 895.9489

42056 7 7 26.3 4898 1 0 0 1051.2183

41834 7 7 16.1 91 1 0 0 386.2272

41834 7 7 16.1 396 1 0 0 459.2944

41834 7 7 16.1 769 1 1 1 516.7592

41834 7 7 16.1 1505 1 1 1 614.8137

41834 7 7 16.1 2012 1 0 1 680.8597

41834 7 7 16.1 2188 1 1 1 468.2526

41834 7 7 16.1 2356 1 0 0 723.875

65547 6 6 12.2 1105 1 1 1 566.2387

65547 6 6 12.2 1226 1 1 1 580.2543

65547 6 6 12.2 1349 1 1 1 594.3551

65547 6 6 12.2 1621 1 1 1 631.3432

65547 6 6 12.2 2504 1 1 1 500.8996

65547 6 6 12.2 3147 1 1 1 908.4588

44356 4 4 16.6 9 1 1 1 355.7009

44356 4 4 16.6 1692 1 1 1 639.816

44356 4 4 16.6 3316 1 1 1 951.4755

44356 4 4 16.6 5022 1 1 1 1119.8656

73801 5 5 10 1213 1 0 0 578.3274

73801 5 5 10 1759 1 0 0 648.8142

73801 5 5 10 2488 1 0 0 747.8647

73801 5 5 10 2648 1 0 0 782.9169

73801 5 5 10 3526 1 1 1 1010.0175

29729 3 3 26.3 3114 1 1 1 901.3997

29729 3 3 26.3 4711 1 1 1 951.5054

29729 3 3 26.3 4805 1 1 1 986.1578

59765 4 4 9.2 574 1 1 1 488.2847

59765 4 4 9.2 2283 1 1 1 713.3907

59765 4 4 9.2 2388 1 1 1 729.4234

59765 4 4 9.2 2483 1 1 1 746.8911

61584 2 2 5.7 2528 1 1 0 754.8872

61584 2 2 5.7 3390 1 1 1 973.5328

43168 3 3 8.1 582 1 1 1 490.2401

43168 3 3 8.1 1432 1 1 1 603.8068

43168 3 3 8.1 2420 1 1 1 735.8698



44960 5 5 20.6 1225 1 1 0 579.8288

44960 5 5 20.6 1667 1 1 1 637.3236

44960 5 5 20.6 1681 1 1 1 638.8488

44960 5 5 20.6 3375 1 1 1 968.9883

44960 5 5 20.6 4926 1 1 1 1082.1902

17591 2 2 21.1 1983 1 1 1 678.3342

17591 2 2 21.1 3676 1 1 1 1043.0364

187789 2 2 1.9 2891 1 1 1 844.4469

187789 2 2 1.9 3192 1 1 1 919.4569

77064 5 5 7.2 288 1 1 1 435.7739

77064 5 5 7.2 390 1 1 1 458.2476

77064 5 5 7.2 687 1 1 1 505.803

77064 5 5 7.2 2393 1 1 1 731.3885

77064 5 5 7.2 2668 1 1 1 790.4083

47236 4 4 14.4 1225 1 0 0 579.8288

47236 4 4 14.4 2790 1 1 0 822.9421

47236 4 4 14.4 3290 1 1 0 943.9547

47236 4 4 14.4 3429 1 1 1 984.4721

80376 4 4 7.4 1599 1 1 0 628.8512

80376 4 4 7.4 1742 1 1 0 646.321

80376 4 4 7.4 2571 1 1 1 764.4039

80376 4 4 7.4 2673 1 1 1 528.6017

27673 3 2 10 1735 1 1 1 644.8376

27673 3 2 10 2272 1 1 1 712.3376

148890 2 2 2.4 2565 1 1 1 763.4572

148890 2 2 2.4 3380 1 1 1 971.0334

40630 3 3 9.5 647 1 1 1 500.7921

40630 3 3 9.5 1719 1 1 1 643.3627

40630 3 3 9.5 2246 1 1 1 708.3852

22118 5 4 25.8 345 1 1 1 449.7531

22118 5 4 25.8 1278 1 1 1 585.8058

22118 5 4 25.8 2671 1 1 1 791.9308

22118 5 4 25.8 3091 1 1 1 598.3051

264216 4 4 2.3 2502 1 1 1 750.4215

264216 4 4 2.3 2639 1 1 1 779.9511

264216 4 4 2.3 2667 1 1 1 790.3558

264216 4 4 2.3 2940 1 1 1 857.9204

19009 2 2 14.6 1602 1 1 1 629.3738

19009 2 2 14.6 2115 1 1 1 692.8588

103283 3 3 4.3 727 1 1 1 510.2586

103283 3 3 4.3 2402 1 1 1 731.8879

103283 3 3 4.3 3190 1 1 1 918.9737

47389 4 4 12.9 1225 1 0 0 579.8288

47389 4 4 12.9 1879 1 1 1 663.3212

47389 4 4 12.9 2456 1 1 1 493.9588

47389 4 4 12.9 3351 1 1 1 961.9799

154652 2 2 2.4 2360 1 1 1 724.4127

154652 2 2 2.4 3301 1 1 1 945.9991

83408 2 2 3.5 1598 1 1 1 628.8297

83408 2 2 3.5 2837 1 1 1 833.4279

14066 2 2 18.5 1231 1 1 1 580.8172

14066 2 2 18.5 1258 1 1 0 583.8049

65730 2 2 5.7 2193 1 1 1 702.8332

65730 2 2 5.7 3930 1 1 1 1112.0938

30915 2 2 12.4 3216 1 1 1 923.5068

30915 2 2 12.4 3392 1 1 1 973.9813

47005 3 3 11.7 2619 1 1 1 774.9482

47005 3 3 11.7 3406 1 1 1 654.6636



47005 3 3 11.7 3697 1 1 1 699.396

65220 2 2 6.9 2974 1 1 1 865.9236

65220 2 2 6.9 4485 1 1 1 881.7886

16304 2 2 16 837 1 1 1 527.7844

16304 2 2 16 2344 1 1 1 722.3691

20970 2 2 12.8 1320 1 1 1 591.3532

20970 2 2 12.8 2121 1 1 1 693.4032

98766 3 3 5.4 2192 1 1 1 702.4367

98766 3 3 5.4 2650 1 1 1 783.4576

98766 3 3 5.4 3721 1 1 1 1056.5283

64169 2 2 4 1398 1 1 1 600.3352

64169 2 2 4 1699 1 1 1 640.8873

194402 2 2 1.4 834 1 1 1 527.2763

194402 2 2 1.4 2319 1 1 1 718.3748

196643 2 2 1.9 1700 1 1 1 640.9005

196643 2 2 1.9 4217 1 1 1 1169.0843

30060 2 2 9.2 1451 1 1 1 607.2848

30060 2 2 9.2 2741 1 1 1 810.4484

28210 3 3 9.9 67 1 1 1 378.2602

28210 3 3 9.9 96 1 1 1 387.7655

28210 3 3 9.9 2526 1 1 1 753.8907

40331 2 2 6.9 1355 1 1 1 595.3239

40331 2 2 6.9 1977 1 1 1 676.8246

42230 2 2 8.9 1575 1 1 1 625.3127

42230 2 2 8.9 4366 1 1 1 815.4696

120769 3 3 4.2 1569 1 1 1 624.798

120769 3 3 4.2 2331 1 1 1 720.3583

120769 3 3 4.2 4390 1 1 1 830.4458

286993 2 2 1.1 2020 1 1 1 681.8761

286993 2 2 1.1 3610 1 1 1 1025.0566

52150 2 2 4.5 970 1 1 1 544.7927

52150 2 2 4.5 1550 1 1 1 621.8216

14095 3 2 18.5 1175 1 1 1 573.8093

14095 3 2 18.5 1258 1 0 0 583.8049

29708 4 3 9.3 508 1 1 1 479.2842

29708 4 3 9.3 804 1 1 0 523.2419

29708 4 3 9.3 1167 1 1 1 573.3022

123856 2 2 2 800 1 1 1 522.2855

123856 2 2 2 2027 1 1 1 682.4026

31671 2 2 8.4 1828 1 1 1 657.3256

31671 2 2 8.4 2408 1 1 1 733.3941

45894 2 2 7.6 1225 1 0 0 579.8288

45894 2 2 7.6 3551 1 1 1 1015.0332

64599 2 2 4.1 1280 1 1 1 586.2724

64599 2 2 4.1 2939 1 1 1 857.9054

29898 2 2 8.8 1653 1 1 1 634.8171

29898 2 2 8.8 2414 1 1 1 490.294



pep_exp_mr pep_exp_z pep_calc_mr pep_delta pep_start pep_end pep_miss pep_score pep_ident

1058.5214 2 1058.5219 -0.0005 310 318 0 62.13 35

1138.6862 2 1138.6862 -0.0001 253 262 0 60.11 28

1145.5828 2 1145.5829 -0.0001 242 251 0 61.6 38

1230.5681 2 1230.5703 -0.0022 381 390 0 70.79 34

1286.6522 2 1286.6541 -0.0019 351 362 0 45.27 37

1295.5999 2 1295.5994 0.0005 36 46 0 89.28 36

1383.693 2 1383.6931 -0.0001 163 174 0 79.8 37

1444.6409 2 1444.6405 0.0004 47 58 0 102.8 33

1445.6802 2 1445.682 -0.0018 325 336 0 71 36

1637.8412 2 1637.8388 0.0024 263 276 0 93.19 37

1678.7887 2 1678.7906 -0.0019 63 77 0 77.48 37

1695.8232 2 1695.8257 -0.0024 337 350 0 71.85 38

1777.8558 2 1777.8557 0.0002 283 297 0 73.08 38

1821.9161 2 1821.9156 0.0006 3 19 0 119.17 38

1871.8597 2 1871.8625 -0.0028 20 35 0 101.65 36

1950.881 2 1950.8815 -0.0006 363 379 0 145.27 35

1971.989 2 1971.9902 -0.0012 104 121 0 141.86 37

2100.0858 3 2100.0851 0.0006 104 122 1 65 36

2125.0502 3 2125.0521 -0.0018 1 19 1 45.09 37

2766.3134 3 2766.3139 -0.0005 217 241 0 64.24 36

2801.2931 3 2801.2946 -0.0015 78 103 1 86.87 35

3398.4946 3 3398.5 -0.0054 123 154 0 49.99 31

975.4695 2 975.4695 0 351 359 0 77.48 37

1026.5495 2 1026.5498 -0.0003 310 318 0 78.35 34

1138.6862 2 1138.6862 -0.0001 253 262 0 60.11 28

1145.5828 2 1145.5829 -0.0001 242 251 0 61.6 38

1230.5681 2 1230.5703 -0.0022 381 390 0 70.79 34

1298.6137 2 1298.6143 -0.0006 47 58 0 91.27 35

1417.6443 2 1417.6444 -0.0001 163 174 0 82.16 34

1493.6484 2 1493.649 -0.0006 325 336 0 77.19 32

1637.8412 2 1637.8388 0.0024 263 276 0 93.19 37

1678.7887 2 1678.7906 -0.0019 63 77 0 77.48 37

1695.8232 2 1695.8257 -0.0024 337 350 0 71.85 38

1821.9161 2 1821.9156 0.0006 3 19 0 119.17 38

1950.881 2 1950.8815 -0.0006 363 379 0 145.27 35

1971.989 2 1971.9902 -0.0012 104 121 0 141.86 37

2100.0858 3 2100.0851 0.0006 104 122 1 65 36

2125.0502 3 2125.0521 -0.0018 1 19 1 45.09 37

2366.1192 2 2366.1212 -0.002 277 297 0 48.54 37

2763.3137 3 2763.3143 -0.0005 217 241 0 81.66 37

2797.3339 3 2797.3361 -0.0022 78 103 1 67.22 37

3199.4635 3 3199.4669 -0.0035 20 46 0 93.67 35

1058.5214 2 1058.5219 -0.0005 310 318 0 62.13 35

1138.6862 2 1138.6862 -0.0001 253 262 0 60.11 28

1145.5828 2 1145.5829 -0.0001 242 251 0 61.6 38

1230.5681 2 1230.5703 -0.0022 381 390 0 70.79 34

1286.6522 2 1286.6541 -0.0019 351 362 0 45.27 37

1383.693 2 1383.6931 -0.0001 163 174 0 79.8 37

Table S1: Protein Identification details obtained with the LTQ Orbitrap Velos (Thermo Fisher Scientific) and Mascot Distiller software (version 2.5.0, Matrix Science) combined with the Mascot search engine (version 2.4.1, Matrix Science) using the Mascot Daemon interface and database TAIRplus (Van Leene et al., 2015). Proteins and peptides headers used in the table are listed below.

 

prot_score: protein score; prot_mass: protein mass; prot_matches_sig:  number of assigned peptide matches above threshold (high confidence, p < 0.01); prot_sequences_sig: number of significant protein sequences above threshold (high confidence, p < 0.01); prot_cover: percentage of protein sequence covered by assigned peptide matches; pep_query: peptide query number; pep_rank: rank of the peptide match, 1 

to 10, where 1 is the best match; pep_isbold: peptide is in bold red (Red and bold typefaces are used to highlight the most logical assignment of peptides to proteins. The first time a peptide match to a query appears in the report, it is shown in bold face. Whenever the top ranking peptide match appears, it is shown in red. Thus, a bold red match is the highest scoring match to a particular query listed under the highest 

scoring protein containing that match. This means that protein hits with many peptide matches that are both bold and red are the most likely assignments. Conversely, a protein that does not contain any bold red matches is an intersection of proteins listed higher in the report.); pep_isunique: peptide is unique to protein; pep_exp_mz: observed m/z value (precursor); pep_exp_mr: experimental relative molecular mass; 

pep_exp_z: observed peptide charge state; pep_calc_mr: calculated relative molecular mass; pep_delta: difference (error) between the experimental and calculated masses; pep_start: peptide start position in protein; pep_end: peptide end position in protein; pep_miss: number of missed enzyme cleavage sites; pep_score: peptide ions score; pep_ident: peptide score identity threshold; pep_expect: expectation value 

for the peptide match (The number of times we would expect to obtain an equal or higher score, purely by chance. The lower this value, the more significant the result); pep_res_before: amino acid before peptide sequence; pep_seq: peptide sequence; pep_res_after: amino acid after peptide sequence; pep_var_mod: any variable modifications found in the peptide; pep_var_mod_pos: position of variable modifications 

in the peptide



1430.624 2 1430.6248 -0.0009 47 58 0 88.21 32

1445.6802 2 1445.682 -0.0018 325 336 0 71 36

1637.8412 2 1637.8388 0.0024 263 276 0 93.19 37

1664.7731 2 1664.775 -0.0019 63 77 0 72.11 36

1695.8232 2 1695.8257 -0.0024 337 350 0 71.85 38

1821.9161 2 1821.9156 0.0006 3 19 0 119.17 38

1950.881 2 1950.8815 -0.0006 363 379 0 145.27 35

1971.989 2 1971.9902 -0.0012 104 121 0 141.86 37

2100.0858 3 2100.0851 0.0006 104 122 1 65 36

2125.0502 3 2125.0521 -0.0018 1 19 1 45.09 37

2766.3134 3 2766.3139 -0.0005 217 241 0 64.24 36

2813.3296 3 2813.331 -0.0015 78 103 1 86.5 36

3398.4946 3 3398.5 -0.0054 123 154 0 49.99 31

1058.5214 2 1058.5219 -0.0005 310 318 0 62.13 35

1138.6862 2 1138.6862 -0.0001 253 262 0 60.11 28

1145.5828 2 1145.5829 -0.0001 242 251 0 61.6 38

1230.5681 2 1230.5703 -0.0022 381 390 0 70.79 34

1286.6522 2 1286.6541 -0.0019 351 362 0 45.27 37

1307.6344 2 1307.6357 -0.0013 36 46 0 52.18 38

1417.6443 2 1417.6444 -0.0001 163 174 0 82.16 34

1430.624 2 1430.6248 -0.0009 47 58 0 88.21 32

1445.6802 2 1445.682 -0.0018 325 336 0 71 36

1637.8412 2 1637.8388 0.0024 263 276 0 93.19 37

1664.7731 2 1664.775 -0.0019 63 77 0 72.11 36

1695.8232 2 1695.8257 -0.0024 337 350 0 71.85 38

1898.9268 2 1898.9275 -0.0007 20 35 0 119.2 37

1950.881 2 1950.8815 -0.0006 363 379 0 145.27 35

1971.989 2 1971.9902 -0.0012 104 121 0 141.86 37

2100.0858 3 2100.0851 0.0006 104 122 1 65 36

2736.3018 3 2736.3034 -0.0015 217 241 0 40.19 37

2813.3296 3 2813.331 -0.0015 78 103 1 86.5 36

3398.4946 3 3398.5 -0.0054 123 154 0 49.99 31

1001.5496 2 1001.5505 -0.001 456 464 1 45.3 38

1214.6432 2 1214.6441 -0.0009 164 175 0 80.8 37

1227.6204 2 1227.6207 -0.0003 29 39 0 46.57 35

1293.6179 2 1293.6176 0.0003 243 252 0 45.32 37

1328.6068 2 1328.6071 -0.0003 308 317 0 72.87 35

1357.6074 2 1357.6084 -0.001 546 556 0 67.42 34

1385.7208 2 1385.7224 -0.0016 604 615 0 57.7 37

1425.7568 2 1425.7576 -0.0008 335 348 0 68.99 36

1435.7458 2 1435.746 -0.0001 352 363 0 56.99 37

1472.6779 2 1472.6783 -0.0004 40 52 0 67.58 35

1539.75 2 1539.7504 -0.0004 306 317 1 62.39 37

1565.8018 2 1565.8011 0.0008 117 130 0 91 37

1662.803 2 1662.8036 -0.0006 60 74 0 107.58 38

1674.7215 2 1674.7234 -0.0019 227 242 0 93.87 32

1679.8254 2 1679.8267 -0.0013 145 159 0 43.45 38

2559.2444 2 2559.2452 -0.0008 368 393 0 137.6 37

2587.2104 3 2587.2126 -0.0022 5 28 0 57.62 36

2657.2612 2 2657.2609 0.0003 431 453 0 102.9 37

2764.1305 3 2764.1341 -0.0036 616 646 0 83.49 27

3025.4905 3 3024.4815 1.0089 279 305 0 53.72 36

3050.6908 3 3050.6937 -0.003 394 422 0 29.47 28

949.4865 2 949.4869 -0.0004 129 137 0 42.67 37

957.512 2 957.5131 -0.0011 118 125 0 48.79 36

1016.5388 2 1016.539 -0.0002 245 253 0 40.32 38

1113.6759 2 1113.6758 0.0002 331 340 0 78.91 31

1141.5658 2 1141.5663 -0.0005 138 148 0 61.91 35



1172.6407 2 1172.6401 0.0006 244 253 1 53.88 37

1400.725 2 1400.726 -0.0009 76 89 0 110.4 37

1446.7445 2 1446.7467 -0.0022 376 388 0 89.76 38

1501.8715 2 1501.8729 -0.0014 153 167 0 98.55 30

1574.8407 2 1574.8417 -0.001 375 388 1 105.36 36

1586.6944 2 1586.6956 -0.0012 184 196 0 96.88 33

1783.7522 3 1783.7544 -0.0022 302 317 0 39.96 31

1826.9303 2 1826.9315 -0.0012 53 68 1 105.81 37

1919.9944 2 1919.988 0.0064 396 412 0 68.53 37

2026.8861 3 2026.8875 -0.0015 300 317 1 72.91 33

2058.081 2 2058.082 -0.0009 213 231 0 110.23 36

2894.4922 3 2894.4927 -0.0005 341 365 0 107.19 35

3136.6048 3 3136.6049 -0.0002 90 117 0 57.86 35

902.4199 2 902.4208 -0.0008 395 401 0 34.3 33

986.5392 2 986.5397 -0.0005 327 336 0 70.01 37

1282.4969 2 1282.4967 0.0003 312 320 0 33.05 24

1472.857 2 1472.8562 0.0008 230 243 0 93.57 31

1597.7595 2 1597.7599 -0.0004 340 352 0 67.05 37

1689.8784 2 1689.8798 -0.0014 216 229 1 74.44 37

1700.8972 2 1700.8985 -0.0013 65 79 0 90.55 37

1791.9217 2 1791.9229 -0.0012 265 280 0 89.22 38

1856.8754 2 1856.8761 -0.0006 374 390 0 104.15 37

1884.9377 2 1884.9404 -0.0027 353 370 0 69.05 37

1976.8762 2 1976.8752 0.0009 41 60 0 125.64 34

2345.0034 3 2345.0059 -0.0025 403 422 0 51.27 32

2384.1856 3 2384.1873 -0.0016 85 105 1 79.51 37

2394.1842 2 2394.1856 -0.0013 244 264 0 88.14 37

2640.2193 3 2640.22 -0.0006 281 304 0 68.27 36

3192.6229 3 3192.6238 -0.0009 125 156 0 80.96 35

902.4199 2 902.4208 -0.0008 395 401 0 34.3 33

986.5392 2 986.5397 -0.0005 327 336 0 70.01 37

1282.4969 2 1282.4967 0.0003 312 320 0 33.05 24

1472.857 2 1472.8562 0.0008 230 243 0 93.57 31

1597.7595 2 1597.7599 -0.0004 340 352 0 67.05 37

1662.8629 2 1662.8689 -0.006 216 229 1 47.44 38

1700.8972 2 1700.8985 -0.0013 65 79 0 90.55 37

1791.9217 2 1791.9229 -0.0012 265 280 0 89.22 38

1856.8754 2 1856.8761 -0.0006 374 390 0 104.15 37

1884.9377 2 1884.9404 -0.0027 353 370 0 69.05 37

1976.8762 2 1976.8752 0.0009 41 60 0 125.64 34

2345.0034 3 2345.0059 -0.0025 403 422 0 51.27 32

2384.1856 3 2384.1873 -0.0016 85 105 1 79.51 37

2394.1842 2 2394.1856 -0.0013 244 264 0 88.14 37

2640.2193 3 2640.22 -0.0006 281 304 0 68.27 36

3192.6229 3 3192.6238 -0.0009 125 156 0 80.96 35

934.5121 2 934.5124 -0.0003 129 137 0 55.37 35

957.512 2 957.5131 -0.0011 118 125 0 48.79 36

975.5501 2 975.5502 -0.0001 376 384 0 64.35 36

1016.5388 2 1016.539 -0.0002 245 253 0 40.32 38

1103.6444 2 1103.6451 -0.0007 375 384 1 46.85 33

1113.6759 2 1113.6758 0.0002 331 340 0 78.91 31

1141.5658 2 1141.5663 -0.0005 138 148 0 61.91 35

1172.6407 2 1172.6401 0.0006 244 253 1 53.88 37

1400.725 2 1400.726 -0.0009 76 89 0 110.4 37

1501.8715 2 1501.8729 -0.0014 153 167 0 98.55 30

1586.6944 2 1586.6956 -0.0012 184 196 0 96.88 33

1783.7522 3 1783.7544 -0.0022 302 317 0 39.96 31

1826.9303 2 1826.9315 -0.0012 53 68 1 105.81 37



1919.9944 2 1919.988 0.0064 396 412 0 68.53 37

2026.8861 3 2026.8875 -0.0015 300 317 1 72.91 33

2058.081 2 2058.082 -0.0009 213 231 0 110.23 36

2894.4922 3 2894.4927 -0.0005 341 365 0 107.19 35

1001.5496 2 1001.5505 -0.001 456 464 1 45.3 38

1214.6432 2 1214.6441 -0.0009 164 175 0 80.8 37

1225.5833 2 1225.5827 0.0006 81 91 0 61.65 36

1227.6204 2 1227.6207 -0.0003 29 39 0 46.57 35

1293.6179 2 1293.6176 0.0003 243 252 0 45.32 37

1294.6558 2 1294.6557 0 308 317 0 55.71 37

1307.6973 2 1307.6972 0 133 144 0 71.15 36

1357.6074 2 1357.6084 -0.001 546 556 0 67.42 34

1385.7208 2 1385.7224 -0.0016 604 615 0 57.7 37

1406.7557 2 1406.7558 -0.0001 352 363 0 73.03 35

1430.7356 2 1430.7365 -0.0009 335 348 0 110.3 37

1472.6779 2 1472.6783 -0.0004 40 52 0 67.58 35

1521.7941 3 1521.7939 0.0002 306 317 1 50.44 37

1674.7215 2 1674.7234 -0.0019 227 242 0 93.87 32

1676.817 2 1676.8192 -0.0022 60 74 0 104.05 38

1679.8254 2 1679.8267 -0.0013 145 159 0 43.45 38

2573.2578 2 2573.2609 -0.003 368 393 0 114 37

2587.2104 3 2587.2126 -0.0022 5 28 0 57.62 36

2657.2612 2 2657.2609 0.0003 431 453 0 102.9 37

2975.4764 2 2974.4812 0.9953 279 305 0 107.94 36

891.5066 2 891.5066 0.0001 508 515 0 35.54 34

932.4606 2 932.4603 0.0002 411 418 0 42.03 38

954.565 2 954.5651 0 461 468 0 35.16 31

1090.5905 2 1090.591 -0.0005 496 504 0 59.47 36

1160.5728 2 1160.5727 0.0001 290 299 0 60.19 37

1162.634 2 1162.6346 -0.0006 395 403 1 52.31 36

1198.6335 2 1198.6346 -0.0011 280 289 0 41.35 35

1332.7108 2 1332.7112 -0.0003 219 230 0 67.97 37

1381.5803 2 1381.5795 0.0008 354 364 0 63.92 32

1392.7397 2 1392.7402 -0.0005 427 439 0 37.85 36

1608.8709 2 1608.8722 -0.0013 310 324 0 72.92 35

1650.8105 2 1650.8114 -0.0009 169 183 0 59.16 38

1701.7298 2 1701.7304 -0.0006 258 273 0 113.51 31

1719.8673 2 1719.8679 -0.0005 516 530 0 113.45 38

1970.0457 2 1970.0473 -0.0015 478 495 0 68.61 35

2196.0994 2 2196.1022 -0.0028 197 218 0 88.14 37

2640.3462 3 2640.3469 -0.0007 365 386 0 90.09 36

2704.1905 3 2704.1906 -0.0001 146 168 0 54.13 33

2782.3847 3 2782.3847 -0.0001 326 353 0 60.94 37

3156.6139 3 3156.6125 0.0014 116 145 0 67.56 34

1003.4752 2 1003.4757 -0.0004 351 359 0 42.11 36

1058.5214 2 1058.5219 -0.0005 310 318 0 62.13 35

1138.6862 2 1138.6862 -0.0001 253 262 0 60.11 28

1145.5828 2 1145.5829 -0.0001 242 251 0 61.6 38

1230.5681 2 1230.5703 -0.0022 381 390 0 70.79 34

1292.6348 2 1292.6361 -0.0013 36 46 0 71.58 38

1383.693 2 1383.6931 -0.0001 163 174 0 79.8 37

1430.624 2 1430.6248 -0.0009 47 58 0 88.21 32

1445.6802 2 1445.682 -0.0018 325 336 0 71 36

1637.8412 2 1637.8388 0.0024 263 276 0 93.19 37

1695.8232 2 1695.8257 -0.0024 337 350 0 71.85 38

1955.9954 3 1955.9953 0.0001 104 121 0 58.48 37

2766.3134 3 2766.3139 -0.0005 217 241 0 64.24 36

2827.3608 3 2827.3467 0.0141 78 103 1 38.73 37



3398.4946 3 3398.5 -0.0054 123 154 0 49.99 31

1001.5496 2 1001.5505 -0.001 456 464 1 45.3 38

1110.4932 2 1110.4942 -0.001 81 90 0 57.44 34

1196.6875 2 1196.6877 -0.0002 164 175 0 78.34 33

1227.6204 2 1227.6207 -0.0003 29 39 0 46.57 35

1293.6179 2 1293.6176 0.0003 243 252 0 45.32 37

1357.6074 2 1357.6084 -0.001 546 556 0 67.42 34

1435.7458 2 1435.746 -0.0001 352 363 0 56.99 37

1472.6779 2 1472.6783 -0.0004 40 52 0 67.58 35

1662.803 2 1662.8036 -0.0006 60 74 0 107.58 38

1674.7215 2 1674.7234 -0.0019 227 242 0 93.87 32

1679.8254 2 1679.8267 -0.0013 145 159 0 43.45 38

2573.2578 2 2573.2609 -0.003 368 393 0 114 37

2587.2104 3 2587.2126 -0.0022 5 28 0 57.62 36

3149.4826 3 3148.4724 1.0102 575 601 1 49.01 36

761.443 2 761.4436 -0.0005 170 175 0 35.88 35

934.5121 2 934.5124 -0.0003 131 139 0 55.37 35

957.512 2 957.5131 -0.0011 120 127 0 48.79 36

1016.5388 2 1016.539 -0.0002 247 255 0 40.32 38

1113.6759 2 1113.6758 0.0002 333 342 0 78.91 31

1172.6407 2 1172.6401 0.0006 246 255 1 53.88 37

1400.725 2 1400.726 -0.0009 78 91 0 110.4 37

1586.6944 2 1586.6956 -0.0012 186 198 0 96.88 33

1783.7522 3 1783.7544 -0.0022 304 319 0 39.96 31

1826.9303 2 1826.9315 -0.0012 55 70 1 105.81 37

1919.9944 2 1919.988 0.0064 398 414 0 68.53 37

2026.8861 3 2026.8875 -0.0015 302 319 1 72.91 33

2894.4922 3 2894.4927 -0.0005 343 367 0 107.19 35

902.4199 2 902.4208 -0.0008 395 401 0 34.3 33

986.5392 2 986.5397 -0.0005 327 336 0 70.01 37

1282.4969 2 1282.4967 0.0003 312 320 0 33.05 24

1530.8985 2 1530.8981 0.0004 230 243 0 117.02 28

1583.7435 2 1583.7443 -0.0008 340 352 0 80.01 36

1690.8613 2 1690.8638 -0.0025 216 229 1 58.51 38

1700.8972 2 1700.8985 -0.0013 65 79 0 90.55 37

1749.9117 3 1749.9124 -0.0007 265 280 0 40.32 37

1883.8872 2 1883.887 0.0002 374 390 0 96.14 37

1884.9377 2 1884.9404 -0.0027 353 370 0 69.05 37

2345.0034 3 2345.0059 -0.0025 403 422 0 51.27 32

2384.1856 3 2384.1873 -0.0016 85 105 1 79.51 37

2408.2008 2 2408.2012 -0.0004 244 264 0 99.31 37

2694.2654 3 2694.2669 -0.0015 281 304 0 49.78 36

3192.6229 3 3192.6238 -0.0009 125 156 0 80.96 35

1247.6758 2 1247.6761 -0.0004 393 403 0 70.72 36

1248.5575 2 1248.5582 -0.0007 547 558 0 62.19 34

1255.6115 2 1255.6118 -0.0003 173 183 1 54.59 36

1293.5734 2 1293.5758 -0.0024 618 629 0 51.25 34

1326.6297 2 1326.6303 -0.0006 581 592 0 71.32 36

1360.7344 2 1360.7351 -0.0006 160 172 0 56.36 37

1432.7232 2 1432.7232 0 377 389 0 93.27 38

1476.7558 2 1476.7573 -0.0015 107 120 0 96.67 38

1812.9477 2 1812.9469 0.0009 601 617 0 144.04 36

1821.8932 2 1821.8931 0.0001 218 234 0 78.45 38

1838.8824 2 1838.8833 -0.0009 467 483 0 60.12 37

3077.4622 3 3077.4618 0.0004 264 290 1 51.47 36

773.4281 2 773.4283 -0.0002 303 310 0 45.65 38

1118.5142 2 1118.5145 -0.0003 51 59 0 36.6 35

1139.6367 2 1139.6373 -0.0006 328 337 0 41.39 33



1433.7499 2 1433.7514 -0.0015 205 219 0 71.01 38

1497.8403 2 1497.8403 0 239 252 0 122 34

1675.9657 3 1675.9661 -0.0005 70 84 1 47.87 29

1760.7784 2 1760.7794 -0.001 314 327 0 87.68 33

2032.0647 3 2032.0663 -0.0017 172 190 0 66.97 37

2171.0008 2 2171.0019 -0.001 276 295 0 136.15 36

2249.062 2 2249.0668 -0.0047 146 166 0 106.63 37

847.4914 2 847.4916 -0.0002 445 452 0 61.37 35

971.5283 2 971.5287 -0.0005 41 48 0 44.07 36

987.5545 2 987.5535 0.0009 353 361 0 61.22 37

1151.5928 2 1151.5935 -0.0007 1073 1082 0 39.58 37

1268.7092 2 1268.7088 0.0003 512 524 0 70.24 34

1275.6427 2 1275.6427 -0.0001 230 240 0 73.87 38

1405.8029 3 1405.8041 -0.0013 832 844 0 32.42 31

1467.7749 2 1467.7755 -0.0007 599 611 0 53.34 36

1498.7492 2 1498.749 0.0002 389 400 0 81.69 37

1567.8252 2 1567.8246 0.0006 273 285 0 49.86 36

1964.014 2 1964.0136 0.0004 191 209 0 116.06 37

2240.2258 2 2240.2264 -0.0005 49 70 0 131.5 32

792.4378 2 792.4382 -0.0003 219 225 0 46.14 35

815.4863 2 815.4865 -0.0002 121 127 0 40.72 35

1173.6067 2 1173.607 -0.0003 191 200 0 73.56 38

1478.772 2 1478.7729 -0.0009 147 158 1 72.03 37

1514.708 2 1514.7101 -0.002 354 368 0 114.13 36

1681.8252 2 1681.8311 -0.006 88 101 0 65.64 37

1828.9936 2 1828.9903 0.0033 312 328 0 143.5 35

1845.8476 2 1845.8493 -0.0017 159 174 0 71.23 35

2157.0753 3 2156.0724 1.0029 129 146 1 37.7 37

799.5279 2 799.528 0 64 70 1 31.2 28

975.4405 2 975.441 -0.0005 21 30 0 76.81 33

1162.5897 2 1162.5903 -0.0006 318 328 0 38.75 38

1191.5216 2 1191.523 -0.0015 199 208 0 63.71 33

1197.6977 2 1197.6982 -0.0005 31 41 1 63.23 33

1474.6673 2 1474.6688 -0.0015 362 374 0 81.3 34

1773.8881 2 1773.8897 -0.0016 241 256 0 103.28 38

1854.9245 2 1854.9251 -0.0006 218 233 0 102.35 37

2198.0658 2 2198.0678 -0.0019 294 314 0 98.76 37

3150.6331 3 3150.635 -0.0019 150 179 0 102.31 34

1094.6378 2 1094.6376 0.0003 382 390 0 39.47 31

1156.644 2 1156.6452 -0.0012 316 326 0 101.72 36

1388.6627 2 1388.6646 -0.0019 330 341 0 66.59 36

1434.6628 2 1434.6626 0.0001 113 124 1 76.55 36

1680.9401 2 1680.941 -0.0009 342 357 0 108.74 32

1767.7799 3 1767.7787 0.0011 143 157 0 50.62 34

1827.9573 2 1827.9587 -0.0013 441 456 0 64 36

1906.0435 2 1906.0445 -0.001 93 112 0 64.25 33

2134.131 2 2134.131 0 283 301 0 72.23 35

797.5128 2 797.5123 0.0005 307 313 0 41.58 27

971.5381 2 971.54 -0.0019 566 574 0 42.93 37

1028.5608 2 1028.5614 -0.0007 330 339 0 49.41 36

1037.5204 2 1037.5216 -0.0012 829 836 0 45.09 37

1049.5254 2 1049.5254 0 521 529 0 62.97 37

1115.5824 2 1115.5822 0.0002 862 870 0 40.52 37

1157.6279 2 1157.6292 -0.0013 200 209 0 59.93 37

1158.5867 2 1158.588 -0.0013 506 516 0 81.15 37

1396.7296 2 1396.731 -0.0014 236 248 0 58.46 36

1410.6442 2 1410.6416 0.0027 875 887 0 38.98 36

1475.776 2 1475.7773 -0.0013 183 196 0 63.19 38



1511.7172 2 1511.7177 -0.0005 275 287 0 64.64 36

1891.0401 2 1891.0415 -0.0014 454 470 0 104.96 33

2251.0958 3 2250.0916 1.0041 481 500 0 93.7 37

2507.3749 3 2507.3748 0.0002 136 160 0 68.93 31

919.4779 2 919.4797 -0.0018 43 52 0 69.39 38

940.502 2 940.5018 0.0002 63 70 0 37.03 34

1438.6788 2 1438.6801 -0.0012 27 42 0 123.17 37

1514.7202 2 1514.7212 -0.001 76 89 0 132.45 36

2141.0008 2 2141.0025 -0.0016 71 89 1 103.97 37

913.5594 2 913.5597 -0.0003 419 427 0 55.98 33

1006.5444 3 1006.5447 -0.0003 165 172 1 42.4 36

1024.6019 2 1024.603 -0.0011 244 254 0 75.45 31

1025.4814 2 1025.4818 -0.0004 205 212 0 37.11 35

1119.5913 2 1119.5924 -0.0011 21 30 0 47.24 37

1297.7394 2 1297.7394 0 135 146 0 82.36 33

1450.6648 2 1450.6663 -0.0015 85 96 0 62.99 35

1633.8932 3 1633.894 -0.0009 6 20 0 49.25 34

2311.1205 3 2311.1228 -0.0023 392 411 1 62.42 37

2538.3137 3 2537.3121 1.0016 255 278 1 61.29 36

2972.4141 3 2972.4107 0.0034 101 129 0 77.05 37

942.5019 2 942.5022 -0.0003 191 198 1 51 34

1069.6388 2 1069.6383 0.0005 83 92 0 56.5 31

1302.743 2 1302.7435 -0.0005 136 146 0 63.19 33

1309.6126 2 1309.6125 0.0001 270 280 0 84.73 36

1379.6382 2 1379.6391 -0.0009 290 302 0 62.46 37

1512.8302 3 1512.83 0.0002 204 216 0 71.87 35

1752.8501 2 1752.8505 -0.0003 147 161 0 81.02 37

2320.2059 3 2320.2063 -0.0004 93 113 0 80.45 36

1241.6425 2 1241.6438 -0.0013 80 90 0 46.08 35

1934.0238 2 1934.0262 -0.0023 180 197 0 114.67 36

2430.2294 2 2430.2319 -0.0024 249 271 0 95.74 37

2483.216 2 2483.2166 -0.0006 91 113 0 129.4 37

2945.4693 3 2945.4692 0.0001 219 245 0 70.51 36

960.412 2 960.4124 -0.0003 544 552 0 52.32 29

1130.4633 2 1130.4629 0.0004 584 594 0 73.61 28

1158.4945 2 1158.4942 0.0003 602 613 0 36.48 31

1186.6952 2 1186.6962 -0.001 155 165 0 45.77 33

1213.5355 2 1213.5397 -0.0042 482 493 0 41.4 33

1260.6711 2 1260.6714 -0.0003 471 481 0 39.08 38

1499.6779 2 1499.6787 -0.0008 375 387 0 68.24 35

1545.7769 2 1545.7787 -0.0019 222 236 0 101.89 38

1597.8213 3 1597.8213 0 396 410 0 40.04 36

1814.9044 2 1814.905 -0.0007 319 335 0 70.33 37

2409.1276 2 2409.1304 -0.0028 200 221 0 60.78 36

2583.3366 3 2583.3392 -0.0026 92 117 1 45.38 35

815.4863 2 815.4865 -0.0002 121 127 0 40.72 35

1173.6067 2 1173.607 -0.0003 191 200 0 73.56 38

1478.772 2 1478.7729 -0.0009 147 158 1 72.03 37

1514.708 2 1514.7101 -0.0021 354 368 0 114.13 36

1725.7677 2 1725.7702 -0.0025 219 233 0 59.35 34

1799.9293 2 1799.9305 -0.0012 46 63 0 76.65 37

2157.0753 3 2156.0724 1.0029 129 146 1 37.7 37

770.4399 2 770.4399 0 346 353 0 57.81 32

916.5745 2 916.5746 -0.0001 367 374 0 49.35 26

1206.6245 2 1206.6245 0.0001 354 366 0 61.4 38

1359.7053 2 1359.7068 -0.0015 106 116 0 66.65 38

1445.7343 2 1445.7343 0 154 165 0 74.52 38

2047.0088 2 2047.0085 0.0004 76 95 0 102.66 37



937.486 2 937.4869 -0.0009 631 640 0 48.28 36

1138.5716 2 1138.5731 -0.0015 973 981 0 76.36 36

1172.6651 2 1172.6652 -0.0001 922 931 0 42.21 36

1174.6455 2 1174.6458 -0.0003 1035 1043 0 50.55 37

1314.6911 2 1314.6892 0.0019 1259 1271 0 66.21 37

1353.6517 2 1353.6525 -0.0007 1401 1414 0 74.77 37

1872.8386 2 1872.8391 -0.0005 582 597 0 70.95 34

1955.9668 3 1954.965 1.0019 982 997 0 46.29 37

1985.9366 2 1985.9371 -0.0005 614 630 0 49.71 36

2166.9748 3 2166.9777 -0.0029 535 553 0 73.37 34

2377.2182 3 2376.2107 1.0075 953 972 0 49.86 37

856.5128 2 856.513 -0.0002 545 551 0 40.86 35

946.4974 2 946.4971 0.0003 295 303 0 45.05 39

1129.5614 2 1129.5615 -0.0001 613 622 0 53.12 35

1189.6713 2 1189.6707 0.0006 398 408 0 58.93 35

1234.5678 2 1234.5677 0.0001 552 563 0 70.53 36

1255.6115 2 1255.6118 -0.0003 178 188 1 54.59 36

1416.719 2 1416.7209 -0.0019 112 125 0 61.34 37

1432.7232 2 1432.7232 0 382 394 0 93.27 38

1612.8682 3 1612.8685 -0.0003 352 364 1 53.02 35

1820.9012 2 1820.9017 -0.0005 472 488 0 97.98 38

1192.6557 2 1192.6564 -0.0007 138 147 0 59.88 35

1216.5982 2 1216.5989 -0.0007 321 330 0 53.25 37

1279.623 2 1279.6231 -0.0001 207 217 0 77.84 37

1422.6561 2 1422.6568 -0.0007 183 193 0 81.71 36

1482.8069 2 1482.8155 -0.0086 102 116 0 88.63 34

1585.8675 2 1585.8684 -0.0009 306 320 0 63.2 36

2275.1658 2 2275.1671 -0.0012 118 137 0 45.2 37

2485.2061 3 2484.202 1.0041 148 170 0 52.16 37

1157.6435 2 1157.6445 -0.0009 206 217 0 49.17 37

1166.5305 2 1166.5316 -0.0011 279 288 1 57.5 35

1194.5514 2 1194.5517 -0.0003 371 381 0 53.27 36

1294.6348 2 1294.634 0.0008 223 234 0 43.89 37

1885.893 2 1885.8945 -0.0015 140 155 0 49.01 37

1982.9228 2 1982.9255 -0.0028 293 309 0 145.13 36

1696.7567 2 1696.754 0.0027 73 87 0 92.27 34

2149.123 2 2149.1242 -0.0011 278 296 0 125.42 36

2346.1796 3 2346.1815 -0.0019 410 432 0 77.85 37

2822.4453 3 2822.4491 -0.0038 325 349 1 63.6 36

869.5328 2 869.5334 -0.0007 236 243 0 50.18 29

914.4818 2 914.4821 -0.0003 389 396 0 40.85 35

1009.5921 2 1009.592 0.0001 417 425 0 35.96 29

1380.6499 2 1380.6521 -0.0022 608 619 0 58.44 37

1460.7631 2 1460.7623 0.0008 185 197 0 107.5 38

1578.8038 2 1578.8042 -0.0004 133 146 0 56.31 38

1750.8871 2 1750.889 -0.0018 244 259 0 105.26 38

1847.999 3 1847.9993 -0.0003 400 416 1 40.9 35

799.5279 2 799.528 0 64 70 1 31.2 28

975.4405 2 975.441 -0.0005 21 30 0 76.81 33

1162.5897 2 1162.5903 -0.0006 318 328 0 38.75 38

1197.6977 2 1197.6982 -0.0005 31 41 1 63.23 33

1789.8838 2 1789.8846 -0.0008 241 256 0 82.44 38

1968.0778 3 1967.0727 1.005 98 115 0 42.09 33

3150.6331 3 3150.635 -0.0019 150 179 0 102.31 34

1155.5351 2 1155.5342 0.0008 224 233 0 41.24 35

1266.6027 2 1266.6026 0.0001 660 669 0 50.08 37

1335.6675 2 1335.667 0.0005 157 168 0 63.2 38

1402.8589 2 1402.8588 0.0002 562 574 0 83.62 20



1715.028 2 1715.0273 0.0007 869 883 0 56.1 22

2053.0382 2 2053.0401 -0.0019 115 133 0 70.58 37

2111.0452 3 2111.0436 0.0016 368 387 0 50.24 37

982.4913 2 982.4906 0.0007 197 205 0 54.5 35

1194.5764 2 1194.5768 -0.0004 112 121 0 53.67 37

1312.6272 2 1312.6299 -0.0027 78 89 0 50.99 36

1464.7715 2 1464.7725 -0.001 95 106 0 88.83 37

1608.7982 2 1608.7995 -0.0013 216 231 0 86.32 38

1948.9156 2 1948.9162 -0.0006 232 247 0 79.38 36

1018.5044 2 1018.5043 0 805 815 0 96.54 38

1282.6154 2 1282.6162 -0.0008 543 553 0 61.19 36

1461.7622 2 1461.7616 0.0006 683 694 0 78.64 38

1835.9326 2 1835.9339 -0.0012 112 127 0 110.72 38

1232.6173 2 1232.6183 -0.001 623 633 0 49.79 38

1257.6958 2 1257.6969 -0.0011 875 886 0 46.21 36

1276.6662 2 1276.6663 -0.0001 318 330 0 43.8 37

1280.6176 2 1280.6183 -0.0007 331 341 0 57.46 37

1554.8617 2 1554.8617 0 763 777 0 98.89 34

1558.7616 2 1558.7587 0.0029 474 488 0 87.85 37

1287.6603 2 1287.6605 -0.0002 95 106 0 66.08 38

1422.6549 2 1422.6627 -0.0078 28 40 0 71.89 36

1941.9831 2 1941.9836 -0.0005 11 27 0 119.16 37

1212.6713 2 1212.6714 -0.0001 296 306 0 98.76 35

1587.7841 2 1587.7852 -0.0011 228 243 0 92.23 37

1767.7799 3 1767.7787 0.0011 131 145 0 50.62 34

2128.0662 2 2128.0609 0.0053 193 210 0 58.7 37

1180.7187 2 1180.718 0.0008 174 184 0 80.93 26

1232.6881 2 1232.6877 0.0004 397 408 0 70.8 36

1881.0971 2 1881.0975 -0.0004 147 164 0 103.88 27

1159.5815 2 1159.5833 -0.0018 513 524 0 41.52 38

1198.6563 2 1198.6557 0.0005 286 296 0 67.09 35

1279.7599 2 1279.7612 -0.0013 161 173 0 69.32 28

1699.891 2 1699.8927 -0.0017 459 475 0 108.19 37

1899.0282 2 1899.0313 -0.0031 426 444 0 60.42 35

1192.6557 2 1192.6564 -0.0007 138 147 0 59.88 35

1216.5982 2 1216.5989 -0.0007 321 330 0 53.25 37

1422.6561 2 1422.6568 -0.0007 183 193 0 81.71 36

1468.7989 2 1468.7998 -0.0009 102 116 0 83.43 35

2485.2061 3 2484.202 1.0041 148 170 0 52.16 37

1746.8883 2 1746.89 -0.0017 32 48 0 138.86 38

1913.9578 2 1913.9597 -0.0019 181 196 0 59.95 37

2460.2726 2 2460.2723 0.0004 6 26 0 66.8 36

997.5556 2 997.5556 0 140 148 0 44.7 33

1192.6101 3 1192.6102 0 48 58 0 49.49 38

1402.7931 2 1402.7932 -0.0001 150 162 0 95.84 34

1630.8227 2 1630.8236 -0.0009 171 185 0 112.56 38

939.5754 2 939.5753 0.0001 125 132 0 60.75 28

1864.0405 2 1864.0418 -0.0013 68 84 0 124.75 31

2080.9256 3 2080.9273 -0.0017 107 124 0 41.36 34

2192.0212 2 2192.0242 -0.0029 140 159 0 60.28 36

1159.5815 2 1159.5833 -0.0018 509 520 0 41.52 38

1228.6912 2 1228.6914 -0.0002 282 292 0 56.66 36

1279.7599 2 1279.7612 -0.0013 157 169 0 69.32 28

1699.891 2 1699.8927 -0.0017 455 471 0 108.19 37

1899.0282 2 1899.0313 -0.0031 422 440 0 60.42 35

1451.683 2 1451.6834 -0.0004 244 255 0 57.99 37

1517.6633 2 1517.6668 -0.0035 593 606 0 99.8 32

1798.9241 2 1798.9254 -0.0013 771 786 0 56.78 37



2256.1944 2 2256.1961 -0.0017 33 55 0 76.42 35

1158.4945 2 1158.4942 0.0003 596 607 0 36.48 31

1186.6952 2 1186.6962 -0.001 167 177 0 45.77 33

1273.666 2 1273.6666 -0.0006 483 493 0 43.44 38

1483.6836 3 1483.6838 -0.0002 387 399 0 48.11 36

1536.8342 3 1536.8372 -0.003 457 470 1 45.3 35

1795.7386 2 1795.7398 -0.0012 569 588 0 96.33 28

2409.1276 2 2409.1304 -0.0028 212 233 0 60.78 36

1495.8297 2 1495.8286 0.0011 705 717 0 96.18 32

1543.783 2 1543.7842 -0.0012 1120 1133 0 79.94 37

1617.8425 2 1617.8403 0.0023 992 1006 0 54.88 37

1912.1393 2 1912.1397 -0.0004 1025 1041 0 55.29 22

1236.6453 2 1236.6462 -0.001 241 252 0 65.44 37

1750.8566 2 1750.856 0.0006 311 325 0 126.69 37

1300.6441 2 1300.6445 -0.0004 97 108 0 61.88 36

1542.8294 3 1542.8307 -0.0013 186 198 0 39.46 37

2044.0952 2 2044.0953 0 707 724 0 117.29 35

770.4399 2 770.4399 0 350 357 0 57.81 32

916.5745 2 916.5746 -0.0001 371 378 0 49.35 26

950.4815 2 950.4821 -0.0006 246 254 0 50.78 38

1227.6136 2 1227.6136 0 330 340 0 56.3 36

1359.7053 2 1359.7068 -0.0015 110 120 0 66.65 38

1445.7343 2 1445.7343 0 158 169 0 74.52 38

897.4917 2 897.492 -0.0003 24 31 0 52.01 33

1169.5964 2 1169.5968 -0.0004 178 187 0 52.22 35

1581.8462 2 1581.8475 -0.0013 75 89 0 63.94 35

1791.8932 3 1791.8944 -0.0013 97 113 0 46.38 38

1864.9336 2 1864.934 -0.0004 3 19 0 103.35 37

709.3872 2 709.3871 0.0001 171 176 0 38.56 32

884.4714 2 884.4716 -0.0001 237 245 0 36.92 34

1277.618 2 1277.6187 -0.0006 348 358 0 76.06 38

2201.0918 2 2201.0892 0.0026 314 332 0 91.18 37

3372.5701 3 3372.5721 -0.0021 193 222 0 66.42 35

1424.7668 2 1424.7664 0.0004 309 321 0 73.35 35

1491.7665 2 1491.7681 -0.0017 338 351 0 110.68 38

1863.9366 2 1863.9367 0 322 337 0 71.31 38

1025.5875 2 1025.5869 0.0006 424 433 0 32.62 32

1249.6302 2 1249.6302 0 277 287 0 61.83 38

2307.1472 2 2307.1495 -0.0023 672 693 0 150.51 38

1770.0259 2 1770.0251 0.0008 296 312 0 105.45 28

1924.0191 2 1924.0193 -0.0002 221 236 0 98.37 35

1038.6081 2 1038.6073 0.0008 64 72 0 38.14 29

1247.6256 2 1247.6258 -0.0003 73 83 0 47.46 39

1322.6568 2 1322.6605 -0.0038 429 439 0 66.36 38

2319.1918 2 2319.1933 -0.0014 245 265 0 37.12 36

2652.3997 3 2651.3919 1.0078 319 341 0 99.23 34

1419.7724 2 1419.7722 0.0003 2674 2686 0 85.11 36

1540.8404 2 1540.8395 0.0009 4372 4384 0 43.08 34

1618.8927 2 1618.893 -0.0004 3071 3085 0 79.99 34

2053.0036 2 2053.0019 0.0017 5353 5368 0 38.59 38

2790.3814 3 2790.3824 -0.001 2150 2173 0 37.56 37

977.5178 2 977.5182 -0.0004 37 44 0 54.88 37

1530.7175 2 1530.7161 0.0014 86 99 0 129.48 36

3108.5146 3 3107.5155 0.9991 45 72 0 50.54 37

999.5698 2 999.5713 -0.0015 268 276 0 46.79 36

1270.6985 2 1270.6993 -0.0008 93 104 0 66.9 36

1284.7111 2 1284.7112 -0.0001 177 188 0 49.89 35

1397.6681 3 1397.6688 -0.0007 165 176 0 43.86 36



1414.7559 2 1414.7569 -0.0009 254 267 0 97.59 37

1559.804 2 1559.8042 -0.0002 124 138 0 102.96 38

2375.1078 2 2375.107 0.0008 139 160 0 96.19 36

1157.6435 2 1157.6445 -0.0009 175 186 0 49.17 37

1161.579 2 1161.5778 0.0012 340 350 0 74.65 38

1275.6834 2 1275.6823 0.0011 192 203 0 51.1 37

1397.6414 2 1397.6431 -0.0018 351 362 0 49.48 35

2222.2021 3 2222.2019 0.0003 55 74 1 76.47 33

1048.5194 2 1048.5189 0.0005 314 322 0 43.18 38

1173.6273 2 1173.6354 -0.0081 379 389 0 67.37 38

1225.7027 2 1225.703 -0.0003 469 480 0 63.72 32

1367.6208 2 1367.6214 -0.0005 323 333 0 40.64 35

1752.9556 2 1752.9563 -0.0007 363 378 0 73.53 33

1410.8332 2 1410.8334 -0.0002 152 164 0 59.05 30

2989.6577 3 2989.66 -0.0023 67 94 0 50.99 28

3173.6371 3 3173.6391 -0.002 17 44 0 71.09 34

3549.9073 3 3549.9083 -0.0011 115 148 0 43.26 30

1560.7162 2 1560.7168 -0.0006 168 181 0 46.06 35

1656.7359 2 1656.738 -0.002 61 75 0 58.08 34

1703.8829 2 1703.8842 -0.0014 79 93 0 113.52 38

1188.6346 2 1188.635 -0.0004 182 194 0 105.78 38

1351.6351 2 1351.6368 -0.0017 331 342 0 70.38 37

1822.9434 2 1822.9465 -0.0031 43 59 0 50.81 37

1361.7381 2 1361.7377 0.0004 1194 1205 0 61.81 36

1760.9491 2 1760.9495 -0.0004 1939 1953 0 38.87 35

2048.0976 2 2048.0983 -0.0006 957 974 0 73.54 35

2193.2256 2 2193.2256 0 440 459 0 40.76 30

2239.1672 3 2239.1696 -0.0024 2495 2515 0 50.05 36

713.4434 2 713.4435 -0.0001 430 435 0 31.76 30

1255.6882 2 1255.6884 -0.0002 88 99 0 58.77 35

1290.6351 2 1290.6303 0.0048 34 45 0 51.61 38

1526.7921 2 1526.794 -0.0019 358 371 0 84.63 36

1582.7832 3 1582.7839 -0.0006 441 454 1 57.32 37

989.5546 2 989.5546 0 693 700 0 55.33 36

1041.4869 2 1041.488 -0.001 364 372 0 37.09 34

1255.6446 2 1255.6448 -0.0002 589 598 0 68.2 35

1664.8422 2 1664.841 0.0013 677 692 0 85.21 37

794.4285 2 794.4286 -0.0001 263 269 0 46.29 34

936.5505 2 936.5505 0 162 169 0 45.48 30

982.5333 2 982.5349 -0.0015 11 19 0 41.29 34

1032.5572 2 1032.5564 0.0008 344 352 0 50.1 37

1251.5808 2 1251.5812 -0.0004 195 204 0 44.29 36

1319.662 2 1319.6622 -0.0002 362 373 0 69.04 38

1595.6885 3 1595.6886 -0.0001 291 304 0 43.19 33

815.4862 2 815.4865 -0.0003 105 111 0 39.52 35

1157.6435 2 1157.6445 -0.0009 191 202 0 49.17 37

2012.9743 3 2012.9771 -0.0028 360 378 0 47.79 37

2028.0542 2 2028.0527 0.0015 246 264 0 58.87 36

1378.7086 2 1378.7092 -0.0006 376 389 0 97.71 38

2156.9906 2 2156.9862 0.0044 356 375 0 78.23 36

1425.7531 2 1425.7576 -0.0045 132 144 0 65.87 36

1759.8941 2 1759.8952 -0.0011 9 25 0 108.12 37

948.5381 2 948.5392 -0.0012 197 205 0 67.18 35

1218.6491 2 1218.6496 -0.0004 112 121 0 53.71 37

1407.7507 2 1407.7511 -0.0004 95 106 0 90.7 36

1196.5819 2 1196.5826 -0.0007 138 148 0 74.01 36

1534.7214 2 1534.7223 -0.0009 469 483 0 101.27 37

1729.8299 2 1729.8271 0.0028 517 532 0 63.95 37



2165.0919 3 2165.0926 -0.0007 427 446 0 42.67 37

2641.3365 3 2641.3347 0.0017 131 154 0 65.01 37

904.4432 2 904.4436 -0.0004 290 297 0 49.35 37

1033.522 2 1033.5226 -0.0006 344 352 0 55.05 39

1443.6504 3 1443.6491 0.0013 63 76 0 41.2 34

1928.7969 2 1928.7986 -0.0017 385 400 0 86.1 29

1212.5545 2 1212.5557 -0.0012 153 162 0 70.86 35

1618.8839 2 1618.8831 0.0008 200 213 0 80.97 35

2056.9606 2 2056.9623 -0.0016 244 262 1 46.01 36

1038.5773 2 1038.5783 -0.001 26 34 0 40.26 33

1059.5503 2 1059.5502 0.0001 79 86 0 39.6 38

2100.0506 2 2100.0521 -0.0014 56 75 0 94.49 37

992.5467 2 992.5477 -0.001 319 327 0 59.44 36

1576.7844 2 1576.7847 -0.0003 248 260 0 87.81 38

1014.5333 2 1014.5346 -0.0013 998 1007 0 43.9 35

1434.7342 2 1434.7354 -0.0012 1132 1144 0 85.84 38

2039.1092 2 2039.1092 0.0001 520 536 0 42.9 34

2660.4327 3 2660.4326 0 414 437 0 44.15 32

1264.5776 2 1264.5791 -0.0015 174 184 0 38.02 36

1944.032 2 1944.0316 0.0004 2070 2087 0 114.71 36

1180.692 2 1180.6928 -0.0007 129 139 0 65.64 30

1549.7548 2 1549.7559 -0.001 115 128 0 87.69 38

1157.6435 2 1157.6445 -0.0009 197 208 0 49.17 37

1478.8566 3 1478.8569 -0.0003 311 323 1 34.82 30

1937.9356 2 1937.9404 -0.0048 285 301 0 92.36 37

2086.9971 3 2086.9993 -0.0022 252 270 0 39.81 37

1088.6229 2 1088.623 -0.0001 118 127 0 62.92 34

1102.6053 2 1102.6056 -0.0003 20 30 0 51.97 38

2106.0856 3 2105.0827 1.0029 110 127 1 68.74 37

1256.7324 2 1256.734 -0.0016 84 95 0 88.51 33

1383.7036 2 1383.7034 0.0002 26 37 0 56.71 36

1259.676 2 1259.6761 -0.0001 468 478 0 59.44 37

1329.707 2 1329.7075 -0.0004 234 246 0 91.73 38

980.5109 2 980.5113 -0.0005 67 74 0 49.91 35

1357.7191 2 1357.7201 -0.001 19 31 0 53.49 38

1531.8227 2 1531.8246 -0.0019 38 51 0 74.5 37

1448.7005 3 1448.7008 -0.0003 221 233 0 47.41 38

2127.0212 2 2126.0168 1.0045 17 36 0 90.28 37

1340.7565 2 1340.7565 0.0001 511 523 0 76.49 34

1630.8684 2 1630.8679 0.0005 227 242 0 61.55 36

1673.8921 3 1673.893 -0.0009 21 33 0 52.19 37

2480.328 3 2480.3274 0.0006 88 110 0 66.37 33

1266.5685 2 1266.5696 -0.0012 136 147 0 56.87 35

2499.3674 2 2499.3684 -0.0009 533 557 0 71.14 31

1154.6399 2 1154.6408 -0.0008 192 203 0 55.89 33

1255.6115 2 1255.6118 -0.0003 159 169 1 54.59 36

1493.7148 2 1493.7151 -0.0002 68 80 0 60.56 37

961.5229 2 961.5233 -0.0004 322 329 0 71.37 38

1422.6083 3 1422.6099 -0.0016 231 241 0 42.36 31

2390.2337 3 2389.2278 1.0059 61 83 0 53.83 36

905.4974 2 905.4971 0.0003 522 529 0 40.9 37

1703.9814 2 1703.9821 -0.0007 322 336 0 94.98 29

764.4179 2 764.4181 -0.0002 281 287 0 36.59 34

1205.5994 2 1205.604 -0.0046 61 70 0 53 38

1452.7466 2 1452.7474 -0.0008 238 252 0 81.92 37

1159.6196 2 1159.6197 -0.0001 50 61 0 74.53 38

1165.5967 2 1165.5979 -0.0012 66 76 0 64.6 37

1089.566 2 1089.5666 -0.0006 172 181 0 53.67 39



1705.7753 3 1705.7768 -0.0016 493 507 0 81.45 35

747.4281 2 747.4279 0.0002 363 368 0 40.87 36

1736.8393 2 1736.8403 -0.001 291 305 0 95.45 37

1165.5985 2 1165.5979 0.0006 40 50 0 90.86 37

3196.6105 3 3196.6099 0.0006 236 265 0 42.89 36

943.534 2 943.5338 0.0002 246 253 0 42.7 37

1224.7257 2 1224.7264 -0.0007 40 49 0 31.56 31

1365.6704 2 1365.6711 -0.0008 175 187 0 74.8 38

1467.8591 3 1467.8595 -0.0004 38 49 1 43.95 29

1180.5724 2 1180.5724 0 410 420 0 75.26 37

1287.7074 2 1287.7074 0 437 447 0 50.59 37

1535.9537 2 1535.9538 -0.0001 559 572 0 35.12 20

922.4984 2 922.4984 0 204 211 0 41.61 35

1518.7834 2 1518.7831 0.0004 240 252 0 90.47 38

956.5538 2 956.5542 -0.0005 126 133 0 38.17 34

1144.5901 2 1144.591 -0.0009 134 142 0 58.46 37

2882.4284 2 2882.4284 0 94 120 0 66.03 37

1003.5815 2 1003.5814 0.0001 471 479 0 62.2 34

1880.9336 2 1880.9342 -0.0006 445 460 0 64.25 37

1682.9451 2 1682.9454 -0.0003 133 147 0 80.64 32

2322.2789 3 2322.2795 -0.0006 133 153 1 42.83 31

1176.6134 2 1176.6139 -0.0005 812 821 0 63.01 38

1483.9014 2 1483.9014 0 433 446 0 47.38 25

1857.9285 3 1857.9295 -0.001 540 555 0 42.59 37

939.5393 2 939.5389 0.0004 286 293 0 37 30

1267.604 2 1267.6044 -0.0005 51 61 0 49.11 37

1308.7432 2 1308.7442 -0.001 146 157 0 57.98 32

1948.8583 2 1948.8578 0.0005 396 411 0 34.04 33

1294.8336 2 1294.8336 0 618 629 0 73.12 20

1942.0889 3 1942.0887 0.0001 225 241 1 40.87 32

1056.6295 2 1056.6292 0.0003 57 67 0 78.46 34

1253.687 2 1253.688 -0.001 174 185 0 40.08 34

1239.6241 2 1239.6248 -0.0006 206 215 0 66.89 37

1943.9794 2 1943.9808 -0.0014 292 310 0 45.53 37

949.5224 2 949.5233 -0.0009 406 413 0 38.72 35

1547.8809 2 1547.881 -0.0002 139 152 0 68.52 31

1960.9664 3 1960.9676 -0.0013 318 333 0 39.34 38

1067.4954 2 1067.4957 -0.0004 112 120 0 43.63 35

2851.4931 3 2851.4967 -0.0037 227 253 0 69.1 34

1064.5907 2 1064.5906 0.0001 15 23 0 55.16 34

3020.2783 3 3020.2785 -0.0002 81 111 0 51.79 30

1042.5549 2 1042.556 -0.001 668 676 0 45.27 35

1340.6612 2 1340.6612 0 164 174 0 67.22 36

1368.6231 2 1368.6245 -0.0013 220 230 0 38.8 35

1613.9063 2 1613.9062 0.0001 428 441 0 67.66 33

1064.5907 2 1064.5906 0.0001 15 23 0 55.16 34

1323.6898 2 1323.6922 -0.0024 128 139 0 52.77 36

1194.6386 2 1194.6397 -0.0011 302 312 0 41.36 35

1855.0551 2 1854.0502 1.0049 437 453 0 46.77 30

3201.6493 3 3201.6517 -0.0025 405 436 0 44.54 35

1145.603 2 1145.604 -0.0011 50 61 0 47.81 38

1165.5967 2 1165.5979 -0.0012 66 76 0 64.6 37

1053.5583 2 1053.5567 0.0016 106 116 0 57.58 35

1442.7242 2 1442.7253 -0.0011 128 140 0 49.17 37

754.5063 2 754.5065 -0.0002 102 107 0 46.55 20

773.5165 2 773.5163 0.0002 83 88 0 41.74 22

1382.6868 2 1382.6864 0.0004 628 640 0 54.77 37

2217.2995 3 2216.3031 0.9964 378 398 0 39.52 24



822.439 2 822.4388 0.0002 730 736 0 42.16 36

1649.9963 2 1649.9967 -0.0004 21 35 0 49.6 22

1031.6124 2 1031.6128 -0.0004 482 490 0 38.75 32

1533.855 2 1533.8555 -0.0005 542 554 0 50.88 34

1071.6435 2 1071.6441 -0.0005 934 943 0 48.02 34

1612.8563 3 1612.8573 -0.001 646 659 0 39.52 36

1012.5667 2 1012.5665 0.0002 761 770 0 48.93 33

1703.9142 2 1703.9128 0.0015 549 564 0 38.49 36

1292.6615 2 1292.6612 0.0003 247 257 0 44.04 38

1367.6208 2 1367.6214 -0.0006 258 268 0 40.64 35

1132.5077 2 1132.5084 -0.0007 300 309 0 35 33

1239.6824 2 1239.6823 0.0001 203 213 0 44.19 34

949.5223 2 949.5233 -0.001 92 99 0 39.87 35

1062.6227 2 1062.6226 0.0001 60 68 0 34.25 32

1074.5664 2 1074.5669 -0.0005 181 190 1 42.13 39

1352.8276 2 1352.8279 -0.0002 226 237 0 30.12 26

pep_exp_mr pep_exp_z pep_calc_mr pep_delta pep_start pep_end pep_miss pep_score pep_ident

975.4683 2 975.4695 -0.0012 351 359 0 77.42 37

1026.5496 2 1026.5498 -0.0002 310 318 0 78.05 34

1076.5257 3 1076.525 0.0007 155 162 1 39.09 38

1138.686 2 1138.6862 -0.0002 253 262 0 63.43 28

1145.5827 2 1145.5829 -0.0002 242 251 0 68.26 38

1214.5771 2 1214.5754 0.0017 381 390 0 75.4 35

1266.7794 2 1266.7812 -0.0018 252 262 1 47.16 26

1298.6145 2 1298.6143 0.0003 47 58 0 70.2 36

1401.6498 2 1401.6495 0.0003 163 174 0 90.05 35

1637.8394 2 1637.8388 0.0006 263 276 0 95.76 37

1678.7882 2 1678.7906 -0.0024 63 77 0 67.01 37

1695.8238 2 1695.8257 -0.0019 337 350 0 77.72 37

1821.9147 2 1821.9156 -0.0009 3 19 0 95.95 38

1950.8803 2 1950.8815 -0.0013 363 379 0 146.15 35

1971.9875 2 1971.9902 -0.0026 104 121 0 161.7 37

2100.0837 3 2100.0851 -0.0015 104 122 1 71.63 37

2125.0505 3 2125.0521 -0.0016 1 19 1 42.32 37

2366.1186 2 2366.1212 -0.0026 277 297 0 76.95 36

2763.3142 3 2763.3143 0 217 241 0 107.1 37

2797.3393 3 2797.3361 0.0032 78 103 1 57.55 37

3199.4647 4 3199.4669 -0.0022 20 46 0 49.75 35

3325.4983 3 3325.5014 -0.0031 123 154 0 63.29 34

1058.5216 2 1058.5219 -0.0003 310 318 0 57.26 35

1076.5257 3 1076.525 0.0007 155 162 1 39.09 38

1138.686 2 1138.6862 -0.0002 253 262 0 63.43 28

1145.5827 2 1145.5829 -0.0002 242 251 0 68.26 38

1214.5771 2 1214.5754 0.0017 381 390 0 75.4 35

1266.7794 2 1266.7812 -0.0018 252 262 1 47.16 26

1286.6513 2 1286.6541 -0.0027 351 362 0 52.13 37

1295.5995 2 1295.5994 0.0002 36 46 0 89.3 36

1415.6827 2 1415.6829 -0.0002 163 174 0 81.16 36

1444.6386 2 1444.6405 -0.0019 47 58 0 102.66 33

1461.676 2 1461.6769 -0.0009 325 336 0 79.58 36

1637.8394 2 1637.8388 0.0006 263 276 0 95.76 37

1678.7882 2 1678.7906 -0.0024 63 77 0 67.01 37

1695.8238 2 1695.8257 -0.0019 337 350 0 77.72 37

1777.8546 2 1777.8557 -0.001 283 297 0 55.34 38

1821.9147 2 1821.9156 -0.0009 3 19 0 95.95 38

1871.8621 2 1871.8625 -0.0004 20 35 0 65.58 36

1950.8803 2 1950.8815 -0.0013 363 379 0 146.15 35

1971.9875 2 1971.9902 -0.0026 104 121 0 161.7 37



2100.0837 3 2100.0851 -0.0015 104 122 1 71.63 37

2125.0505 3 2125.0521 -0.0016 1 19 1 42.32 37

2766.3114 3 2766.3139 -0.0025 217 241 0 62.67 36

2801.2921 3 2801.2946 -0.0025 78 103 1 78.69 35

1058.5216 2 1058.5219 -0.0003 310 318 0 57.26 35

1076.5257 3 1076.525 0.0007 155 162 1 39.09 38

1138.686 2 1138.6862 -0.0002 253 262 0 63.43 28

1145.5827 2 1145.5829 -0.0002 242 251 0 68.26 38

1214.5771 2 1214.5754 0.0017 381 390 0 75.4 35

1266.7794 2 1266.7812 -0.0018 252 262 1 47.16 26

1286.6513 2 1286.6541 -0.0027 351 362 0 52.13 37

1307.6342 2 1307.6357 -0.0016 36 46 0 72.19 38

1401.6498 2 1401.6495 0.0003 163 174 0 90.05 35

1430.6243 2 1430.6248 -0.0006 47 58 0 81.01 32

1461.676 2 1461.6769 -0.0009 325 336 0 79.58 36

1637.8394 2 1637.8388 0.0006 263 276 0 95.76 37

1664.7729 2 1664.775 -0.002 63 77 0 68.28 37

1695.8238 2 1695.8257 -0.0019 337 350 0 77.72 37

1788.8722 2 1788.8716 0.0005 283 297 0 56.73 38

1898.9273 2 1898.9275 -0.0002 20 35 0 115.29 37

1950.8803 2 1950.8815 -0.0013 363 379 0 146.15 35

1971.9875 2 1971.9902 -0.0026 104 121 0 161.7 37

2100.0837 3 2100.0851 -0.0015 104 122 1 71.63 37

2736.3031 3 2736.3034 -0.0002 217 241 0 54.75 37

2813.327 3 2813.331 -0.004 78 103 1 101.02 36

1026.5496 2 1026.5498 -0.0002 310 318 0 78.05 34

1076.5257 3 1076.525 0.0007 155 162 1 39.09 38

1138.686 2 1138.6862 -0.0002 253 262 0 63.43 28

1145.5827 2 1145.5829 -0.0002 242 251 0 68.26 38

1214.5771 2 1214.5754 0.0017 381 390 0 75.4 35

1266.7794 2 1266.7812 -0.0018 252 262 1 47.16 26

1297.6297 2 1297.6302 -0.0005 47 58 0 54.33 36

1401.6498 2 1401.6495 0.0003 163 174 0 90.05 35

1637.8394 2 1637.8388 0.0006 263 276 0 95.76 37

1678.7882 2 1678.7906 -0.0024 63 77 0 67.01 37

1695.8238 2 1695.8257 -0.0019 337 350 0 77.72 37

1821.9147 2 1821.9156 -0.0009 3 19 0 95.95 38

1950.8803 2 1950.8815 -0.0013 363 379 0 146.15 35

1971.9875 2 1971.9902 -0.0026 104 121 0 161.7 37

2100.0837 3 2100.0851 -0.0015 104 122 1 71.63 37

2125.0505 3 2125.0521 -0.0016 1 19 1 42.32 37

2366.1186 2 2366.1212 -0.0026 277 297 0 76.95 36

2763.3142 3 2763.3143 0 217 241 0 107.1 37

2797.3393 3 2797.3361 0.0032 78 103 1 57.55 37

902.4203 2 902.4208 -0.0004 395 401 0 37.75 33

986.5402 2 986.5397 0.0005 327 336 0 65.58 37

1131.5592 2 1131.5594 -0.0002 113 121 0 40.62 37

1282.4963 2 1282.4967 -0.0003 312 320 0 45.17 24

1395.6859 2 1395.6857 0.0003 391 401 1 41.06 37

1395.7505 3 1395.751 -0.0005 85 96 0 38.04 35

1472.8563 2 1472.8562 0.0001 230 243 0 94.16 30

1597.7591 2 1597.7599 -0.0008 340 352 0 87.96 37

1662.8664 2 1662.8689 -0.0025 216 229 1 70.26 37

1700.8967 2 1700.8985 -0.0018 65 79 0 91.09 37

1791.9206 2 1791.9229 -0.0023 265 280 0 107.65 38

1856.8747 2 1856.8761 -0.0014 374 390 0 115.04 37

1884.9378 2 1884.9404 -0.0026 353 370 0 73.31 37

1976.8742 2 1976.8752 -0.0011 41 60 0 115.48 33



2345.0006 2 2345.0059 -0.0052 403 422 0 64.29 31

2384.1867 3 2384.1873 -0.0006 85 105 1 82.13 37

2394.1838 2 2394.1856 -0.0017 244 264 0 128.06 38

2640.2176 2 2640.22 -0.0023 281 304 0 84.91 36

3320.7187 3 3320.7187 -0.0001 124 156 1 118.55 34

5377.6621 4 5377.6704 -0.0083 167 214 0 44.04 31

902.4203 2 902.4208 -0.0004 395 401 0 37.75 33

986.5402 2 986.5397 0.0005 327 336 0 65.58 37

1131.5592 2 1131.5594 -0.0002 113 121 0 40.62 37

1282.4963 2 1282.4967 -0.0003 312 320 0 45.17 24

1395.6859 2 1395.6857 0.0003 391 401 1 41.06 37

1395.7505 3 1395.751 -0.0005 85 96 0 38.04 35

1472.8563 2 1472.8562 0.0001 230 243 0 94.16 30

1597.7591 2 1597.7599 -0.0008 340 352 0 87.96 37

1689.876 2 1689.8798 -0.0038 216 229 1 71.61 37

1700.8967 2 1700.8985 -0.0018 65 79 0 91.09 37

1791.9206 2 1791.9229 -0.0023 265 280 0 107.65 38

1856.8747 2 1856.8761 -0.0014 374 390 0 115.04 37

1884.9378 2 1884.9404 -0.0026 353 370 0 73.31 37

1976.8742 2 1976.8752 -0.0011 41 60 0 115.48 33

2345.0006 2 2345.0059 -0.0052 403 422 0 64.29 31

2384.1867 3 2384.1873 -0.0006 85 105 1 82.13 37

2394.1838 2 2394.1856 -0.0017 244 264 0 128.06 38

2640.2176 2 2640.22 -0.0023 281 304 0 84.91 36

3320.7187 3 3320.7187 -0.0001 124 156 1 118.55 34

5377.6621 4 5377.6704 -0.0083 167 214 0 44.04 31

949.4863 2 949.4869 -0.0006 129 137 0 44.68 37

957.5128 2 957.5131 -0.0002 118 125 0 59.11 35

1003.5345 2 1003.5338 0.0007 290 297 1 43.74 38

1016.5388 2 1016.539 -0.0002 245 253 0 50.57 38

1046.5076 2 1046.5073 0.0004 53 61 0 40.23 37

1113.6757 2 1113.6758 -0.0001 331 340 0 80.17 31

1141.5657 2 1141.5663 -0.0006 138 148 0 62.07 35

1172.6401 2 1172.6401 0 244 253 1 58.44 38

1400.7246 2 1400.726 -0.0014 76 89 0 113.04 37

1446.744 2 1446.7467 -0.0027 376 388 0 93.79 38

1501.8695 2 1501.8729 -0.0035 153 167 0 107.66 31

1574.8399 2 1574.8417 -0.0017 375 388 1 124.57 37

1586.6943 2 1586.6956 -0.0013 184 196 0 105.64 33

1588.8505 2 1588.8501 0.0004 200 212 0 54.43 36

1826.9299 2 1826.9315 -0.0016 53 68 1 112.17 37

1919.9959 2 1919.988 0.0079 396 412 0 54.79 37

1921.0328 2 1921.0349 -0.0021 197 212 1 56.1 35

2074.076 2 2074.0769 -0.0008 213 231 0 112.02 37

2698.3882 2 2698.3888 -0.0005 266 288 0 96.87 35

2894.4936 2 2894.4927 0.001 341 365 0 86.39 35

3136.6072 2 3136.6049 0.0023 90 117 0 88.86 35

934.5115 2 934.5124 -0.0009 129 137 0 58.86 35

957.5128 2 957.5131 -0.0002 118 125 0 59.11 35

975.5478 2 975.5502 -0.0023 376 384 0 61.73 36

1003.5345 2 1003.5338 0.0007 290 297 1 43.74 38

1016.5388 2 1016.539 -0.0002 245 253 0 50.57 38

1046.5076 2 1046.5073 0.0004 53 61 0 40.23 37

1103.6447 2 1103.6451 -0.0005 375 384 1 45.52 33

1113.6757 2 1113.6758 -0.0001 331 340 0 80.17 31

1141.5657 2 1141.5663 -0.0006 138 148 0 62.07 35

1172.6401 2 1172.6401 0 244 253 1 58.44 38

1400.7246 2 1400.726 -0.0014 76 89 0 113.04 37



1501.8695 2 1501.8729 -0.0035 153 167 0 107.66 31

1586.6943 2 1586.6956 -0.0013 184 196 0 105.64 33

1588.8505 2 1588.8501 0.0004 200 212 0 54.43 36

1826.9299 2 1826.9315 -0.0016 53 68 1 112.17 37

1919.9959 2 1919.988 0.0079 396 412 0 54.79 37

1921.0328 2 1921.0349 -0.0021 197 212 1 56.1 35

2074.076 2 2074.0769 -0.0008 213 231 0 112.02 37

2698.3882 2 2698.3888 -0.0005 266 288 0 96.87 35

2894.4936 2 2894.4927 0.001 341 365 0 86.39 35

3918.7588 3 3917.7942 0.9646 20 52 0 45.16 32

1227.6194 2 1227.6207 -0.0013 29 39 0 73.88 36

1230.6384 2 1230.6391 -0.0006 164 175 0 68.57 38

1293.6173 2 1293.6176 -0.0003 243 252 0 42.59 37

1305.7175 2 1305.718 -0.0005 133 144 0 61.42 35

1328.6062 2 1328.6071 -0.0009 308 317 0 65.49 35

1373.6017 2 1373.6033 -0.0016 546 556 0 66.77 32

1385.7219 2 1385.7224 -0.0005 604 615 0 54.58 37

1425.7568 2 1425.7576 -0.0008 335 348 0 77.38 36

1435.7455 2 1435.746 -0.0005 352 363 0 88 37

1472.6777 2 1472.6783 -0.0006 40 52 0 73.97 35

1555.7451 3 1555.7453 -0.0002 306 317 1 39.01 37

1565.8007 2 1565.8011 -0.0003 117 130 0 85.6 37

1662.803 2 1662.8036 -0.0006 60 74 0 107.4 38

1674.722 2 1674.7234 -0.0014 227 242 0 93.76 32

1679.8246 2 1679.8267 -0.0021 145 159 0 42.35 38

2559.2448 2 2559.2452 -0.0004 368 393 0 117.52 37

2587.2102 3 2587.2126 -0.0024 5 28 0 54.09 36

2657.2566 2 2657.2609 -0.0043 431 453 0 100.3 36

3019.3945 3 3019.3934 0.0011 576 601 0 53.26 35

3024.4786 3 3024.4815 -0.003 279 305 0 53.04 36

3050.6922 2 3050.6937 -0.0015 394 422 0 38.43 28

3147.4882 3 3147.4884 -0.0002 575 601 1 90.03 36

832.5056 2 832.5058 -0.0002 4069 4075 0 34.2 30

914.5799 2 914.58 -0.0001 1793 1801 0 53.34 29

1034.5761 2 1034.576 0.0001 11 19 0 42.28 35

1248.6897 2 1248.69 -0.0003 3736 3746 0 82.48 35

1263.6481 2 1263.6499 -0.0018 4098 4108 0 41.32 38

1419.772 2 1419.7722 -0.0001 2674 2686 0 98.93 36

1439.748 2 1439.7483 -0.0003 23 35 0 53.14 36

1477.6731 2 1477.6732 -0.0002 1896 1909 0 94.1 35

1540.8385 2 1540.8395 -0.001 4372 4384 0 62.1 34

1618.8925 2 1618.893 -0.0005 3071 3085 0 97.62 34

1706.9243 2 1706.9243 0.0001 4396 4410 0 106.61 35

1727.9391 2 1727.9393 -0.0002 227 241 0 74.69 35

1885.0929 2 1885.0924 0.0005 4280 4296 0 44.68 27

1928.9619 3 1928.9626 -0.0007 3156 3173 0 58.08 37

2029.084 2 2029.0844 -0.0003 5284 5302 0 89.54 35

2053.0026 2 2053.0019 0.0007 5353 5368 0 67.05 38

2066.0846 3 2066.0836 0.0009 135 152 0 63.44 36

2092.0862 2 2092.0874 -0.0012 4244 4261 0 120.99 36

2109.174 2 2109.1721 0.0019 3757 3775 0 34.58 31

2164.037 2 2164.0378 -0.0007 1614 1630 0 83.11 37

2198.06 2 2198.0605 -0.0005 995 1014 0 100.04 37

2530.3182 3 2530.318 0.0002 1139 1161 0 46.13 36

1225.5824 2 1225.5827 -0.0003 81 91 0 71.67 35

1227.6194 2 1227.6207 -0.0013 29 39 0 73.88 36

1230.6384 2 1230.6391 -0.0006 164 175 0 68.57 38

1293.6173 2 1293.6176 -0.0003 243 252 0 42.59 37



1294.6561 2 1294.6557 0.0004 308 317 0 56.65 37

1307.6972 2 1307.6972 0 133 144 0 58.13 36

1373.6017 2 1373.6033 -0.0016 546 556 0 66.77 32

1385.7219 2 1385.7224 -0.0005 604 615 0 54.58 37

1406.7557 2 1406.7558 -0.0001 352 363 0 105.13 35

1430.7374 2 1430.7365 0.0009 335 348 0 89.84 37

1472.6777 2 1472.6783 -0.0006 40 52 0 73.97 35

1521.7939 2 1521.7939 0 306 317 1 51.31 37

1674.722 2 1674.7234 -0.0014 227 242 0 93.76 32

1676.8173 2 1676.8192 -0.0019 60 74 0 104.93 38

1679.8246 2 1679.8267 -0.0021 145 159 0 42.35 38

2573.2572 2 2573.2609 -0.0036 368 393 0 150.66 37

2587.2102 3 2587.2126 -0.0024 5 28 0 54.09 36

2657.2566 2 2657.2609 -0.0043 431 453 0 100.3 36

3064.7296 3 3063.7254 1.0042 394 422 0 36.74 25

3194.4595 3 3194.4601 -0.0006 575 601 1 79.89 35

1003.4762 2 1003.4757 0.0005 351 359 0 46.11 36

1058.5216 2 1058.5219 -0.0003 310 318 0 57.26 35

1076.5257 3 1076.525 0.0007 155 162 1 39.09 38

1138.686 2 1138.6862 -0.0002 253 262 0 63.43 28

1145.5827 2 1145.5829 -0.0002 242 251 0 68.26 38

1214.5771 2 1214.5754 0.0017 381 390 0 75.4 35

1266.7794 2 1266.7812 -0.0018 252 262 1 47.16 26

1292.6362 2 1292.6361 0.0001 36 46 0 81.65 38

1415.6827 2 1415.6829 -0.0002 163 174 0 81.16 36

1430.6243 2 1430.6248 -0.0006 47 58 0 81.01 32

1461.676 2 1461.6769 -0.0009 325 336 0 79.58 36

1637.8394 2 1637.8388 0.0006 263 276 0 95.76 37

1695.8238 2 1695.8257 -0.0019 337 350 0 77.72 37

1955.9915 2 1955.9953 -0.0038 104 121 0 157.53 37

2766.3114 3 2766.3139 -0.0025 217 241 0 62.67 36

2827.3449 3 2827.3467 -0.0018 78 103 1 66.38 36

955.5019 2 955.5015 0.0004 1696 1703 0 59.68 34

1070.5363 2 1070.5356 0.0007 1206 1215 0 36.6 35

1204.816 2 1204.8159 0.0001 1902 1912 0 53.83 20

1359.7511 2 1359.751 0.0001 391 403 0 95.55 36

1361.7377 2 1361.7377 0 1194 1205 0 81.22 36

1444.7924 2 1444.7926 -0.0001 882 895 0 97.99 36

1447.7914 2 1447.7922 -0.0008 1775 1787 0 88.45 35

1594.9433 2 1594.9446 -0.0013 283 296 0 38.85 28

1760.9493 2 1760.9495 -0.0002 1939 1953 0 91.41 35

2048.0984 2 2048.0983 0.0002 957 974 0 107.81 35

2097.1814 2 2097.182 -0.0006 2083 2101 0 128.19 30

2193.2254 2 2193.2256 -0.0002 440 459 0 58.05 30

2237.3144 3 2237.3147 -0.0003 2208 2228 1 42.91 20

2239.167 2 2239.1696 -0.0026 2495 2515 0 106.87 36

2555.3474 2 2555.3483 -0.0008 1514 1536 0 81.11 34

3139.7381 4 3139.7394 -0.0013 1537 1565 0 47.37 28

1058.5216 2 1058.5219 -0.0003 311 319 0 57.26 35

1076.5257 3 1076.525 0.0007 156 163 1 39.09 38

1138.686 2 1138.6862 -0.0002 254 263 0 63.43 28

1145.5827 2 1145.5829 -0.0002 243 252 0 68.26 38

1214.5771 2 1214.5754 0.0017 382 391 0 75.4 35

1266.7794 2 1266.7812 -0.0018 253 263 1 47.16 26

1379.6334 2 1379.6317 0.0017 36 47 0 71.02 36

1415.6827 2 1415.6829 -0.0002 164 175 0 81.16 36

1637.8394 2 1637.8388 0.0006 264 277 0 95.76 37

1678.7882 2 1678.7906 -0.0024 64 78 0 67.01 37



1695.8238 2 1695.8257 -0.0019 338 351 0 77.72 37

1955.9915 2 1955.9953 -0.0038 105 122 0 157.53 37

2813.327 3 2813.331 -0.004 79 104 1 101.02 36

847.4912 2 847.4916 -0.0003 445 452 0 59.61 35

950.4821 2 950.4821 0 974 982 0 44.09 37

971.5288 2 971.5287 0 41 48 0 53.79 35

987.5536 2 987.5535 0.0001 353 361 0 65.39 37

1080.6906 2 1080.6907 -0.0001 730 739 0 36.74 21

1151.5933 2 1151.5935 -0.0002 1073 1082 0 59.35 37

1268.7084 2 1268.7088 -0.0004 512 524 0 67.11 34

1291.6374 2 1291.6377 -0.0002 230 240 0 63.07 38

1467.7753 2 1467.7755 -0.0003 599 611 0 55.44 36

1482.7542 2 1482.7541 0.0001 389 400 0 94.48 37

1567.8252 2 1567.8246 0.0006 273 285 0 78.34 36

1926.0733 3 1926.0721 0.0013 172 188 0 56.61 32

1947.0493 3 1947.0499 -0.0007 1135 1152 0 67.59 35

1964.0135 2 1964.0136 -0.0001 191 209 0 129.65 37

2006.1166 2 2006.1162 0.0005 1000 1016 0 70.65 31

2240.2254 2 2240.2264 -0.0009 49 70 0 132.06 32

2500.3341 3 2500.336 -0.0019 453 475 0 40.1 34

2659.3374 3 2659.3381 -0.0007 847 870 0 61.51 37

3336.6946 3 3336.699 -0.0044 871 901 0 53.37 35

1094.6374 2 1094.6376 -0.0001 382 390 0 51.85 31

1128.6387 2 1128.6391 -0.0003 465 476 0 51.62 35

1156.6437 2 1156.6452 -0.0015 316 326 0 101.83 36

1388.6649 2 1388.6646 0.0003 330 341 0 74.4 36

1680.9409 2 1680.941 -0.0001 342 357 0 115.01 32

1767.7786 3 1767.7787 -0.0002 143 157 0 59.44 34

1809.8719 2 1809.8745 -0.0026 127 142 0 111 37

1827.9563 3 1827.9587 -0.0024 441 456 0 53.41 36

1906.0435 2 1906.0445 -0.001 93 112 0 81.54 33

2066.0004 2 2066.003 -0.0026 266 282 0 94.5 37

2113.0424 2 2113.0426 -0.0002 205 222 0 130.49 37

2134.1308 2 2134.131 -0.0002 283 301 0 112.04 35

2578.2786 3 2578.2777 0.0008 262 282 1 62.1 37

3434.734 3 3434.7344 -0.0004 223 254 0 37.78 35

902.4203 2 902.4208 -0.0004 395 401 0 37.75 33

986.5402 2 986.5397 0.0005 327 336 0 65.58 37

1131.5592 2 1131.5594 -0.0002 113 121 0 40.62 37

1282.4963 2 1282.4967 -0.0003 312 320 0 45.17 24

1395.6859 2 1395.6857 0.0003 391 401 1 41.06 37

1395.7505 3 1395.751 -0.0005 85 96 0 38.04 35

1530.8972 2 1530.8981 -0.0009 230 243 0 112.63 28

1583.744 2 1583.7443 -0.0003 340 352 0 73.14 36

1690.8617 2 1690.8638 -0.0021 216 229 1 61.44 38

1700.8967 2 1700.8985 -0.0018 65 79 0 91.09 37

1749.9139 2 1749.9124 0.0015 265 280 0 94.92 37

1884.9378 2 1884.9404 -0.0026 353 370 0 73.31 37

2345.0006 2 2345.0059 -0.0052 403 422 0 64.29 31

2384.1867 3 2384.1873 -0.0006 85 105 1 82.13 37

2408.196 2 2408.2012 -0.0052 244 264 0 112.41 38

3320.7187 3 3320.7187 -0.0001 124 156 1 118.55 34

1036.5241 2 1036.5223 0.0018 686 694 0 51.34 37

1155.5339 2 1155.5342 -0.0003 224 233 0 38.98 35

1254.6677 2 1254.6681 -0.0004 828 840 0 82.05 35

1266.602 2 1266.6026 -0.0006 660 669 0 52.36 37

1276.6141 2 1276.6147 -0.0005 575 586 0 66.6 37

1335.6665 2 1335.667 -0.0005 157 168 0 66.88 38



1402.8586 2 1402.8588 -0.0001 562 574 0 86.97 20

1507.6968 3 1507.6977 -0.0009 102 114 1 49.25 36

1564.9005 2 1564.9011 -0.0006 671 685 0 76.86 29

1715.0272 2 1715.0273 -0.0001 869 883 0 38.64 22

1974.0351 3 1973.0326 1.0026 811 827 1 40.34 36

2053.0382 2 2053.0401 -0.0019 115 133 0 93.25 37

2111.0444 2 2111.0436 0.0008 368 387 0 122.99 37

2443.3969 3 2443.3978 -0.0008 862 883 1 45.46 26

2465.1369 3 2465.138 -0.0011 462 483 1 74.52 36

2676.2766 3 2676.2775 -0.0009 170 192 0 38.69 37

2991.4388 3 2991.4383 0.0005 193 218 0 85.09 36

832.4565 2 832.4555 0.001 8 15 0 48.32 38

1037.5389 2 1037.5393 -0.0004 256 264 1 42.65 36

1139.6371 2 1139.6373 -0.0002 328 337 0 68.2 33

1433.7509 2 1433.7514 -0.0005 205 219 0 38.81 38

1497.8394 2 1497.8403 -0.0009 239 252 0 117.56 34

1675.9661 3 1675.9661 0 70 84 1 56.58 29

1749.8028 2 1749.8032 -0.0005 131 145 0 56.72 36

1760.7803 2 1760.7794 0.0009 314 327 0 75.81 33

2032.064 2 2032.0663 -0.0023 172 190 0 129.29 37

2171 2 2171.0019 -0.0018 276 295 0 147.08 36

2249.0654 2 2249.0668 -0.0013 146 166 0 151.52 37

2922.3549 3 2922.356 -0.0011 85 111 1 47.48 35

779.4056 2 779.4065 -0.0009 167 172 0 37.9 37

913.5592 2 913.5597 -0.0004 419 427 0 57.74 33

1024.6017 2 1024.603 -0.0013 244 254 0 70.5 31

1025.4815 2 1025.4818 -0.0003 205 212 0 45.01 35

1119.5911 2 1119.5924 -0.0013 21 30 0 52.22 37

1297.7397 2 1297.7394 0.0003 135 146 0 104.26 33

1450.6652 2 1450.6663 -0.0011 85 96 0 77.53 36

1633.8927 3 1633.894 -0.0013 6 20 0 56.51 34

1636.867 2 1636.8672 -0.0001 213 227 0 86.01 36

1762.9156 2 1762.9176 -0.002 262 278 0 57.15 37

2311.1206 3 2311.1228 -0.0022 392 411 1 62.32 37

2505.32 3 2505.3223 -0.0023 255 278 1 59.31 35

2972.4074 2 2972.4107 -0.0033 101 129 0 132.85 36

934.5115 2 934.5124 -0.0009 131 139 0 58.86 35

957.5128 2 957.5131 -0.0002 120 127 0 59.11 35

1003.5345 2 1003.5338 0.0007 292 299 1 43.74 38

1016.5388 2 1016.539 -0.0002 247 255 0 50.57 38

1046.5076 2 1046.5073 0.0004 55 63 0 40.23 37

1113.6757 2 1113.6758 -0.0001 333 342 0 80.17 31

1172.6401 2 1172.6401 0 246 255 1 58.44 38

1400.7246 2 1400.726 -0.0014 78 91 0 113.04 37

1586.6943 2 1586.6956 -0.0013 186 198 0 105.64 33

1826.9299 2 1826.9315 -0.0016 55 70 1 112.17 37

1919.9959 2 1919.988 0.0079 398 414 0 54.79 37

2060.0592 2 2060.0612 -0.002 215 233 0 97.09 37

2698.3882 2 2698.3888 -0.0005 268 290 0 96.87 35

2894.4936 2 2894.4927 0.001 343 367 0 86.39 35

765.4862 2 765.4861 0.0001 200 206 1 24.65 23

865.5134 2 865.5134 0 350 356 0 36.15 30

1129.5795 2 1129.5801 -0.0007 320 329 0 37.12 36

1157.6439 2 1157.6445 -0.0005 207 218 0 43.33 37

1194.5516 2 1194.5517 -0.0001 372 382 0 63.69 36

1294.6351 2 1294.634 0.0012 224 235 0 63.34 37

1304.6575 2 1304.6581 -0.0005 383 394 0 74.08 38

1643.8692 2 1643.8705 -0.0013 236 251 0 67.14 37



1864.0138 3 1864.0128 0.001 179 194 0 52.71 34

1885.8933 2 1885.8945 -0.0012 141 156 0 77.02 37

1982.9245 2 1982.9255 -0.001 294 310 0 147.29 37

2032.0538 3 2032.0551 -0.0012 262 279 1 73.76 37

2256.06 3 2256.0658 -0.0058 396 415 0 72.97 36

2268.0083 3 2268.0103 -0.002 159 178 1 71.28 34

2719.5167 3 2719.5161 0.0006 115 140 1 69.56 28

3830.7808 3 3829.784 0.9968 69 102 0 67.09 34

1227.6194 2 1227.6207 -0.0013 29 39 0 73.88 36

1293.6173 2 1293.6176 -0.0003 243 252 0 42.59 37

1328.6062 2 1328.6071 -0.0009 308 317 0 65.49 35

1373.6017 2 1373.6033 -0.0016 546 556 0 66.77 32

1435.7455 2 1435.746 -0.0005 352 363 0 88 37

1472.6777 2 1472.6783 -0.0006 40 52 0 73.97 35

1555.7451 3 1555.7453 -0.0002 306 317 1 39.01 37

1664.781 2 1664.7828 -0.0018 60 74 0 100.45 37

1674.722 2 1674.7234 -0.0014 227 242 0 93.76 32

1679.8246 2 1679.8267 -0.0021 145 159 0 42.35 38

2573.2572 2 2573.2609 -0.0036 368 393 0 150.66 37

2587.2102 3 2587.2126 -0.0024 5 28 0 54.09 36

1196.6869 2 1196.6877 -0.0008 164 175 0 67.79 33

1227.6194 2 1227.6207 -0.0013 29 39 0 73.88 36

1277.6868 2 1277.6867 0.0001 133 144 0 57.89 36

1293.6173 2 1293.6176 -0.0003 243 252 0 42.59 37

1373.6017 2 1373.6033 -0.0016 546 556 0 66.77 32

1435.7455 2 1435.746 -0.0005 352 363 0 88 37

1472.6777 2 1472.6783 -0.0006 40 52 0 73.97 35

1662.803 2 1662.8036 -0.0006 60 74 0 107.4 38

1674.722 2 1674.7234 -0.0014 227 242 0 93.76 32

1679.8246 2 1679.8267 -0.0021 145 159 0 42.35 38

2573.2572 2 2573.2609 -0.0036 368 393 0 150.66 37

2587.2102 3 2587.2126 -0.0024 5 28 0 54.09 36

792.4384 2 792.4382 0.0002 219 225 0 43.52 35

815.4865 2 815.4865 0.0001 121 127 0 40.64 37

1173.6064 2 1173.607 -0.0006 191 200 0 73.91 38

1221.6233 2 1221.6241 -0.0008 149 158 0 58.8 37

1478.7711 2 1478.7729 -0.0018 147 158 1 72.24 37

1514.7101 2 1514.7101 0 354 368 0 122.3 36

1681.8266 2 1681.8311 -0.0045 88 101 0 88.07 37

1828.9904 2 1828.9903 0.0001 312 328 0 148.63 35

1845.8484 2 1845.8493 -0.0009 159 174 0 48.6 35

2156.0709 3 2156.0724 -0.0015 129 146 1 46.05 37

2212.1076 2 2212.1124 -0.0047 332 351 0 101.38 37

766.3868 2 766.3861 0.0007 326 332 0 52.94 36

770.44 2 770.4399 0.0002 346 353 0 64.99 32

916.5749 2 916.5746 0.0004 367 374 0 51.69 26

1206.6238 2 1206.6245 -0.0006 354 366 0 92.11 38

1210.5998 2 1210.5983 0.0015 228 237 0 81.93 37

1359.7045 2 1359.7068 -0.0022 106 116 0 73.33 38

1407.7135 3 1407.7147 -0.0011 134 145 1 45.87 38

1445.7338 2 1445.7343 -0.0005 154 165 0 80.89 38

2047.0124 2 2047.0085 0.004 76 95 0 102.9 37

2763.3638 2 2763.3656 -0.0018 184 210 0 146.13 37

770.44 2 770.4399 0.0002 350 357 0 64.99 32

916.5749 2 916.5746 0.0004 371 378 0 51.69 26

950.4817 2 950.4821 -0.0004 246 254 0 43.74 38

1031.5046 2 1031.5036 0.001 141 149 0 54.4 37

1181.6074 2 1181.6081 -0.0007 232 241 0 55.95 36



1190.6278 2 1190.6295 -0.0018 358 370 0 86.18 37

1227.6128 2 1227.6136 -0.0007 330 340 0 59.39 36

1359.7045 2 1359.7068 -0.0022 110 120 0 73.33 38

1401.735 2 1401.7365 -0.0015 138 149 1 42 38

1445.7338 2 1445.7343 -0.0005 158 169 0 80.89 38

1468.7487 2 1468.7497 -0.0009 255 267 0 82.88 37

2049.9822 2 2048.97 1.0123 80 99 0 115.27 37

2763.3638 2 2763.3656 -0.0018 188 214 0 146.13 37

799.529 2 799.528 0.0011 64 70 1 31.58 29

975.4407 2 975.441 -0.0003 21 30 0 80.61 33

1162.59 2 1162.5903 -0.0003 318 328 0 39.15 38

1191.5222 2 1191.523 -0.0008 199 208 0 60.65 33

1474.668 2 1474.6688 -0.0008 362 374 0 71.03 34

1514.7409 2 1514.7419 -0.0009 87 97 0 52.47 37

1773.8891 2 1773.8897 -0.0006 241 256 0 115.28 38

1854.9235 2 1854.9251 -0.0015 218 233 0 120.18 37

1947.8654 2 1947.8673 -0.0018 71 86 0 72.27 33

1953.0553 2 1953.0571 -0.0018 98 115 0 84.37 34

2198.0662 2 2198.0678 -0.0015 294 314 0 121.1 37

3150.634 3 3150.635 -0.001 150 179 0 84.45 34

3193.5091 3 3193.5134 -0.0043 259 286 0 58.67 36

856.4766 2 856.4767 0 51 57 0 34.76 33

870.4936 2 870.4923 0.0013 208 215 0 47.37 34

982.4902 2 982.4906 -0.0004 197 205 0 65.83 35

1194.5757 2 1194.5768 -0.0012 112 121 0 74.33 37

1312.6268 2 1312.6299 -0.0031 78 89 0 69.32 36

1436.7526 2 1436.7525 0.0001 255 268 0 64.11 36

1464.7718 2 1464.7725 -0.0007 95 106 0 84.94 37

1608.7985 2 1608.7995 -0.001 216 231 0 107.55 38

1916.9259 2 1916.9264 -0.0005 232 247 0 141.41 37

2772.3867 4 2771.384 1.0027 135 158 0 58.14 36

942.5017 2 942.5022 -0.0005 191 198 1 56.54 35

1069.6387 2 1069.6383 0.0004 83 92 0 83.97 31

1247.6868 3 1247.6874 -0.0006 66 77 0 57.27 36

1299.6823 2 1299.6823 0.0001 46 56 1 53.68 36

1302.7431 2 1302.7435 -0.0004 136 146 0 71.99 33

1309.6128 2 1309.6125 0.0003 270 280 0 77.13 37

1379.6386 2 1379.6391 -0.0005 290 302 0 81.15 37

1493.7467 2 1493.7474 -0.0007 14 26 0 84.72 38

1512.8287 3 1512.83 -0.0013 204 216 0 74.47 35

1534.944 3 1534.9447 -0.0007 162 175 1 43.86 20

1768.8443 2 1768.8454 -0.0011 147 161 0 63.48 37

2150.1721 3 2150.1736 -0.0014 57 77 1 59.66 32

2320.2026 2 2320.2063 -0.0037 93 113 0 114.44 36

797.5135 2 797.5123 0.0012 307 313 0 41.94 27

971.5398 2 971.54 -0.0002 566 574 0 47.75 37

1028.5609 2 1028.5614 -0.0005 330 339 0 48.46 36

1037.5208 2 1037.5216 -0.0007 829 836 0 45.77 37

1049.5259 2 1049.5254 0.0005 521 529 0 63.24 37

1115.5818 2 1115.5822 -0.0004 862 870 0 38.97 37

1157.6285 2 1157.6292 -0.0006 200 209 0 58.28 37

1158.5863 2 1158.588 -0.0017 506 516 0 95.13 37

1381.7561 2 1381.7565 -0.0004 288 300 1 70.96 34

1396.73 2 1396.731 -0.001 236 248 0 55.84 36

1475.7753 2 1475.7773 -0.002 183 196 0 65.97 38

1511.7162 2 1511.7177 -0.0016 275 287 0 75.43 37

1891.0386 2 1891.0415 -0.0028 454 470 0 113.26 33

1958.0367 3 1958.0374 -0.0007 654 672 1 42.46 36



1984.9495 2 1984.9499 -0.0004 743 759 0 100.72 37

2032.1191 3 2032.1218 -0.0027 210 227 0 51.59 32

2507.3751 3 2507.3748 0.0003 136 160 0 88.48 31

3815.0467 4 3815.0468 -0.0002 385 421 1 28.78 28

865.5134 2 865.5134 0 349 355 0 36.15 30

1129.5795 2 1129.5801 -0.0007 319 328 0 37.12 36

1157.6439 2 1157.6445 -0.0005 206 217 0 43.33 37

1194.5516 2 1194.5517 -0.0001 371 381 0 63.69 36

1294.6351 2 1294.634 0.0012 223 234 0 63.34 37

1304.6575 2 1304.6581 -0.0005 382 393 0 74.08 38

1643.8692 2 1643.8705 -0.0013 235 250 0 67.14 37

1864.0138 3 1864.0128 0.001 178 193 0 52.71 34

1885.8933 2 1885.8945 -0.0012 140 155 0 77.02 37

1982.9245 2 1982.9255 -0.001 293 309 0 147.29 37

2256.06 3 2256.0658 -0.0058 395 414 0 72.97 36

2268.0083 3 2268.0103 -0.002 158 177 1 71.28 34

3831.796 3 3830.8044 0.9916 68 101 0 52.04 34

792.4502 2 792.4494 0.0008 365 371 0 43.45 34

1130.4635 2 1130.4629 0.0006 584 594 0 35.72 28

1158.4947 2 1158.4942 0.0005 602 613 0 43.2 31

1186.6957 2 1186.6962 -0.0004 155 165 0 45.41 33

1213.5401 2 1213.5397 0.0004 482 493 0 65.79 34

1260.6699 2 1260.6714 -0.0015 471 481 0 42.07 38

1499.6773 2 1499.6787 -0.0014 375 387 0 101.77 35

1597.8201 3 1597.8213 -0.0011 396 410 0 42.04 36

1719.7403 2 1719.7419 -0.0016 283 296 0 56.49 32

1814.9051 2 1814.905 0.0001 319 335 0 89.32 37

1889.9351 2 1889.9371 -0.002 302 318 0 130.75 38

2409.1274 2 2409.1304 -0.003 200 221 0 77.09 36

2427.2338 2 2427.2381 -0.0042 93 117 0 86.34 37

2583.3372 3 2583.3392 -0.002 92 117 1 57.71 35

832.4809 2 832.4807 0.0002 1742 1749 0 52.98 37

1005.5468 2 1005.5495 -0.0026 616 624 0 36.02 35

1070.5216 2 1070.5219 -0.0003 1508 1515 0 42.41 35

1101.5923 2 1101.5931 -0.0008 629 638 0 64.34 38

1279.7854 2 1279.7864 -0.001 802 814 0 90.91 25

1316.7085 2 1316.7122 -0.0038 539 550 0 46.38 37

1432.7145 2 1432.7158 -0.0012 71 84 0 123.04 38

1704.8498 2 1704.8505 -0.0007 1271 1284 0 120.9 38

2336.1514 2 2336.1536 -0.0021 1401 1421 0 131.09 37

2411.2056 2 2411.193 0.0126 1008 1029 0 97.16 37

3381.5092 3 3381.5116 -0.0024 753 781 0 48.15 32

1151.7065 2 1151.7067 -0.0002 157 167 0 74.04 24

1696.7544 2 1696.754 0.0004 73 87 0 99.93 34

1795.7963 2 1795.7975 -0.0012 378 392 0 61.42 34

2149.1232 2 2149.1242 -0.0009 278 296 0 142.92 36

2346.1794 2 2346.1815 -0.0021 410 432 0 161.67 37

2822.444 3 2822.4491 -0.0051 325 349 1 89.9 36

1018.5031 2 1018.5043 -0.0013 805 815 0 81.41 39

1047.5355 2 1047.5349 0.0006 469 477 1 45.78 38

1186.6301 2 1186.6306 -0.0005 575 585 0 68.24 38

1276.7016 2 1276.7027 -0.0011 779 789 0 60.5 36

1282.6156 2 1282.6162 -0.0006 543 553 0 65.12 36

1302.7082 2 1302.7085 -0.0003 352 362 0 89.16 37

1423.7565 2 1423.7567 -0.0002 478 489 0 59.66 35

1442.7748 2 1442.7769 -0.0022 261 272 0 68.68 36

1461.7609 2 1461.7616 -0.0007 683 694 0 92.59 38

1643.935 2 1643.9354 -0.0004 310 323 0 76.56 31



1835.9332 2 1835.9339 -0.0007 112 127 0 86.09 38

2484.2101 3 2484.2107 -0.0006 385 404 1 97.14 37

971.5655 2 971.5651 0.0003 253 261 0 47.9 36

1189.6334 2 1189.6343 -0.0009 224 235 0 38.34 37

1236.645 2 1236.6462 -0.0012 241 252 0 62.86 37

1286.7001 2 1286.7016 -0.0015 400 411 0 59.01 37

1750.8556 2 1750.856 -0.0004 311 325 0 131.12 38

2142.0299 3 2142.0303 -0.0004 71 87 1 64.09 37

2144.099 2 2144.1001 -0.001 182 201 0 125.32 37

2189.1302 2 2189.1324 -0.0021 159 178 0 81.86 36

2203.129 2 2203.126 0.003 276 296 0 96.81 37

1028.5609 2 1028.5614 -0.0005 309 318 0 48.46 36

1037.5208 2 1037.5216 -0.0007 808 815 0 45.77 37

1115.5818 2 1115.5822 -0.0004 841 849 0 38.97 37

1157.6285 2 1157.6292 -0.0006 180 189 0 58.28 37

1158.5863 2 1158.588 -0.0017 485 495 0 95.13 37

1381.7561 2 1381.7565 -0.0004 267 279 1 70.96 34

1396.73 2 1396.731 -0.001 216 228 0 55.84 36

1425.6529 2 1425.6525 0.0004 854 866 0 62.69 36

1475.7753 2 1475.7773 -0.002 163 176 0 65.97 38

1511.7162 2 1511.7177 -0.0016 254 266 0 75.43 37

1958.0367 3 1958.0374 -0.0007 633 651 1 42.46 36

1984.9495 2 1984.9499 -0.0004 722 738 0 100.72 37

2032.1191 3 2032.1218 -0.0027 190 207 0 51.59 32

2507.3751 3 2507.3748 0.0003 116 140 0 88.48 31

3815.0467 4 3815.0468 -0.0002 364 400 1 28.78 28

932.461 2 932.4603 0.0007 411 418 0 39.67 38

1090.5912 2 1090.591 0.0001 496 504 0 39.43 36

1160.5725 2 1160.5727 -0.0002 290 299 0 50.6 37

1162.634 2 1162.6346 -0.0006 395 403 1 39.17 36

1198.6339 2 1198.6346 -0.0007 280 289 0 48.69 35

1332.7105 2 1332.7112 -0.0006 219 230 0 59.37 37

1608.8708 2 1608.8722 -0.0014 310 324 0 67.77 35

1701.7291 2 1701.7304 -0.0013 258 273 0 103.23 31

1719.8654 2 1719.8679 -0.0024 516 530 0 117.35 38

1970.0458 3 1970.0473 -0.0015 478 495 0 52.31 35

2196.1002 2 2196.1022 -0.002 197 218 0 100.66 37

2656.3417 3 2656.3418 -0.0001 365 386 0 69.27 37

2782.3846 3 2782.3847 -0.0001 326 353 0 74.25 37

2910.4793 3 2910.4797 -0.0004 325 353 1 47.62 36

983.5645 2 983.5651 -0.0006 96 105 0 49.11 32

1247.6756 2 1247.6761 -0.0006 393 403 0 79.1 36

1248.5573 2 1248.5582 -0.0009 547 558 0 49.76 34

1255.6107 2 1255.6118 -0.0011 173 183 1 62.72 36

1293.5753 2 1293.5758 -0.0005 618 629 0 52.64 34

1360.7351 2 1360.7351 0 160 172 0 60.43 37

1432.7226 2 1432.7232 -0.0006 377 389 0 75.39 38

1476.7554 2 1476.7573 -0.0018 107 120 0 76.06 38

1812.9469 2 1812.9469 0 601 617 0 122.26 36

1821.8923 2 1821.8931 -0.0007 218 234 0 76.91 38

1838.8845 2 1838.8833 0.0012 467 483 0 79.22 37

743.3751 2 743.3755 -0.0004 392 397 0 35.21 33

764.4068 2 764.4069 -0.0001 233 239 0 36.11 36

905.4609 2 905.4607 0.0002 558 565 0 40.4 38

1038.6541 2 1038.655 -0.0008 151 159 1 29.12 24

1248.7176 2 1248.719 -0.0014 712 722 1 36 32

1451.6831 2 1451.6834 -0.0003 244 255 0 73.23 37

1517.6656 2 1517.6668 -0.0011 593 606 0 107.56 32



1566.7236 2 1566.7236 0.0001 544 557 0 76.49 36

1798.9198 2 1798.9254 -0.0056 771 786 0 59.37 37

2256.1954 2 2256.1961 -0.0007 33 55 0 115.47 35

2398.1526 3 2398.1553 -0.0026 349 368 1 41.25 37

2931.4244 3 2931.425 -0.0006 94 120 0 118.48 37

1251.7544 2 1251.7551 -0.0007 277 288 0 80.89 27

1368.624 2 1368.6245 -0.0005 220 230 0 47.83 35

1548.85 2 1548.8512 -0.0011 105 119 0 98.7 34

1613.9068 2 1613.9062 0.0006 428 441 0 108.33 33

1668.821 2 1668.822 -0.001 176 191 0 136.24 37

2006.2038 3 2006.204 -0.0003 289 306 0 68.36 22

3066.3748 3 3066.3764 -0.0016 250 276 0 58.68 33

1171.5891 2 1171.5907 -0.0016 81 90 0 37.99 35

1192.6554 2 1192.6564 -0.001 138 147 0 58.62 35

1216.5975 2 1216.5989 -0.0014 321 330 0 53.61 36

1279.623 2 1279.6231 0 207 217 0 78.36 37

1422.6565 2 1422.6568 -0.0002 183 193 0 74.74 36

1482.8142 2 1482.8155 -0.0013 102 116 0 107.84 34

1585.8677 2 1585.8684 -0.0007 306 320 0 59.91 36

1802.9248 2 1802.9262 -0.0014 348 365 0 62.06 37

2032.0659 3 2032.0688 -0.003 346 365 1 47.71 37

2275.168 2 2275.1671 0.001 118 137 0 76.42 37

1241.6423 2 1241.6438 -0.0015 80 90 0 56.41 35

1934.0261 2 1934.0262 0 180 197 0 114.26 36

2430.232 2 2430.2319 0.0002 249 271 0 100.28 37

2483.216 2 2483.2166 -0.0006 91 113 0 126.7 37

2812.4985 3 2812.5011 -0.0025 246 271 1 54.96 33

2945.4675 3 2945.4692 -0.0017 219 245 0 98.86 36

4101.0821 4 4101.0866 -0.0045 124 164 1 33.86 33

919.479 2 919.4797 -0.0007 43 52 0 51.29 38

940.5019 2 940.5018 0.0001 63 70 0 41.23 34

1438.6787 2 1438.6801 -0.0013 27 42 0 118.74 37

1514.7201 2 1514.7212 -0.0011 76 89 0 137.56 36

2155.0158 2 2155.0181 -0.0023 71 89 1 94.69 37

1099.6601 2 1099.6601 0.0001 721 731 0 62.22 33

1232.6173 2 1232.6183 -0.001 623 633 0 55.36 38

1247.5814 2 1247.5816 -0.0001 579 589 0 55.89 36

1257.6962 2 1257.6969 -0.0007 875 886 0 39.61 36

1276.6657 2 1276.6663 -0.0006 318 330 0 67.23 37

1280.6179 2 1280.6183 -0.0004 331 341 0 65.34 37

1363.672 2 1363.6732 -0.0011 1007 1019 0 77.1 38

1405.5694 2 1405.5708 -0.0014 534 545 0 33.66 27

1554.8605 2 1554.8617 -0.0012 763 777 0 96.14 33

2202.1314 3 2201.1289 1.0025 740 759 0 70.04 37

2488.3173 3 2488.3173 0 385 407 0 80.49 34

974.5543 2 974.5549 -0.0006 227 237 0 42.36 36

1172.655 2 1172.6554 -0.0004 214 223 0 42.91 37

1277.6285 2 1277.6286 0 135 146 0 56.21 38

1392.8079 2 1392.8089 -0.001 150 163 0 44.76 28

1424.7664 2 1424.7664 0 309 321 0 104.32 35

1456.8326 2 1456.8323 0.0003 238 250 0 83.24 33

1491.767 2 1491.7681 -0.0011 338 351 0 122.1 38

1863.9361 2 1863.9367 -0.0006 322 337 0 86.93 38

2687.3679 3 2687.3687 -0.0008 460 483 1 55.65 36

856.4766 2 856.4767 0 51 57 0 34.76 33

870.4936 2 870.4923 0.0013 208 215 0 47.37 34

948.5392 2 948.5392 0 197 205 0 78.23 35

1073.5345 2 1073.5353 -0.0007 276 286 0 54.63 37



1218.6476 2 1218.6496 -0.002 112 121 0 66.88 38

1393.745 2 1393.7466 -0.0017 255 268 0 47.7 36

1407.7507 2 1407.7511 -0.0003 95 106 0 107.46 36

1574.83 2 1574.8304 -0.0005 216 231 0 76.53 37

1966.8723 2 1966.8727 -0.0004 232 247 0 88.54 34

2735.3338 3 2735.3364 -0.0026 135 158 0 66.12 37

718.4378 2 718.4377 0.0001 377 383 0 34.83 30

896.5694 2 896.5695 0 348 356 0 30.86 26

1158.4947 2 1158.4942 0.0005 596 607 0 43.2 31

1183.5292 2 1183.5292 0 494 505 0 87.24 34

1186.6957 2 1186.6962 -0.0004 167 177 0 45.41 33

1483.6827 3 1483.6838 -0.001 387 399 0 61.09 36

1536.8355 3 1536.8372 -0.0017 457 470 1 47.6 35

1547.794 2 1547.7944 -0.0004 408 422 0 95.5 38

1719.7403 2 1719.7419 -0.0016 295 308 0 56.49 32

1795.7387 2 1795.7398 -0.0011 569 588 0 89.33 28

1903.9505 2 1903.9527 -0.0022 314 330 0 55.44 38

2409.1274 2 2409.1304 -0.003 212 233 0 77.09 36

1290.7433 2 1290.7435 -0.0001 285 295 0 80.5 31

1442.7975 2 1442.7981 -0.0005 621 633 0 69.96 35

1770.0252 2 1770.0251 0.0001 296 312 0 139.02 29

1892.9189 2 1892.919 -0.0001 492 507 0 91.23 38

1924.0186 2 1924.0193 -0.0007 221 236 0 116.46 35

2526.147 3 2526.1481 -0.0012 349 370 0 53.32 35

959.5802 2 959.5804 -0.0002 711 718 0 45.47 32

1005.5619 2 1005.5607 0.0011 927 935 0 49.73 36

1035.5494 2 1035.5502 -0.0008 771 779 0 55.09 36

1132.6488 2 1132.6492 -0.0004 729 738 0 62.23 33

1485.8398 2 1485.8402 -0.0005 109 122 0 102.34 34

1746.8877 2 1746.89 -0.0023 32 48 0 105.24 38

1913.96 2 1913.9597 0.0003 181 196 0 89.47 37

2460.2712 2 2460.2723 -0.001 6 26 0 98.96 36

1023.472 2 1023.4729 -0.0009 185 192 0 40.01 36

1076.5168 2 1076.5172 -0.0004 246 255 0 55.24 37

1277.6177 2 1277.6187 -0.0009 348 358 0 84.47 38

1932.925 2 1932.9285 -0.0034 268 285 0 122.24 37

2201.0886 2 2201.0892 -0.0006 314 332 0 141.56 37

3373.5715 3 3372.5721 0.9993 193 222 0 72.77 35

989.5538 2 989.5546 -0.0008 693 700 0 57.47 36

1041.4875 2 1041.488 -0.0005 364 372 0 43.08 34

1235.634 2 1235.6333 0.0007 388 397 0 60.62 38

1255.6444 2 1255.6448 -0.0004 589 598 0 66.5 35

1324.6733 3 1324.6735 -0.0002 412 422 1 50.67 37

1469.7869 2 1469.7878 -0.0009 143 156 0 72.83 36

1644.8247 2 1644.8253 -0.0007 442 459 0 97.66 38

1648.787 2 1648.7879 -0.0008 258 272 0 89.4 37

1664.8403 2 1664.841 -0.0006 677 692 0 109.36 38

1715.9179 3 1715.9206 -0.0027 320 334 0 43.72 36

1145.5928 2 1145.5928 0 119 130 0 59.71 38

1237.5753 2 1237.5761 -0.0009 544 554 0 46.74 37

1656.8131 2 1656.8141 -0.001 181 195 0 70.7 37

1729.8259 2 1729.8271 -0.0013 517 532 0 100.29 37

2165.0904 2 2165.0926 -0.0021 427 446 0 114.55 37

2679.3395 3 2679.3405 -0.0011 486 510 0 71.3 37

1378.7092 2 1378.7092 0 376 389 0 102.85 38

1400.7219 2 1400.7259 -0.004 285 299 0 54.21 37

1545.7809 2 1545.7821 -0.0012 319 332 0 111.94 38

1617.8544 2 1617.8548 -0.0005 408 422 0 50.85 37



2156.9842 2 2156.9862 -0.002 356 375 0 136.26 35

3039.4885 3 3038.4873 1.0012 164 191 1 71.76 36

815.4865 2 815.4865 0.0001 121 127 0 40.64 37

1173.6064 2 1173.607 -0.0006 191 200 0 73.91 38

1221.6233 2 1221.6241 -0.0008 149 158 0 58.8 37

1478.7711 2 1478.7729 -0.0018 147 158 1 72.24 37

1514.7101 2 1514.7101 0 354 368 0 122.3 36

1799.9296 2 1799.9305 -0.001 46 63 0 68.6 37

1821.9571 3 1821.9584 -0.0013 335 351 0 41.03 36

2156.0709 3 2156.0724 -0.0015 129 146 1 46.05 37

1088.6214 2 1088.623 -0.0016 118 127 0 82.65 34

1102.605 2 1102.6056 -0.0007 20 30 0 67.51 38

1564.7522 2 1564.7522 0 60 73 0 109.83 38

1645.7611 2 1645.7617 -0.0006 128 142 0 89.25 36

2105.0823 3 2105.0827 -0.0003 110 127 1 62.42 37

2152.0323 3 2152.0338 -0.0015 80 97 0 79.56 37

2322.2334 2 2322.2359 -0.0024 39 59 0 66.32 35

737.4798 2 737.48 -0.0001 168 174 1 28.34 24

930.5384 2 930.5386 -0.0002 204 212 0 42 36

1157.6439 2 1157.6445 -0.0005 175 186 0 43.33 37

1272.6346 2 1272.635 -0.0004 329 339 0 63.12 37

1275.6832 2 1275.6823 0.0009 192 203 0 53.6 37

1311.5785 2 1311.5805 -0.002 366 375 0 38.33 34

1391.7508 2 1391.7516 -0.0009 104 115 0 84.33 36

1397.6426 2 1397.6431 -0.0006 351 362 0 70.08 35

1935.9605 2 1935.9612 -0.0007 262 278 0 97.21 38

2222.2021 3 2222.2019 0.0002 55 74 1 69.97 33

960.528 2 960.528 0 94 102 0 67.46 37

1239.6246 2 1239.6248 -0.0001 206 215 0 54.72 37

1395.7294 3 1395.7299 -0.0005 351 362 0 37.43 36

1402.7099 2 1402.7126 -0.0027 324 336 0 80.23 37

1601.7015 2 1601.7032 -0.0017 385 399 0 74.34 32

1716.8851 2 1716.8869 -0.0018 113 126 0 102.64 38

1927.9847 2 1927.9859 -0.0012 292 310 0 93.04 37

2931.4203 3 2931.418 0.0023 167 191 1 46.65 37

799.529 2 799.528 0.0011 64 70 1 31.58 29

975.4407 2 975.441 -0.0003 21 30 0 80.61 33

1013.4738 2 1013.4739 -0.0001 186 193 0 42.11 34

1162.59 2 1162.5903 -0.0003 318 328 0 39.15 38

1514.7409 2 1514.7419 -0.0009 87 97 0 52.47 37

1947.8654 2 1947.8673 -0.0018 71 86 0 72.27 33

1953.0553 2 1953.0571 -0.0018 98 115 0 84.37 34

2212.0816 2 2212.0834 -0.0018 294 314 0 107.96 37

3150.634 3 3150.635 -0.001 150 179 0 84.45 34

996.6331 2 996.6331 0 509 517 0 35.23 25

1165.5977 2 1165.5979 -0.0002 40 50 0 59.83 37

1301.7937 2 1301.7959 -0.0022 1057 1068 0 49.52 24

2169.1866 2 2169.1874 -0.0008 705 723 0 53.93 33

2176.1296 2 2176.131 -0.0014 204 223 0 96.72 36

2198.0995 3 2197.095 1.0045 416 434 0 39.87 37

2379.1238 2 2379.1246 -0.0007 874 893 0 43.57 37

2503.2458 2 2503.2476 -0.0017 270 292 0 77.02 37

2590.2312 3 2590.2333 -0.0021 518 541 0 59.67 37

2783.3719 4 2783.3739 -0.002 437 461 0 40.84 37

2798.5226 3 2798.5218 0.0008 159 183 0 52.12 31

897.4921 2 897.492 0.0001 24 31 0 52.09 33

1169.5958 2 1169.5968 -0.001 178 187 0 57.22 35

1239.6971 2 1239.6975 -0.0005 40 49 0 44.79 33



1374.7531 2 1374.7541 -0.0009 128 139 1 78.53 36

1581.8469 2 1581.8475 -0.0006 75 89 0 78.98 35

1791.8936 3 1791.8944 -0.0008 97 113 0 42.57 37

1864.933 2 1864.934 -0.001 3 19 0 114.42 37

1866.9832 3 1866.9839 -0.0008 40 55 1 38.21 36

1914.01 3 1913.0106 0.9995 143 159 1 69.24 36

1159.6518 2 1159.6522 -0.0005 282 291 0 67.92 35

1182.6238 2 1182.6244 -0.0007 433 443 0 82.74 35

1206.6605 2 1206.6608 -0.0003 373 383 0 85.6 36

1259.6759 2 1259.6761 -0.0002 468 478 0 82.68 37

1329.7054 2 1329.7075 -0.0021 234 246 0 93.5 38

1527.8496 2 1527.8508 -0.0012 135 150 0 53.82 34

3610.7128 3 3610.7131 -0.0003 309 341 1 50.96 36

856.512 2 856.513 -0.0011 545 551 0 36.42 33

983.5645 2 983.5651 -0.0006 101 110 0 49.11 32

1129.5607 2 1129.5615 -0.0008 613 622 0 57.04 35

1189.6704 2 1189.6707 -0.0003 398 408 0 75.9 35

1234.5669 2 1234.5677 -0.0008 552 563 0 69.96 36

1255.6107 2 1255.6118 -0.0011 178 188 1 62.72 36

1416.7196 2 1416.7209 -0.0013 112 125 0 61.41 37

1432.7226 2 1432.7232 -0.0006 382 394 0 75.39 38

1612.8656 3 1612.8685 -0.003 352 364 1 56.31 35

2455.3926 2 2455.3938 -0.0011 437 459 0 73.38 27

1122.5718 2 1122.5743 -0.0025 200 209 0 40.97 37

1262.6368 3 1262.6367 0 361 371 0 46.03 38

1315.6617 2 1315.6619 -0.0002 181 194 0 69.4 37

1559.8023 2 1559.8042 -0.002 124 138 0 96.08 38

2115.0064 2 2115.0062 0.0003 41 60 0 95.52 37

2375.1066 2 2375.107 -0.0004 139 160 0 128.33 36

2449.1529 3 2448.1526 1.0003 334 356 0 53.64 37

799.529 2 799.528 0.0011 64 70 1 31.58 29

975.4407 2 975.441 -0.0003 21 30 0 80.61 33

1131.5194 2 1131.5197 -0.0003 199 208 0 51.64 34

1162.59 2 1162.5903 -0.0003 318 328 0 39.15 38

1514.7409 2 1514.7419 -0.0009 87 97 0 52.47 37

1789.881 2 1789.8846 -0.0036 241 256 0 107.03 38

1968.0739 3 1967.0727 1.0012 98 115 0 35.21 34

1974.8756 3 1974.8782 -0.0026 71 86 0 35.39 34

2212.0816 2 2212.0834 -0.0018 294 314 0 107.96 37

3150.634 3 3150.635 -0.001 150 179 0 84.45 34

987.477 2 987.4774 -0.0004 198 205 0 38.58 34

1034.5512 2 1034.5509 0.0003 413 423 0 38.99 37

1204.5471 2 1204.5473 -0.0002 981 991 0 43.87 35

1248.6103 2 1248.6098 0.0004 816 827 0 40.17 38

1382.7441 2 1382.7445 -0.0004 591 602 0 69.45 35

1495.8294 2 1495.8286 0.0008 705 717 0 108.53 33

1617.8409 2 1617.8403 0.0007 992 1006 0 87.25 37

1912.1402 2 1912.1397 0.0005 1025 1041 0 93.89 22

939.5385 2 939.5389 -0.0004 286 293 0 36.35 30

1267.6035 2 1267.6044 -0.0009 51 61 0 47.17 37

1308.7441 2 1308.7442 -0.0001 146 157 0 81.7 32

1358.7812 2 1358.7809 0.0003 101 112 0 35.71 32

1371.7443 2 1371.7439 0.0005 179 190 0 67.82 37

1652.805 2 1652.8046 0.0004 131 143 0 81.4 37

1675.8141 2 1675.8152 -0.0011 264 278 0 56.53 38

1905.0092 2 1905.0095 -0.0003 191 206 0 94.43 36

1948.8598 2 1948.8578 0.0021 396 411 0 88.14 33

838.459 2 838.4589 0.0001 54 60 0 53.24 33



1180.5727 2 1180.5724 0.0003 410 420 0 49.67 37

1287.7028 2 1287.7074 -0.0046 437 447 0 49.78 37

1408.6901 2 1408.6908 -0.0007 82 93 0 55.73 38

1528.8072 2 1528.8079 -0.0006 278 291 0 64.14 37

1535.9538 3 1535.9538 0 559 572 0 79.82 20

1593.8626 3 1593.8627 -0.0001 384 398 0 45.1 34

1819.9073 2 1819.9098 -0.0025 185 202 0 117.42 38

910.4896 2 910.4913 -0.0016 125 131 0 39.36 34

1266.7282 2 1266.7296 -0.0014 282 293 0 49.15 31

1368.624 2 1368.6245 -0.0005 225 235 0 47.83 35

1576.8456 3 1576.8461 -0.0005 110 124 0 39.1 36

1613.9068 2 1613.9062 0.0006 433 446 0 108.33 33

1668.821 2 1668.822 -0.001 181 196 0 136.24 37

2228.2521 3 2228.2528 -0.0007 199 219 0 37.79 30

2491.3427 3 2491.3435 -0.0008 158 180 0 72.95 33

1181.7021 2 1181.702 0.0002 78 89 0 60.29 30

1198.6557 2 1198.6557 0 286 296 0 67.81 35

1279.7603 2 1279.7612 -0.0009 161 173 0 79.81 28

1551.7472 2 1551.749 -0.0019 542 555 0 73.44 38

2568.4062 2 2568.405 0.0012 297 320 0 128.47 31

754.4342 2 754.4337 0.0005 405 411 0 31.91 31

1025.587 2 1025.5869 0.0001 424 433 0 48.6 32

1042.5665 2 1042.5659 0.0006 363 373 0 44.33 35

1215.6174 2 1215.6169 0.0004 379 390 0 50.24 37

1241.607 3 1241.6074 -0.0004 413 423 0 42.13 36

1249.6297 2 1249.6302 -0.0005 277 287 0 66.87 38

1329.7499 2 1329.7504 -0.0005 448 459 0 74.17 35

2307.1486 2 2307.1495 -0.0009 672 693 0 151.72 38

949.5239 2 949.5233 0.0006 406 413 0 48.5 35

1216.7324 3 1216.7332 -0.0008 70 79 1 43.6 28

1291.652 3 1291.6521 0 307 317 0 44.38 38

1492.7226 2 1492.7232 -0.0006 271 284 0 68.74 38

1547.8812 2 1547.881 0.0002 139 152 0 102.78 31

1960.9654 3 1960.9676 -0.0022 318 333 0 39.09 37

2095.1654 3 2095.1677 -0.0023 341 359 0 82.48 31

2317.0328 2 2317.0328 0.0001 223 242 0 107.44 34

784.5062 2 784.5058 0.0004 267 273 0 45.02 31

825.4954 2 825.496 -0.0006 523 530 0 35.63 29

1015.5184 2 1015.5186 -0.0001 50 59 0 39.45 36

1195.7286 2 1195.7288 -0.0002 469 479 0 58.62 28

1266.5685 2 1266.5696 -0.0012 137 148 0 87.26 35

1414.7759 2 1414.778 -0.0021 153 165 0 68.77 36

1523.7534 2 1523.7541 -0.0007 213 225 0 71.88 37

1660.7949 2 1660.7944 0.0005 500 514 0 89.94 37

2616.4135 3 2616.411 0.0026 534 559 0 74.48 32

839.5115 2 839.5116 -0.0001 353 360 0 40.99 28

1064.5905 2 1064.5906 -0.0001 15 23 0 52.56 34

1369.6799 2 1369.6799 0 127 138 0 73.13 37

1418.7 2 1418.7041 -0.0042 303 315 1 43.29 38

1442.6546 2 1442.6565 -0.0019 69 80 0 67.64 34

2160.9136 3 2160.9173 -0.0037 178 195 0 35.61 30

2720.3548 3 2720.3545 0.0003 236 260 0 83.21 37

3020.2786 3 3020.2785 0.0001 81 111 0 94.56 29

3431.7165 4 3431.7184 -0.0019 268 297 1 69.43 36

764.4179 2 764.4181 -0.0002 281 287 0 37.17 34

872.509 2 872.508 0.001 292 300 0 41.47 38

978.466 2 978.4672 -0.0012 365 373 0 38.96 36

1205.5991 2 1205.604 -0.0049 61 70 0 73.16 38



1295.7699 3 1295.77 -0.0001 328 338 1 35.94 29

1452.7465 2 1452.7474 -0.0009 238 252 0 89.72 37

1501.7136 2 1501.7157 -0.0021 48 60 0 46.5 36

1661.8307 2 1661.8301 0.0006 374 387 1 61.66 38

1808.8227 2 1808.8251 -0.0023 75 91 0 90.37 36

2382.2639 3 2382.2656 -0.0017 92 113 0 38.81 34

2648.3283 3 2648.3293 -0.001 188 211 0 69.88 36

1157.6439 2 1157.6445 -0.0005 197 208 0 43.33 37

1340.6217 2 1340.6217 0.0001 374 385 0 65.83 36

1478.8561 3 1478.8569 -0.0008 311 323 1 34.23 30

1774.8658 3 1774.8672 -0.0014 388 402 1 42.08 38

1894.8979 2 1894.8983 -0.0003 155 171 0 79.36 37

1938.946 2 1937.9404 1.0056 285 301 0 116.45 37

2432.2588 3 2432.2621 -0.0033 70 90 1 57.51 36

928.5706 2 928.5705 0.0001 277 285 0 50.46 33

1337.7233 2 1337.7231 0.0002 262 273 0 68.19 35

1382.6851 2 1382.6864 -0.0013 628 640 0 114.42 37

2216.304 3 2216.3031 0.0009 378 398 0 71.47 23

2302.1828 2 2302.1845 -0.0017 399 420 0 137.2 36

1042.5563 2 1042.556 0.0004 668 676 0 48.54 36

1340.6611 2 1340.6612 -0.0001 164 174 0 72.04 36

1362.7908 2 1362.7911 -0.0003 68 79 0 100.95 29

1670.9272 2 1670.9276 -0.0004 891 905 0 103.16 34

2449.2748 2 2449.2741 0.0008 8 31 0 62.72 35

2719.4615 3 2718.4593 1.0023 6 31 1 67.06 33

1194.6384 2 1194.6397 -0.0013 302 312 0 51.49 35

1799.9848 2 1799.9881 -0.0033 88 105 0 93.86 35

1854.0512 2 1854.0502 0.001 437 453 0 98.45 30

2222.1828 2 2222.1835 -0.0006 163 183 0 115.37 34

3201.6505 3 3201.6517 -0.0013 405 436 0 48.65 34

799.529 2 799.528 0.0011 64 70 1 31.58 29

975.4407 2 975.441 -0.0003 21 30 0 80.61 33

1013.4738 2 1013.4739 -0.0001 186 193 0 42.11 34

1162.59 2 1162.5903 -0.0003 318 328 0 39.15 38

1191.5222 2 1191.523 -0.0008 199 208 0 60.65 33

1514.7409 2 1514.7419 -0.0009 87 97 0 52.47 37

1773.8891 2 1773.8897 -0.0006 241 256 0 115.28 38

1933.8481 3 1933.8516 -0.0035 71 86 0 37.74 33

1290.6821 2 1290.682 0.0001 1272 1283 0 76.12 37

1294.8338 2 1294.8336 0.0001 618 629 0 95.94 20

1374.8122 2 1374.8122 0 225 236 0 79.24 28

1942.0884 3 1942.0887 -0.0003 225 241 1 44.72 32

2028.1254 2 2028.1255 -0.0001 839 856 0 48.81 32

2073.1194 2 2073.1218 -0.0024 694 713 0 89.34 34

2634.3939 3 2634.3945 -0.0005 93 115 0 36.06 34

1188.6341 2 1188.635 -0.0009 182 194 0 87.04 38

1342.7086 2 1342.7092 -0.0006 195 209 0 79.97 37

1407.6667 2 1407.6671 -0.0003 293 305 0 57.34 37

1822.9454 2 1822.9465 -0.0011 43 59 0 111.17 36

2479.0672 2 2479.0697 -0.0024 106 127 0 98.54 31

977.5188 2 977.5182 0.0006 37 44 0 46.9 36

1020.5598 2 1020.5604 -0.0006 361 369 0 37.06 36

1352.7907 2 1352.7915 -0.0009 238 250 0 37.04 30

1530.7148 2 1530.7161 -0.0013 86 99 0 127.5 36

1681.83 2 1681.8312 -0.0012 320 334 0 94.01 38

3107.5153 3 3107.5155 -0.0002 45 72 0 70.96 37

1108.5333 2 1108.5335 -0.0002 456 464 0 40.72 37

1147.588 2 1147.5873 0.0007 468 477 0 43.86 38



1300.6427 2 1300.6445 -0.0018 97 108 0 36.69 36

1491.7921 2 1491.7933 -0.0012 544 557 0 75.9 37

1542.8306 3 1542.8307 -0.0001 186 198 0 46.4 37

2044.0958 2 2044.0953 0.0006 707 724 0 116.35 35

2510.0242 3 2510.0259 -0.0017 353 373 0 44.1 26

2885.5102 3 2884.5078 1.0024 375 401 0 35.92 34

3112.6351 4 3112.6379 -0.0028 159 185 1 54.44 33

1036.5241 2 1036.5223 0.0018 686 694 0 51.34 37

1254.6677 2 1254.6681 -0.0004 828 840 0 82.05 35

1276.6141 2 1276.6147 -0.0005 575 586 0 66.6 37

1402.8586 2 1402.8588 -0.0001 562 574 0 86.97 20

1564.9005 2 1564.9011 -0.0006 671 685 0 76.86 29

1701.012 2 1701.0117 0.0004 869 883 0 48.91 24

711.4281 2 711.4279 0.0002 219 225 0 30.68 28

1172.5859 2 1172.586 0 512 521 0 62.57 36

1319.621 3 1319.6218 -0.0008 372 383 0 48.69 37

1397.6713 2 1397.6715 -0.0002 206 217 0 63.28 37

1525.7666 2 1525.7664 0.0001 206 218 1 50.64 37

1927.9405 3 1927.9422 -0.0017 384 400 0 65.35 37

2271.159 2 2271.1595 -0.0004 85 106 0 87.15 37

2521.3746 3 2521.3751 -0.0005 437 461 0 68.85 31

3319.6366 3 3319.6401 -0.0035 289 317 0 40.42 36

1101.6552 2 1101.6546 0.0006 73 82 0 97.13 32

1310.781 2 1310.7809 0.0001 1205 1215 0 79.62 29

1543.7911 2 1543.7916 -0.0005 397 410 0 87.53 37

1724.8415 2 1723.8529 0.9886 1809 1823 0 92.11 37

2332.2633 3 2332.2638 -0.0005 657 677 0 40.23 33

784.5062 2 784.5058 0.0004 266 272 0 45.02 31

825.4954 2 825.496 -0.0006 522 529 0 35.63 29

1015.5184 2 1015.5186 -0.0001 49 58 0 39.45 36

1195.7286 2 1195.7288 -0.0002 468 478 0 58.62 28

1266.5685 2 1266.5696 -0.0012 136 147 0 87.26 35

1417.6863 2 1417.6878 -0.0015 228 239 0 59.48 37

1523.7534 2 1523.7541 -0.0007 212 224 0 71.88 37

1660.7949 2 1660.7944 0.0005 499 513 0 89.94 37

1192.6554 2 1192.6564 -0.001 138 147 0 58.62 35

1216.5975 2 1216.5989 -0.0014 321 330 0 53.61 36

1422.6565 2 1422.6568 -0.0002 183 193 0 74.74 36

1468.7985 2 1468.7998 -0.0013 102 116 0 105.11 35

2235.1356 2 2235.1358 -0.0001 118 137 0 81.64 37

840.5179 2 840.5181 -0.0002 269 276 0 45.56 30

1323.7762 2 1323.7762 0 139 151 0 59.89 28

1598.8068 2 1598.8086 -0.0018 161 174 0 86.41 37

1677.8197 2 1677.8243 -0.0046 239 253 0 91.95 38

3301.6891 3 3300.6878 1.0013 7 39 0 89.49 35

1182.5915 2 1182.5921 -0.0006 747 756 0 48.77 36

1196.5818 2 1196.5826 -0.0008 138 148 0 60.27 36

1309.6364 2 1309.6375 -0.0011 163 174 0 46.38 37

1490.7989 2 1490.798 0.0009 699 712 0 101.97 37

1534.7204 2 1534.7223 -0.0019 469 483 0 109.83 37

2406.2456 2 2406.2471 -0.0015 75 97 0 41.61 36

940.5454 2 940.5454 0.0001 190 198 1 33.81 30

1033.5229 2 1033.5226 0.0004 344 352 0 58.74 38

1443.6492 3 1443.6491 0 63 76 0 40.91 34

1571.7435 3 1571.7441 -0.0006 62 76 1 79.14 36

1612.7964 2 1612.7984 -0.002 266 279 1 58.43 37

1928.7984 2 1928.7986 -0.0002 385 400 0 90.96 29

2171.063 2 2171.0667 -0.0037 149 168 0 55.68 37



991.5337 2 991.5339 -0.0002 220 228 0 57.69 36

1157.6439 2 1157.6445 -0.0005 191 202 0 43.33 37

1270.6785 3 1270.6782 0.0003 208 219 0 40.18 36

1288.5965 2 1288.5976 -0.001 399 408 1 40.79 35

1419.82 3 1419.8198 0.0002 112 124 1 51.38 30

2028.0518 2 2028.0527 -0.0009 246 264 0 101.05 37

2068.9246 2 2068.9259 -0.0012 15 33 0 100.8 34

1255.6887 2 1255.6884 0.0003 88 99 0 50.66 35

1290.6305 2 1290.6303 0.0002 34 45 0 52.22 38

1319.6509 2 1319.651 -0.0001 299 309 0 46.09 38

1526.7933 2 1526.794 -0.0007 358 371 0 82.13 36

1582.7837 3 1582.7839 -0.0002 441 454 1 39.73 37

2239.1438 2 2239.1446 -0.0007 486 505 0 116.47 37

868.4917 2 868.4919 -0.0002 232 239 0 36.98 32

992.5481 2 992.5477 0.0003 319 327 0 61.35 35

1099.5017 2 1099.5015 0.0002 151 158 0 38.39 33

1576.7844 2 1576.7847 -0.0003 248 260 0 86.66 38

2137.1762 2 2137.1783 -0.0021 352 374 0 75.35 32

1044.5817 2 1044.5815 0.0002 169 179 0 57.12 37

1410.8321 2 1410.8334 -0.0012 152 164 0 53.63 30

2989.657 3 2989.66 -0.003 67 94 0 145.47 28

968.6011 2 968.6019 -0.0007 143 151 0 72.09 28

1697.9568 2 1697.9563 0.0004 59 75 0 144.4 32

1154.6405 2 1154.6408 -0.0003 192 203 0 65.82 34

1255.6107 2 1255.6118 -0.0011 159 169 1 62.72 36

1360.6327 2 1360.6333 -0.0006 571 581 0 53.34 35

1493.7148 2 1493.7151 -0.0002 68 80 0 60.53 37

2052.0046 2 2052.0052 -0.0005 313 330 0 116.91 38

1287.6609 2 1287.6605 0.0004 95 106 0 81.56 37

1422.6625 2 1422.6627 -0.0002 28 40 0 83 36

1941.9825 2 1941.9836 -0.0011 11 27 0 131.16 37

940.5454 2 940.5454 0.0001 191 199 1 33.81 30

1443.6492 3 1443.6491 0 64 77 0 40.91 34

1571.7435 3 1571.7441 -0.0006 63 77 1 79.14 36

1612.7964 2 1612.7984 -0.002 267 280 1 58.43 37

1653.8923 2 1653.8937 -0.0014 299 313 0 102.14 35

2171.063 2 2171.0667 -0.0037 150 169 0 55.68 37

1112.6439 2 1112.6441 -0.0002 821 831 0 95.57 33

1441.8293 2 1441.8293 0 285 298 0 97.43 33

1814.9333 2 1814.9342 -0.0009 299 313 0 99.52 37

1125.7004 2 1125.7009 -0.0005 280 289 0 83.31 26

1235.6866 2 1235.6874 -0.0008 431 441 0 50.05 34

1325.6978 2 1325.6979 -0.0002 371 381 0 67.36 35

1407.776 2 1407.7762 -0.0002 398 410 0 111.61 34

964.4864 2 964.4865 -0.0002 196 204 0 51.52 37

1244.6745 2 1244.6765 -0.002 100 111 0 63.63 37

1560.7154 2 1560.7168 -0.0015 168 181 0 68.49 35

1656.7367 2 1656.738 -0.0013 61 75 0 54.65 34

1703.8821 2 1703.8842 -0.0021 79 93 0 104.98 37

881.408 2 881.4065 0.0014 226 232 0 46.32 35

1240.6458 2 1240.6551 -0.0093 17 27 0 52.44 35

1265.6648 2 1265.6656 -0.0007 28 39 0 50.17 36

1406.6046 2 1406.6063 -0.0016 278 290 0 82.47 32

1736.8396 2 1736.8403 -0.0007 291 305 0 118.65 37

1217.665 2 1217.6656 -0.0006 350 359 0 52.09 37

1371.7801 2 1371.7802 -0.0001 70 80 0 58.43 34

1614.8982 2 1614.8981 0.0001 81 95 0 112.62 35

2326.2605 3 2326.2606 -0.0001 284 304 0 50.05 33



2521.2939 3 2520.2934 1.0005 208 229 0 59.83 36

1233.5588 2 1233.5587 0.0001 211 220 0 39.82 35

2034.9742 2 2034.9779 -0.0037 104 122 0 93.45 37

2677.2518 2 2677.2541 -0.0023 501 524 0 107.32 36

1181.7021 2 1181.702 0.0002 74 85 0 60.29 30

1228.6913 2 1228.6914 -0.0001 282 292 0 83.6 36

1279.7603 2 1279.7612 -0.0009 157 169 0 79.81 28

1551.7472 2 1551.749 -0.0019 538 551 0 73.44 38

2594.417 3 2594.4207 -0.0037 293 316 0 31.12 30

1407.7588 2 1407.7584 0.0004 318 329 0 54.81 35

1852.0557 2 1852.0557 0 348 364 0 140.17 30

1542.7605 2 1542.7606 -0.0001 356 368 0 104.6 37

1682.946 2 1682.9454 0.0006 133 147 0 111.67 32

1217.665 2 1217.6656 -0.0006 350 359 0 52.09 37

1371.7801 2 1371.7802 -0.0001 70 80 0 58.43 34

1614.8982 2 1614.8981 0.0001 81 95 0 112.62 35

1865.1028 2 1865.1026 0.0002 852 869 0 45.93 23

2326.2605 3 2326.2606 -0.0001 284 304 0 50.05 33

905.4971 2 905.4971 0.0001 518 525 0 55.38 37

1254.7011 2 1254.7013 -0.0002 409 418 0 54.71 33

1703.9824 2 1703.9821 0.0003 318 332 0 119.9 27

2186.1609 3 2186.1623 -0.0014 533 550 1 47.15 35

2919.6038 3 2919.6045 -0.0007 844 870 0 42.86 30

2280.1544 3 2279.1533 1.0011 88 109 0 75.16 37

2315.2036 3 2315.2042 -0.0006 506 527 0 80.78 36

3134.5366 3 3134.5442 -0.0076 325 354 0 50.45 36

1264.5773 2 1264.5791 -0.0019 174 184 0 53.04 36

1407.6793 2 1407.6783 0.001 1973 1984 0 82.4 38

1944.0308 2 1944.0316 -0.0008 2070 2087 0 78.92 36

2333.2368 3 2333.2379 -0.0011 265 287 0 61.92 35

879.446 2 879.445 0.001 228 235 0 40.93 37

936.5503 2 936.5505 -0.0001 162 169 0 46.99 30

982.5351 2 982.5349 0.0003 11 19 0 59.53 35

1032.557 2 1032.5564 0.0007 344 352 0 46.33 37

1248.6273 2 1248.6272 0.0001 215 225 0 44.1 38

1251.5808 2 1251.5812 -0.0004 195 204 0 45.64 36

1319.6587 2 1319.6622 -0.0035 362 373 0 59.22 38

1595.6874 2 1595.6886 -0.0012 291 304 0 68.3 32

1767.8897 3 1767.8904 -0.0007 101 115 0 38.75 37

961.5233 2 961.5233 0.0001 322 329 0 71.34 37

1038.6066 2 1038.6073 -0.0007 290 298 0 38.51 29

1380.7126 2 1380.7136 -0.001 30 42 0 63.73 37

1548.8417 3 1548.8412 0.0005 309 321 1 44.29 35

2161.9041 3 2161.907 -0.0029 91 111 0 50.46 28

2389.2278 3 2389.2278 0 61 83 0 79.52 37

1384.7921 2 1384.7926 -0.0005 415 427 0 77.41 34

2066.092 2 2066.0936 -0.0015 648 666 0 117.08 35

1070.6333 2 1070.6336 -0.0002 11 21 0 68.33 34

1315.6525 2 1315.6521 0.0005 59 69 0 61.34 37

1707.8722 2 1707.8719 0.0003 138 153 0 42.15 37

2154.9994 2 2154.9997 -0.0003 28 46 0 120.05 36

1130.6335 2 1130.6335 0 239 249 0 73.56 36

1190.6903 2 1190.6911 -0.0008 211 220 0 48.94 30

1264.6399 2 1264.6412 -0.0013 152 163 0 54.82 38

1872.9306 2 1872.933 -0.0024 221 238 0 89.82 37

3213.7267 3 3213.7285 -0.0018 250 277 0 42.8 31

1022.5844 2 1022.5834 0.001 26 34 0 55.34 32

1059.5497 2 1059.5502 -0.0005 79 86 0 39.22 38



2100.0498 2 2100.0521 -0.0022 56 75 0 112.07 37

1192.6106 3 1192.6102 0.0005 48 58 0 58.32 38

1403.7902 2 1402.7932 0.997 150 162 0 69.01 34

1630.8238 2 1630.8236 0.0003 171 185 0 116.63 38

880.5749 2 880.5746 0.0004 266 274 1 32.06 20

1301.6144 2 1301.614 0.0004 247 258 0 57.9 35

1333.7233 2 1333.7242 -0.0008 49 61 0 90.31 37

2191.1244 2 2191.126 -0.0016 71 91 0 94.89 37

1212.6717 2 1212.6714 0.0003 296 306 0 82.57 35

1587.7841 2 1587.7852 -0.0012 228 243 0 98.02 37

1767.7786 3 1767.7787 -0.0002 131 145 0 59.44 34

1372.6773 2 1372.6769 0.0004 133 144 0 73.53 37

1393.6487 2 1393.6489 -0.0002 264 274 0 40.91 37

1420.5996 2 1420.6003 -0.0007 243 254 0 47.17 31

1672.8893 2 1671.8831 1.0062 94 108 1 63.83 37

1747.9105 2 1747.9138 -0.0033 42 58 0 82.62 37

1357.7706 2 1357.7704 0.0002 448 459 0 90.12 34

2206.174 2 2206.1732 0.0008 815 834 0 88.59 35

1302.6668 2 1302.668 -0.0013 1248 1259 0 57.97 38

1434.7358 2 1434.7354 0.0004 1132 1144 0 67.73 38

2039.1102 2 2039.1092 0.0011 520 536 0 63.54 34

2660.433 3 2660.4326 0.0004 414 437 0 65.49 32

1243.7749 2 1243.7751 -0.0002 344 355 0 89.37 23

1293.7111 2 1293.7115 -0.0004 401 411 0 62.1 34

1884.0717 2 1884.072 -0.0003 289 305 0 76.57 30

912.5546 2 912.5545 0.0001 379 385 0 40.87 31

1673.8918 3 1673.893 -0.0012 21 33 0 73.73 37

1819.8018 3 1819.8047 -0.0028 64 78 0 40.44 34

2307.1114 3 2307.1131 -0.0017 327 346 1 38.01 37

2480.3242 2 2480.3274 -0.0032 88 110 0 76.01 33

1308.7441 2 1308.7442 -0.0001 146 157 0 81.7 32

1358.7812 2 1358.7809 0.0003 101 112 0 35.71 32

1652.805 2 1652.8046 0.0004 131 143 0 81.4 37

2235.1227 3 2235.1212 0.0016 365 382 0 43.12 37

2607.3154 3 2607.3156 -0.0001 286 308 0 57.45 37

1731.8839 2 1731.8832 0.0008 41 56 0 72.22 37

1945.9477 2 1945.9495 -0.0019 165 181 0 98.15 37

2187.2477 3 2187.2487 -0.001 97 115 1 58.54 27

869.5334 2 869.5334 -0.0001 236 243 0 59.29 30

1164.6178 2 1164.6179 -0.0001 307 316 0 52.87 37

1380.6507 2 1380.6521 -0.0014 608 619 0 57.03 37

1460.7616 2 1460.7623 -0.0007 185 197 0 89.49 38

754.5067 2 754.5065 0.0002 102 107 0 42.9 20

773.5167 2 773.5163 0.0004 83 88 0 43.35 22

1505.7663 2 1505.7667 -0.0004 197 208 0 58.14 38

1556.8382 2 1556.841 -0.0028 161 175 0 109.33 36

914.5072 2 914.5073 -0.0001 372 379 0 45.33 35

1250.6661 2 1250.6659 0.0002 444 453 0 69.56 36

1888.9271 2 1888.924 0.0031 109 125 0 102.95 38

3191.551 3 3191.551 -0.0001 220 248 0 39.17 37

1367.7772 2 1367.7773 -0.0001 24 35 0 81.81 32

1370.7768 2 1370.7769 -0.0001 53 64 0 115.27 35

1201.682 2 1201.6819 0.0001 375 385 0 58 36

1534.9449 2 1534.9447 0.0003 810 823 0 80.16 20

2058.1172 2 2058.1183 -0.0011 1687 1706 0 76.07 34

1056.6286 2 1056.6292 -0.0005 57 67 0 66.81 34

1070.5972 2 1070.5972 0.0001 44 54 0 43.28 34

1253.6875 2 1253.688 -0.0005 174 185 0 54.92 34



1413.7251 2 1413.7252 -0.0001 156 168 0 87.59 36

869.4717 2 869.4719 -0.0002 1417 1424 0 52.3 33

1401.7477 2 1401.7504 -0.0027 360 371 0 66.92 38

1781.0047 2 1781.0047 0 1464 1479 0 54.01 31

2407.2914 3 2407.292 -0.0006 2201 2222 0 57.02 33

1212.5548 2 1212.5557 -0.0009 153 162 0 49.45 35

1618.8814 2 1618.8831 -0.0017 200 213 0 81.23 35

1749.7869 3 1749.788 -0.0011 228 243 0 59.65 35

2056.9582 2 2056.9623 -0.004 244 262 1 70.36 36

927.539 2 927.5389 0.0001 239 246 0 48.84 33

1071.6692 2 1071.6692 0 153 162 0 31.68 28

1084.6396 2 1084.6393 0.0003 548 556 0 52.57 34

1256.6361 2 1256.6401 -0.004 569 579 0 49.58 36

1335.7647 2 1335.765 -0.0002 339 350 0 65.79 30

2153.0862 3 2153.0865 -0.0003 519 540 0 63.89 37

1437.8565 2 1437.8555 0.001 117 130 0 36.43 27

1643.8516 2 1643.8519 -0.0003 165 178 0 94.88 37

1666.7724 2 1666.772 0.0005 140 154 0 92.69 37

1209.6752 2 1209.6717 0.0035 5 15 0 36.92 33

1265.6971 2 1265.6979 -0.0009 299 310 0 41.59 34

2276.3052 2 2276.3104 -0.0051 506 526 0 58.76 26

2390.2502 2 2390.2515 -0.0013 163 183 0 104.52 36

755.4533 2 755.4541 -0.0008 2 9 0 34.89 30

1161.6385 2 1161.6394 -0.0008 12 22 0 67.59 35

1315.6525 2 1315.6521 0.0005 60 70 0 61.34 37

1479.7576 2 1479.7569 0.0007 81 94 0 95.8 38

1070.6333 2 1070.6336 -0.0002 18 28 0 68.33 34

1163.5814 2 1163.5822 -0.0009 144 154 0 42.76 38

1315.6525 2 1315.6521 0.0005 66 76 0 61.34 37

1609.8351 2 1609.8352 -0.0001 162 175 0 86.09 37

1161.6134 2 1161.6142 -0.0008 161 171 0 78.13 38

1904.9932 2 1904.9918 0.0015 198 215 0 111.74 37

842.4862 2 842.4862 0.0001 2 10 0 54.23 34

1180.6927 2 1180.6928 -0.0001 129 139 0 82.26 30

1549.7545 2 1549.7559 -0.0013 115 128 0 84.08 38

759.4283 2 759.4279 0.0004 23 30 0 40.89 40

943.5337 2 943.5338 -0.0001 246 253 0 41.25 37

963.5391 2 963.5389 0.0002 222 230 0 54.3 34

1224.727 2 1224.7264 0.0006 40 49 0 35.28 31

1365.6704 2 1365.6711 -0.0007 175 187 0 85.32 38

1614.8398 2 1614.8399 -0.0001 26 40 0 99.35 37

1775.8694 2 1775.8724 -0.003 41 57 0 85.51 38

999.5701 2 999.5713 -0.0012 268 276 0 43.27 36

1270.6978 2 1270.6993 -0.0015 93 104 0 65.52 36

1284.7111 2 1284.7112 0 177 188 0 49.76 35

1414.7557 2 1414.7569 -0.0012 254 267 0 99.18 37

1087.5696 2 1087.5696 0.0001 377 386 0 42.58 38

1241.6287 2 1241.6292 -0.0005 412 422 0 72.71 36

1481.8608 2 1481.8606 0.0002 278 291 0 85.61 29

1690.8195 3 1690.8209 -0.0014 254 268 0 43.6 38

1085.5863 2 1085.5869 -0.0006 877 885 0 41.04 36

1524.8985 2 1524.8988 -0.0002 1069 1083 0 84.91 29

1940.051 2 1940.052 -0.001 810 827 0 85.61 34

1465.7559 2 1465.7565 -0.0006 97 108 0 71.86 37

1567.7165 2 1567.7154 0.0011 83 96 0 61.4 35

1986.979 2 1986.9795 -0.0005 234 249 0 80.7 37

1757.9779 2 1757.9774 0.0005 73 88 0 117.98 34

2010.1446 3 2010.1441 0.0005 56 72 0 49.6 30



943.4761 2 943.4763 -0.0002 77 84 0 40.15 34

1042.6022 2 1042.6023 -0.0001 16 26 0 38.71 35

1079.5611 2 1079.5611 -0.0001 44 53 0 57.83 37

1209.6348 2 1209.6353 -0.0006 132 142 0 65.88 36

1332.7445 2 1332.7402 0.0043 85 97 0 84.84 34

1044.5267 2 1044.5274 -0.0007 375 383 0 45.49 37

1061.5406 2 1061.5393 0.0013 285 293 0 41.49 38

1087.639 2 1087.639 0 150 158 0 61.47 33

1688.8004 2 1688.8005 -0.0001 403 417 0 84.07 36

2199.061 2 2199.0616 -0.0006 194 213 0 56.33 37

1265.7346 2 1265.7343 0.0003 343 353 0 44.37 30

1512.8147 2 1512.8147 -0.0001 259 272 0 121.91 35

1702.8324 2 1702.8348 -0.0024 327 342 0 39.3 37

1243.7122 2 1243.7136 -0.0013 691 702 0 63.7 35

1483.9014 2 1483.9014 0.0001 433 446 0 42.55 25

1857.9297 3 1857.9295 0.0003 540 555 0 46.49 37

1975.9391 2 1975.9374 0.0017 84 100 0 78.65 37

951.5009 2 951.5025 -0.0016 76 84 0 44.4 35

1425.7563 2 1425.7576 -0.0012 132 144 0 66.21 36

1759.8934 2 1759.8952 -0.0017 9 25 0 95.64 37

871.4763 2 871.4763 0 608 615 0 43.25 35

1518.7833 2 1518.7831 0.0003 240 252 0 80.39 38

1551.8253 3 1551.8257 -0.0003 24 37 0 40.51 35

2089.0501 3 2088.0487 1.0014 217 234 1 72.54 37

2216.0816 4 2215.0804 1.0012 69 87 1 49.68 37

2585.2742 2 2585.2749 -0.0006 88 111 0 124.58 37

980.5698 2 980.5695 0.0003 100 107 0 36.89 31

1064.5497 2 1064.5502 -0.0005 55 63 0 61.05 37

1066.6127 2 1066.6135 -0.0008 64 72 0 63.15 33

1762.8803 2 1762.8836 -0.0033 12 27 0 77.44 38

754.5067 2 754.5065 0.0002 102 107 0 42.9 20

773.5167 2 773.5163 0.0004 83 88 0 43.35 22

1146.6033 2 1146.6033 0 231 239 0 56.41 39

1505.7663 2 1505.7667 -0.0004 197 208 0 58.14 38

2428.256 4 2428.2573 -0.0013 176 196 0 52.1 36

1340.7553 2 1340.7565 -0.0011 511 523 0 78.53 34

1630.8684 2 1630.8679 0.0006 227 242 0 92.16 36

1228.5714 2 1228.5724 -0.001 499 509 0 45.78 35

1228.7174 2 1228.718 -0.0006 593 603 0 43.09 34

1395.7244 2 1395.7245 -0.0001 604 616 0 50.61 37

1885.9156 2 1885.917 -0.0014 709 725 0 72.85 37

1982.0208 3 1982.0208 0.0001 405 423 0 50.86 36

1256.6976 2 1256.6976 0 167 177 0 58.62 36

1289.6094 2 1289.6099 -0.0005 425 436 0 71.03 36

2249.2868 2 2249.2882 -0.0014 289 310 0 53.21 27

1847.9612 2 1847.9629 -0.0017 59 75 0 109.53 37

1879.7479 3 1879.7499 -0.002 206 222 0 27.67 25

3139.6261 3 3138.6231 1.003 159 187 0 40.34 34

939.5758 2 939.5753 0.0005 125 132 0 51.68 28

2080.9262 3 2080.9273 -0.0011 107 124 0 49.59 34

2192.0208 2 2192.0242 -0.0033 140 159 0 88.13 36

1056.654 2 1056.6543 -0.0003 282 291 0 72.5 29

1088.5438 2 1088.5462 -0.0024 292 302 0 50.37 38

1127.594 2 1127.5934 0.0005 265 275 0 61.76 35

1130.5561 2 1130.5567 -0.0007 227 236 0 44.56 36

1053.5553 2 1053.5567 -0.0014 106 116 0 74.17 35

1153.6446 2 1153.6455 -0.0009 11 21 0 56.1 32

1442.7225 2 1442.7253 -0.0027 128 140 0 67.91 37



899.5072 2 899.5076 -0.0004 114 123 0 39.32 34

2004.9606 2 2004.9609 -0.0002 16 35 0 126.7 37

1003.5817 2 1003.5814 0.0003 471 479 0 62.01 34

1880.9327 2 1880.9342 -0.0015 445 460 0 102.39 37

1319.6185 2 1319.6205 -0.0019 880 893 0 106.47 36

2358.2476 3 2358.2471 0.0005 946 966 1 50.56 35

1510.8358 3 1510.8355 0.0003 174 188 0 55.96 34

2627.3097 3 2626.3027 1.007 120 143 0 104.97 37

1109.498 2 1109.4989 -0.0009 690 699 0 57.14 35

1155.6212 2 1155.6248 -0.0036 942 953 0 38.32 34

1234.6305 2 1234.6306 -0.0001 1077 1087 0 39.99 39

1324.6627 2 1324.6623 0.0004 1041 1052 0 55.26 37

1640.7506 3 1640.7503 0.0003 771 784 1 37.33 35

3064.6714 3 3063.6564 1.015 1171 1203 0 50.07 29

839.5115 2 839.5116 -0.0001 354 361 0 40.99 28

1064.5905 2 1064.5906 -0.0001 15 23 0 52.56 34

1442.6546 2 1442.6565 -0.0019 69 80 0 67.64 34

3347.6907 4 3346.6908 0.9999 269 297 1 55.02 35

1138.7072 2 1138.7074 -0.0002 831 840 0 68.19 26

1414.7826 2 1414.782 0.0006 718 729 0 88.7 35

2626.0497 3 2626.053 -0.0033 42 65 0 73.82 25

2901.2148 3 2901.2164 -0.0015 40 65 1 68.02 29

1105.7585 2 1105.7587 -0.0002 381 390 0 48.89 20

1752.9669 2 1752.9662 0.0007 454 469 0 101.47 33

1255.7499 2 1255.75 0 4357 4368 0 91.61 32

1998.1158 3 1998.115 0.0008 1319 1336 0 54.32 31

1202.6758 2 1202.6772 -0.0013 305 315 0 68.51 35

1626.808 2 1626.8076 0.0004 330 343 0 91.85 37

953.5913 2 953.591 0.0004 389 397 0 32.63 29

1205.5715 2 1205.5717 -0.0002 435 444 0 54.53 37

2220.0588 2 2220.06 -0.0012 300 322 0 94.73 37

1242.7174 2 1242.7183 -0.001 194 205 0 73.59 34

1391.6534 2 1391.6537 -0.0003 43 54 0 82.45 36

1403.6524 2 1403.6528 -0.0004 441 453 0 89.02 35

1411.7418 2 1411.7419 -0.0001 467 480 0 66.08 36

939.6114 2 939.6117 -0.0002 861 868 0 49.9 22

2139.1567 3 2139.1576 -0.0008 1496 1515 0 82.41 34

1091.5983 2 1091.5975 0.0008 6 15 0 46.8 36

3074.5585 3 3074.5594 -0.0009 194 222 0 107.96 36

1284.7702 2 1284.7693 0.0008 2912 2922 0 51.82 30

1550.9068 2 1550.9072 -0.0004 1927 1940 0 94.3 27

1194.6397 2 1194.6397 0 341 351 0 95.89 36

2503.2335 3 2503.2329 0.0005 725 747 0 55.66 37

996.608 2 996.608 0 10 18 0 41.49 28

2162.1112 2 2162.1106 0.0006 198 216 0 56.21 36

2579.3002 2 2579.3006 -0.0004 152 173 0 57.28 37

1122.5609 2 1122.5591 0.0019 610 620 0 41.45 37

1232.6881 2 1232.6877 0.0004 397 408 0 52.63 36

1881.0978 2 1881.0975 0.0003 147 164 0 69.34 27

1268.7703 2 1268.7704 -0.0001 155 165 0 69.76 29

1395.6914 2 1395.6922 -0.0008 375 386 0 79.39 37

980.5093 2 980.5113 -0.0021 67 74 0 42.75 37

1104.5844 2 1104.5849 -0.0005 78 87 0 44.96 38

1531.8229 2 1531.8246 -0.0017 38 51 0 94.8 37

1426.7917 2 1426.7919 -0.0002 260 272 0 105.81 35

1578.8009 2 1578.7963 0.0046 362 376 0 41.02 38

3201.6715 3 3201.6731 -0.0016 54 84 0 37.87 33

1153.7179 2 1153.7183 -0.0004 129 139 0 76.7 27



1274.6103 2 1274.6102 0.0001 58 69 0 70.05 37

1471.7792 2 1471.7783 0.0009 28 40 0 84.28 37

2406.2938 3 2406.2934 0.0004 46 65 1 58.13 33

1158.7376 2 1158.7376 0 442 452 0 89.21 20

1381.7695 2 1381.7678 0.0018 118 132 0 49.52 33

1488.8192 2 1488.8188 0.0004 26 38 0 92.79 36

2123.1436 2 2123.1449 -0.0012 177 194 0 48.24 34

1055.5977 2 1055.5975 0.0003 188 197 0 45.14 33

1739.9583 2 1739.957 0.0013 320 336 0 97.23 33

979.5336 2 979.5338 -0.0002 383 391 0 42.3 35

1293.6532 2 1293.6466 0.0066 132 144 0 60.13 38

1987.9575 3 1987.9581 -0.0006 116 131 0 50.64 37

2841.4806 3 2841.4813 -0.0007 485 510 0 50.87 35

1072.6235 2 1072.6241 -0.0005 42 52 0 52.07 35

1334.7667 2 1334.767 -0.0003 276 287 0 69.05 31

1972.1259 4 1972.1258 0 17 33 0 32.3 29

3286.7715 4 3286.7714 0.0001 108 136 1 41.83 31

1235.7278 2 1235.7278 0 229 239 0 67.57 28

1239.6826 2 1239.6823 0.0003 192 202 0 46.21 34

1906.1033 3 1906.104 -0.0007 128 146 1 49.2 26

1297.7486 2 1297.7493 -0.0007 617 628 0 49.72 32

1424.8025 2 1424.8027 -0.0002 661 672 0 72.07 33

2319.2024 3 2319.1998 0.0025 581 600 0 45.54 36

1159.619 2 1159.6197 -0.0007 50 61 0 78.3 38

1165.5981 2 1165.5979 0.0002 66 76 0 65.53 37

958.5346 2 958.5335 0.0011 519 527 0 43.66 37

1562.7143 2 1561.7123 1.002 355 367 0 96.28 36

1331.6496 2 1331.6503 -0.0007 27 37 0 42.11 37

1449.7531 2 1449.7537 -0.0006 74 85 0 98.03 38

1788.0285 2 1788.0284 0.0001 760 775 0 80.67 29

2204.2875 3 2204.2892 -0.0018 376 395 1 29.6 24

1225.7021 2 1225.703 -0.0009 469 480 0 77.17 33

1367.6201 2 1367.6214 -0.0012 323 333 0 52.98 36

1138.572 2 1138.5731 -0.0011 973 981 0 54.62 36

1172.6653 2 1172.6652 0.0001 922 931 0 58.01 36

1872.8406 2 1872.8391 0.0015 582 597 0 48.15 34

1583.8071 2 1583.8083 -0.0012 226 239 0 50.84 37

1598.8874 2 1598.8879 -0.0006 351 365 0 78.71 34

1463.7087 2 1463.7085 0.0002 605 615 0 57.38 37

2371.142 3 2371.1406 0.0014 630 650 0 50.64 37

1210.7274 2 1210.7285 -0.0011 662 672 0 49.7 29

1282.6302 2 1282.6306 -0.0004 378 389 0 60.17 37

1629.8801 2 1629.8807 -0.0005 614 626 0 45.9 36

2362.26 2 2362.2607 -0.0006 86 106 0 55.91 34

2561.3913 3 2561.3927 -0.0015 84 106 1 51.18 32

1074.5669 2 1074.5669 0 181 190 1 68.33 38

1352.8279 2 1352.8279 0.0001 226 237 0 56.09 26

1159.6712 2 1159.6713 -0.0001 148 158 0 86.77 34

2940.5295 3 2940.5307 -0.0011 321 348 0 35.42 34

974.5543 2 974.5549 -0.0006 168 178 0 42.36 36

1948.991 2 1948.9894 0.0015 262 277 0 79.89 37

1128.6292 2 1128.6291 0 314 323 0 45.25 36

1506.7464 2 1506.7487 -0.0023 167 179 0 67.33 38

1441.7485 3 1441.7486 -0.0001 311 322 0 43.63 36

2135.0682 2 2135.0674 0.0009 180 198 0 64.11 37

1067.4957 2 1067.4957 0 112 120 0 44.76 35

2851.4923 3 2851.4967 -0.0044 227 253 0 76.46 34

1038.6074 2 1038.6073 0.0001 64 72 0 37.41 29



1322.6543 2 1322.6605 -0.0063 429 439 0 66.65 38

2319.1925 3 2319.1933 -0.0008 245 265 0 42.67 36

1086.5682 2 1086.5709 -0.0027 47 55 0 40 36

1132.649 2 1132.6492 -0.0002 88 97 0 71.25 33

1102.5486 2 1102.5506 -0.002 15 23 1 51.38 37

1825.0394 2 1825.0383 0.0011 101 117 0 71.9 31

981.5649 2 981.5648 0.0002 560 567 0 58.72 32

1295.7551 2 1295.7561 -0.0011 632 643 0 59.19 31

1357.7028 2 1357.7024 0.0004 130 141 0 70.71 37

1697.7678 2 1697.7685 -0.0007 432 445 0 45.65 35

1140.5553 2 1140.5539 0.0014 151 159 0 42.48 35

1151.5886 2 1151.5896 -0.001 162 171 0 68.78 36

1200.6235 2 1200.6237 -0.0003 111 121 0 45.23 37

1406.7282 2 1406.7293 -0.0011 90 102 0 77.49 38

1441.7485 3 1441.7486 -0.0001 311 322 0 43.63 36

1239.6826 2 1239.6823 0.0003 203 213 0 46.21 34

1251.7225 2 1251.7227 -0.0002 240 250 0 43.61 30

1906.1033 3 1906.104 -0.0007 139 157 1 49.2 26

1369.7196 3 1369.7202 -0.0006 209 221 1 36.8 36

3113.665 3 3113.6648 0.0002 450 478 0 40.69 32

3448.9045 3 3448.9069 -0.0024 171 202 1 45.34 27

1012.5678 2 1012.5665 0.0013 43 51 0 38.19 33

1697.8151 2 1697.8148 0.0003 52 66 0 71.85 37

1145.6047 2 1145.604 0.0006 50 61 0 53 38

1165.5981 2 1165.5979 0.0002 66 76 0 65.53 37

1100.6077 2 1100.6077 0 200 209 0 75.42 36

2079.8506 3 2079.852 -0.0014 224 241 0 34.74 28

1037.5611 2 1037.5618 -0.0006 405 414 0 37.58 35

1094.5894 2 1094.5873 0.0021 32 40 0 49.41 36

2627.1676 3 2626.1783 0.9892 54 80 0 42.69 34

2886.3606 3 2886.3613 -0.0007 456 482 0 37.73 36

1380.8454 3 1380.8453 0.0001 43 55 1 44.52 25

1391.6236 2 1391.6239 -0.0002 28 39 0 36.35 34

1915.0202 3 1915.0203 -0.0001 77 93 0 54.42 36

1252.6608 2 1252.6663 -0.0055 58 69 0 45.14 36

1577.7422 2 1577.7436 -0.0014 41 52 0 61.73 36

934.5122 2 934.5124 -0.0001 242 249 0 38.53 35

1128.5711 2 1128.5717 -0.0006 255 264 0 67.8 35

1448.7002 3 1448.7008 -0.0007 221 233 0 39.75 37

1803.9518 2 1803.9519 -0.0001 176 190 0 70.46 37

1216.63 2 1216.6299 0 149 160 0 64.86 38

3073.7413 3 3073.7427 -0.0014 120 148 0 38.04 23

1114.6595 2 1114.6598 -0.0002 838 848 0 50.13 33

1227.6722 3 1227.6724 -0.0002 411 422 0 37.06 36

1612.8526 3 1612.8573 -0.0047 646 659 0 45.7 36

1090.6024 2 1090.6022 0.0002 17 25 0 40.11 35

1402.7819 2 1402.782 -0.0001 144 155 0 64.31 35

1211.6863 2 1211.6874 -0.0011 453 464 0 48.77 33

1367.6201 2 1367.6214 -0.0012 316 326 0 52.98 36

1266.7904 2 1266.7911 -0.0007 72 84 0 54.16 23

1686.796 3 1686.7962 -0.0002 101 115 0 46.45 37

1383.7708 2 1383.7722 -0.0013 264 278 0 39.57 34

1455.7725 2 1455.7722 0.0003 387 399 0 64.97 36

943.4761 2 943.4763 -0.0002 76 83 0 40.15 34

1079.5611 2 1079.5611 -0.0001 43 52 0 57.83 37

1731.9564 3 1731.9559 0.0005 165 179 0 44.04 34

994.6795 2 994.679 0.0005 198 206 0 41.01 20

2730.4019 3 2730.4004 0.0015 93 117 0 54.93 36



1330.6798 2 1330.6803 -0.0004 223 234 0 61.36 38

1717.0753 3 1717.0753 0 316 331 0 39.16 20

957.5246 2 957.5243 0.0003 6 13 1 50.25 36

1075.56 2 1075.5622 -0.0022 260 270 0 55.87 39

1046.5759 2 1046.576 -0.0001 72 80 0 51.82 37

1318.7068 2 1318.7067 0 141 151 0 39.4 37

2941.5059 3 2941.5073 -0.0014 85 109 1 43.15 35

1201.682 2 1201.6819 0.0001 387 397 0 58 36

1729.909 2 1729.908 0.0011 1392 1405 0 39.14 37

1071.6442 2 1071.6441 0.0002 934 943 0 48.23 34

1227.6722 3 1227.6724 -0.0002 411 422 0 37.06 36

1612.8526 3 1612.8573 -0.0047 646 659 0 45.7 36

1084.6125 2 1084.6128 -0.0003 278 287 0 51.55 34

1259.5414 2 1259.5419 -0.0004 304 315 0 48.34 31

956.5537 2 956.5542 -0.0006 126 133 0 45.34 34

1144.5907 2 1144.591 -0.0003 134 142 0 47.66 37

2882.4256 2 2882.4284 -0.0028 94 120 0 37.55 37

804.4502 2 804.4494 0.0008 309 315 0 42.06 37

1072.4832 2 1072.4825 0.0007 280 288 0 45.91 32

1216.6813 2 1216.6815 -0.0003 183 193 0 41.44 36

1678.9405 3 1678.9406 -0.0001 61 76 0 36.58 32

2417.2056 3 2417.2061 -0.0005 745 767 0 44.87 37

2573.3073 3 2573.3072 0.0001 745 768 1 48.65 36

1533.8549 2 1533.8555 -0.0006 542 554 0 60.15 34

2366.3816 3 2366.3824 -0.0008 329 352 0 31.06 21

970.581 2 970.5811 -0.0001 98 106 0 38.36 34

1230.6116 2 1230.6139 -0.0023 33 42 0 59.08 37

1292.6598 2 1292.6612 -0.0014 247 257 0 41.75 38

1367.6201 2 1367.6214 -0.0013 258 268 0 52.98 36

1361.6976 2 1361.698 -0.0004 169 179 0 40.07 38

1387.6914 2 1387.6943 -0.0029 123 135 0 53.12 37

916.444 2 916.4443 -0.0003 490 496 0 48.19 35

1258.6518 2 1258.6517 0.0001 335 345 0 44.32 38

1499.8957 2 1499.8963 -0.0006 131 144 0 40.44 27

1857.9297 3 1857.9295 0.0003 238 253 0 46.49 37

1109.6273 2 1109.6273 0 507 515 0 36.39 32

1279.6811 2 1279.6812 -0.0001 192 203 0 47.43 36

868.5488 2 868.5494 -0.0006 10 17 0 30.45 25

1173.6239 2 1173.6241 -0.0002 93 103 0 53.8 38

1181.6449 2 1181.6444 0.0004 23 32 0 36.21 35

3078.5245 3 3078.5294 -0.0049 134 161 1 49.64 37

770.4535 2 770.4538 -0.0002 51 57 0 35.16 33

1522.7184 3 1522.7198 -0.0014 92 104 0 50.49 37

949.5231 2 949.5233 -0.0002 92 99 0 37.45 35

2372.193 3 2372.1934 -0.0004 118 139 0 39.54 37

2774.5106 3 2774.5113 -0.0007 342 367 0 33.06 31

770.4535 2 770.4538 -0.0002 51 57 0 35.16 33

1506.7235 3 1506.7249 -0.0014 92 104 0 41.23 37

997.58 2 997.5808 -0.0008 394 402 1 31.46 30

1642.9542 2 1642.9545 -0.0004 828 842 0 31.39 29

pep_exp_mr pep_exp_z pep_calc_mr pep_delta pep_start pep_end pep_miss pep_score pep_ident

975.4689 2 975.4695 -0.0007 351 359 0 77.66 37

1026.5479 2 1026.5498 -0.0019 310 318 0 71.82 34

1064.4188 2 1064.4201 -0.0013 298 306 0 33.07 26

1138.6858 2 1138.6862 -0.0004 253 262 0 73.82 28

1145.5818 2 1145.5829 -0.0011 242 251 0 44.4 38

1230.5696 2 1230.5703 -0.0007 381 390 0 71.7 35

1273.6776 2 1273.6779 -0.0003 242 252 1 44.7 38



1370.6757 2 1370.6765 -0.0008 380 390 1 52.99 36

1433.6391 2 1433.6393 -0.0003 163 174 0 95.58 34

1477.653 2 1477.6541 -0.001 325 336 0 73.42 34

1621.844 2 1621.8439 0.0001 263 276 0 89.78 37

1678.789 2 1678.7906 -0.0016 63 77 0 72.6 37

1695.826 2 1695.8257 0.0004 337 350 0 80.01 37

1813.8994 2 1813.8999 -0.0005 47 62 1 81.3 37

1821.9157 2 1821.9156 0.0001 3 19 0 110.72 38

1950.8802 2 1950.8815 -0.0013 363 379 0 119.49 35

1971.9883 2 1971.9902 -0.0019 104 121 0 161.16 37

2100.0824 2 2100.0851 -0.0027 104 122 1 136.44 37

2110.0562 3 2109.0571 0.9991 1 19 1 59.63 37

2366.118 2 2366.1212 -0.0032 277 297 0 67.55 36

2763.3128 3 2763.3143 -0.0014 217 241 0 106.25 37

2797.3283 3 2797.3361 -0.0078 78 103 1 77.35 36

3200.4665 4 3199.4669 0.9995 20 46 0 39.48 35

3325.498 3 3325.5014 -0.0034 123 154 0 55.03 34

4573.1092 3 4572.1135 0.9957 175 213 0 37.76 33

1026.5479 2 1026.5498 -0.0019 310 318 0 71.82 34

1064.4188 2 1064.4201 -0.0013 298 306 0 33.07 26

1138.6858 2 1138.6862 -0.0004 253 262 0 73.82 28

1145.5818 2 1145.5829 -0.0011 242 251 0 44.4 38

1230.5696 2 1230.5703 -0.0007 381 390 0 71.7 35

1273.6776 2 1273.6779 -0.0003 242 252 1 44.7 38

1297.6297 2 1297.6302 -0.0006 47 58 0 54.04 36

1370.6757 2 1370.6765 -0.0008 380 390 1 52.99 36

1433.6391 2 1433.6393 -0.0003 163 174 0 95.58 34

1621.844 2 1621.8439 0.0001 263 276 0 89.78 37

1678.789 2 1678.7906 -0.0016 63 77 0 72.6 37

1695.826 2 1695.8257 0.0004 337 350 0 80.01 37

1821.9157 2 1821.9156 0.0001 3 19 0 110.72 38

1950.8802 2 1950.8815 -0.0013 363 379 0 119.49 35

1971.9883 2 1971.9902 -0.0019 104 121 0 161.16 37

2100.0824 2 2100.0851 -0.0027 104 122 1 136.44 37

2110.0562 3 2109.0571 0.9991 1 19 1 59.63 37

2366.118 2 2366.1212 -0.0032 277 297 0 67.55 36

2763.3128 3 2763.3143 -0.0014 217 241 0 106.25 37

2797.3283 3 2797.3361 -0.0078 78 103 1 77.35 36

3150.3817 3 3149.3819 0.9998 20 46 0 102.02 32

3398.4952 3 3398.5 -0.0048 123 154 0 71.48 31

4573.1092 3 4572.1135 0.9957 175 213 0 37.76 33

1064.4188 2 1064.4201 -0.0013 298 306 0 33.07 26

1138.6858 2 1138.6862 -0.0004 253 262 0 73.82 28

1145.5818 2 1145.5829 -0.0011 242 251 0 44.4 38

1230.5696 2 1230.5703 -0.0007 381 390 0 71.7 35

1273.6776 2 1273.6779 -0.0003 242 252 1 44.7 38

1286.6536 2 1286.6541 -0.0005 351 362 0 43.73 37

1295.6005 2 1295.5994 0.0012 36 46 0 80.86 36

1370.6757 2 1370.6765 -0.0008 380 390 1 52.99 36

1383.6944 2 1383.6931 0.0014 163 174 0 81.19 37

1444.6407 2 1444.6405 0.0002 47 58 0 102.65 33

1445.6811 2 1445.682 -0.001 325 336 0 82.73 36

1621.844 2 1621.8439 0.0001 263 276 0 89.78 37

1678.789 2 1678.7906 -0.0016 63 77 0 72.6 37

1695.826 2 1695.8257 0.0004 337 350 0 80.01 37

1777.856 2 1777.8557 0.0003 283 297 0 82.48 38

1821.9157 2 1821.9156 0.0001 3 19 0 110.72 38

1871.8616 2 1871.8625 -0.0009 20 35 0 86.04 36



1950.8802 2 1950.8815 -0.0013 363 379 0 119.49 35

1971.9883 2 1971.9902 -0.0019 104 121 0 161.16 37

2100.0824 2 2100.0851 -0.0027 104 122 1 136.44 37

2110.0562 3 2109.0571 0.9991 1 19 1 59.63 37

2750.3174 3 2750.319 -0.0017 217 241 0 59.81 37

2801.2925 3 2801.2946 -0.0022 78 103 1 95.57 35

3398.4952 3 3398.5 -0.0048 123 154 0 71.48 31

4573.1092 3 4572.1135 0.9957 175 213 0 37.76 33

1064.4188 2 1064.4201 -0.0013 298 306 0 33.07 26

1138.6858 2 1138.6862 -0.0004 253 262 0 73.82 28

1145.5818 2 1145.5829 -0.0011 242 251 0 44.4 38

1230.5696 2 1230.5703 -0.0007 381 390 0 71.7 35

1273.6776 2 1273.6779 -0.0003 242 252 1 44.7 38

1286.6536 2 1286.6541 -0.0005 351 362 0 43.73 37

1307.6351 2 1307.6357 -0.0006 36 46 0 74.91 38

1370.6757 2 1370.6765 -0.0008 380 390 1 52.99 36

1430.6242 2 1430.6248 -0.0006 47 58 0 88.53 32

1433.6391 2 1433.6393 -0.0003 163 174 0 95.58 34

1445.6811 2 1445.682 -0.001 325 336 0 82.73 36

1621.844 2 1621.8439 0.0001 263 276 0 89.78 37

1632.7854 2 1632.7851 0.0003 63 77 0 66.07 37

1695.826 2 1695.8257 0.0004 337 350 0 80.01 37

1772.8785 2 1772.8767 0.0018 283 297 0 38.68 38

1898.9269 2 1898.9275 -0.0006 20 35 0 111.98 37

1950.8802 2 1950.8815 -0.0013 363 379 0 119.49 35

1971.9883 2 1971.9902 -0.0019 104 121 0 161.16 37

2100.0824 2 2100.0851 -0.0027 104 122 1 136.44 37

2736.303 3 2736.3034 -0.0004 217 241 0 63.4 37

2813.3283 3 2813.331 -0.0027 78 103 1 97.05 36

3398.4952 3 3398.5 -0.0048 123 154 0 71.48 31

4573.1092 3 4572.1135 0.9957 175 213 0 37.76 33

1064.4188 2 1064.4201 -0.0013 298 306 0 33.07 26

1138.6858 2 1138.6862 -0.0004 253 262 0 73.82 28

1145.5818 2 1145.5829 -0.0011 242 251 0 44.4 38

1230.5696 2 1230.5703 -0.0007 381 390 0 71.7 35

1273.6776 2 1273.6779 -0.0003 242 252 1 44.7 38

1286.6536 2 1286.6541 -0.0005 351 362 0 43.73 37

1363.6365 2 1363.6368 -0.0002 36 46 0 57.24 37

1370.6757 2 1370.6765 -0.0008 380 390 1 52.99 36

1383.6944 2 1383.6931 0.0014 163 174 0 81.19 37

1430.6242 2 1430.6248 -0.0006 47 58 0 88.53 32

1445.6811 2 1445.682 -0.001 325 336 0 82.73 36

1621.844 2 1621.8439 0.0001 263 276 0 89.78 37

1632.7854 2 1632.7851 0.0003 63 77 0 66.07 37

1695.826 2 1695.8257 0.0004 337 350 0 80.01 37

1821.9157 2 1821.9156 0.0001 3 19 0 110.72 38

1950.8802 2 1950.8815 -0.0013 363 379 0 119.49 35

1971.9883 2 1971.9902 -0.0019 104 121 0 161.16 37

2100.0824 2 2100.0851 -0.0027 104 122 1 136.44 37

2110.0562 3 2109.0571 0.9991 1 19 1 59.63 37

2750.3174 3 2750.319 -0.0017 217 241 0 59.81 37

2813.3283 3 2813.331 -0.0027 78 103 1 97.05 36

3398.4952 3 3398.5 -0.0048 123 154 0 71.48 31

4573.1092 3 4572.1135 0.9957 175 213 0 37.76 33

908.4956 2 908.4967 -0.0011 157 164 1 46.2 33

986.5397 2 986.5397 0.0001 327 336 0 44.67 37

1282.4962 2 1282.4967 -0.0005 312 320 0 53.32 24

1379.6899 3 1379.6907 -0.0008 391 401 1 41.64 38



1472.8563 2 1472.8562 0 230 243 0 98.59 30

1597.7599 2 1597.7599 -0.0001 340 352 0 80.05 37

1689.8787 2 1689.8798 -0.0011 216 229 1 47.46 37

1714.9134 2 1714.9142 -0.0008 65 79 0 90.85 36

1791.9213 2 1791.9229 -0.0016 265 280 0 102.14 38

1856.8744 2 1856.8761 -0.0016 374 390 0 121.23 37

1884.9388 2 1884.9404 -0.0016 353 370 0 65.51 37

1887.95 3 1887.9513 -0.0013 106 121 1 56.5 37

1976.8742 2 1976.8752 -0.001 41 60 0 117.83 33

2279.1778 3 2279.1798 -0.0019 65 84 1 36.93 36

2345.004 3 2345.0059 -0.0019 403 422 0 55.38 32

2384.1854 2 2384.1873 -0.0018 85 105 1 96.16 37

2394.1838 2 2394.1856 -0.0017 244 264 0 125.3 38

2501.1031 3 2501.107 -0.0039 402 422 1 114.63 33

2640.2217 3 2640.22 0.0018 281 304 0 72.04 36

3192.6214 3 3192.6238 -0.0024 125 156 0 98.9 35

3320.7196 3 3320.7187 0.0008 124 156 1 120.75 34

908.4956 2 908.4967 -0.0011 157 164 1 46.2 33

986.5397 2 986.5397 0.0001 327 336 0 44.67 37

1282.4962 2 1282.4967 -0.0005 312 320 0 53.32 24

1379.6899 3 1379.6907 -0.0008 391 401 1 41.64 38

1472.8563 2 1472.8562 0 230 243 0 98.59 30

1597.7599 2 1597.7599 -0.0001 340 352 0 80.05 37

1662.866 2 1662.8689 -0.0029 216 229 1 40.28 37

1714.9134 2 1714.9142 -0.0008 65 79 0 90.85 36

1791.9213 2 1791.9229 -0.0016 265 280 0 102.14 38

1856.8744 2 1856.8761 -0.0016 374 390 0 121.23 37

1884.9388 2 1884.9404 -0.0016 353 370 0 65.51 37

1887.95 3 1887.9513 -0.0013 106 121 1 56.5 37

1976.8742 2 1976.8752 -0.001 41 60 0 117.83 33

2279.1778 3 2279.1798 -0.0019 65 84 1 36.93 36

2345.004 3 2345.0059 -0.0019 403 422 0 55.38 32

2384.1854 2 2384.1873 -0.0018 85 105 1 96.16 37

2394.1838 2 2394.1856 -0.0017 244 264 0 125.3 38

2501.1031 3 2501.107 -0.0039 402 422 1 114.63 33

2640.2217 3 2640.22 0.0018 281 304 0 72.04 36

3192.6214 3 3192.6238 -0.0024 125 156 0 98.9 35

3320.7196 3 3320.7187 0.0008 124 156 1 120.75 34

893.4678 2 893.4681 -0.0003 389 395 0 40.8 37

957.5133 2 957.5131 0.0002 118 125 0 48.42 36

1113.6758 2 1113.6758 0 331 340 0 73.29 31

1141.5652 2 1141.5663 -0.001 138 148 0 58.79 35

1335.6043 2 1335.6055 -0.0012 2 14 0 42.03 35

1400.7251 2 1400.726 -0.0009 76 89 0 101.75 37

1446.7438 2 1446.7467 -0.0029 376 388 0 101.46 38

1501.8713 2 1501.8729 -0.0016 153 167 0 92.86 30

1574.8418 2 1574.8417 0.0001 375 388 1 110.34 37

1586.6945 2 1586.6956 -0.0011 184 196 0 105.88 33

1826.9299 2 1826.9315 -0.0016 53 68 1 101.14 37

1919.9974 2 1919.988 0.0094 396 412 0 68.6 37

2026.8867 3 2026.8875 -0.0008 300 317 1 100.1 33

2074.0756 2 2074.0769 -0.0012 213 231 0 108.68 37

2698.389 2 2698.3888 0.0003 266 288 0 86.29 35

2894.4912 3 2894.4927 -0.0014 341 365 0 127.63 35

3136.6036 2 3136.6049 -0.0013 90 117 0 36.72 35

893.4678 2 893.4681 -0.0003 389 395 0 40.8 37

934.5118 2 934.5124 -0.0006 129 137 0 43.34 35

957.5133 2 957.5131 0.0002 118 125 0 48.42 36



975.5502 2 975.5502 0 376 384 0 69.86 36

1103.6446 2 1103.6451 -0.0006 375 384 1 50.61 33

1113.6758 2 1113.6758 0 331 340 0 73.29 31

1141.5652 2 1141.5663 -0.001 138 148 0 58.79 35

1400.7251 2 1400.726 -0.0009 76 89 0 101.75 37

1501.8713 2 1501.8729 -0.0016 153 167 0 92.86 30

1586.6945 2 1586.6956 -0.0011 184 196 0 105.88 33

1826.9299 2 1826.9315 -0.0016 53 68 1 101.14 37

1919.9974 2 1919.988 0.0094 396 412 0 68.6 37

2026.8867 3 2026.8875 -0.0008 300 317 1 100.1 33

2074.0756 2 2074.0769 -0.0012 213 231 0 108.68 37

2698.389 2 2698.3888 0.0003 266 288 0 86.29 35

2894.4912 3 2894.4927 -0.0014 341 365 0 127.63 35

3875.7475 3 3875.7472 0.0002 20 52 0 79.67 33

908.4956 2 908.4967 -0.0011 157 164 1 46.2 33

986.5397 2 986.5397 0.0001 327 336 0 44.67 37

1282.4962 2 1282.4967 -0.0005 312 320 0 53.32 24

1379.6899 3 1379.6907 -0.0008 391 401 1 41.64 38

1530.8982 2 1530.8981 0.0001 230 243 0 116.73 28

1583.7439 2 1583.7443 -0.0004 340 352 0 79.54 36

1690.8624 2 1690.8638 -0.0014 216 229 1 56.66 38

1714.9134 2 1714.9142 -0.0008 65 79 0 90.85 36

1733.9168 2 1733.9174 -0.0007 265 280 0 79.69 37

1867.889 2 1867.892 -0.003 374 390 0 117.78 37

1884.9388 2 1884.9404 -0.0016 353 370 0 65.51 37

2279.1778 3 2279.1798 -0.0019 65 84 1 36.93 36

2345.004 3 2345.0059 -0.0019 403 422 0 55.38 32

2384.1854 2 2384.1873 -0.0018 85 105 1 96.16 37

2501.1031 3 2501.107 -0.0039 402 422 1 114.63 33

2694.2665 3 2694.2669 -0.0004 281 304 0 43.44 36

3192.6214 3 3192.6238 -0.0024 125 156 0 98.9 35

3320.7196 3 3320.7187 0.0008 124 156 1 120.75 34

1094.6379 2 1094.6376 0.0003 382 390 0 42.26 31

1128.6384 2 1128.6391 -0.0006 465 476 0 62.31 35

1156.6417 2 1156.6452 -0.0035 316 326 0 98.31 36

1388.6628 2 1388.6646 -0.0018 330 341 0 70.23 36

1434.6616 2 1434.6626 -0.001 113 124 1 79.8 36

1680.9381 2 1680.941 -0.0029 342 357 0 105.45 32

1767.7778 3 1767.7787 -0.001 143 157 0 59.85 33

1809.8719 2 1809.8745 -0.0025 127 142 0 114.61 37

1811.9643 2 1811.9638 0.0005 441 456 0 74.93 36

1922.0396 2 1922.0394 0.0002 93 112 0 130.56 34

2113.0424 2 2113.0426 -0.0002 205 222 0 134.71 37

2148.146 2 2148.1467 -0.0006 283 301 0 106.09 35

3051.5959 3 3051.5951 0.0008 330 357 1 67.19 34

3434.7324 2 3434.7344 -0.002 223 254 0 69.57 35

797.5124 2 797.5123 0.0001 307 313 0 52.18 26

971.5401 2 971.54 0.0001 566 574 0 54.76 36

1037.5214 2 1037.5216 -0.0002 829 836 0 49.18 37

1049.525 2 1049.5254 -0.0004 521 529 0 58.81 37

1115.5835 2 1115.5822 0.0013 862 870 0 44.47 37

1157.6287 2 1157.6292 -0.0005 200 209 0 66.17 37

1158.5866 2 1158.588 -0.0014 506 516 0 80.95 37

1172.4843 2 1172.4842 0.0001 693 701 0 55.48 29

1206.6353 3 1206.6357 -0.0004 438 447 1 52.04 37

1263.528 2 1263.5302 -0.0022 548 558 0 48.92 30

1313.7289 2 1313.7303 -0.0014 199 209 1 36.93 36

1318.7109 3 1318.7105 0.0003 519 529 1 37.85 37



1381.7552 2 1381.7565 -0.0013 288 300 1 74.08 34

1396.73 2 1396.731 -0.001 236 248 0 58.23 36

1410.6414 2 1410.6416 -0.0002 875 887 0 59.04 35

1475.7759 2 1475.7773 -0.0014 183 196 0 72.21 38

1495.7225 2 1495.7228 -0.0003 275 287 0 74.41 37

1690.8029 2 1690.8024 0.0005 678 692 0 71.91 37

1891.0402 2 1891.0415 -0.0012 454 470 0 109.53 33

1984.9494 3 1984.9499 -0.0005 743 759 0 42.36 37

2032.1222 2 2032.1218 0.0005 210 227 0 79.09 32

2250.0899 3 2250.0916 -0.0017 481 500 0 71.72 37

2263.1432 2 2263.1485 -0.0052 707 728 0 115 37

2396.273 3 2395.2669 1.0062 767 788 1 59.51 34

2490.3829 3 2490.3846 -0.0017 449 470 1 31.62 29

2507.3745 3 2507.3748 -0.0003 136 160 0 94.13 31

2663.4742 4 2663.4759 -0.0017 135 160 1 51.42 29

3307.5964 3 3306.5892 1.0072 581 611 0 58.96 36

3816.0484 3 3815.0468 1.0015 385 421 1 34.68 29

1003.4755 2 1003.4757 -0.0002 351 359 0 50.79 36

1064.4188 2 1064.4201 -0.0013 298 306 0 33.07 26

1138.6858 2 1138.6862 -0.0004 253 262 0 73.82 28

1145.5818 2 1145.5829 -0.0011 242 251 0 44.4 38

1230.5696 2 1230.5703 -0.0007 381 390 0 71.7 35

1273.6776 2 1273.6779 -0.0003 242 252 1 44.7 38

1292.6363 2 1292.6361 0.0003 36 46 0 71.09 38

1370.6757 2 1370.6765 -0.0008 380 390 1 52.99 36

1383.6944 2 1383.6931 0.0014 163 174 0 81.19 37

1430.6242 2 1430.6248 -0.0006 47 58 0 88.53 32

1445.6811 2 1445.682 -0.001 325 336 0 82.73 36

1621.844 2 1621.8439 0.0001 263 276 0 89.78 37

1695.826 2 1695.8257 0.0004 337 350 0 80.01 37

1955.9959 2 1955.9953 0.0006 104 121 0 127.56 37

2084.0898 3 2084.0902 -0.0005 104 122 1 75.31 36

2750.3174 3 2750.319 -0.0017 217 241 0 59.81 37

2827.3415 3 2827.3467 -0.0052 78 103 1 75.16 36

3398.4952 3 3398.5 -0.0048 123 154 0 71.48 31

4573.1092 3 4572.1135 0.9957 175 213 0 37.76 33

1214.6444 2 1214.6441 0.0003 164 175 0 74.12 37

1227.6195 2 1227.6207 -0.0013 29 39 0 56.17 36

1229.5223 2 1229.5234 -0.0011 81 91 0 72.83 30

1277.6219 2 1277.6227 -0.0008 243 252 0 50.39 38

1312.6121 2 1312.6122 0 308 317 0 42.09 36

1357.6077 2 1357.6084 -0.0007 546 556 0 64.67 34

1385.7248 2 1385.7224 0.0024 604 615 0 46.93 37

1425.7566 2 1425.7576 -0.001 335 348 0 58.84 36

1472.6778 2 1472.6783 -0.0006 40 52 0 80.67 35

1539.7495 2 1539.7504 -0.0009 306 317 1 58.41 37

1658.8871 2 1658.8879 -0.0008 176 191 0 88.34 37

1662.8008 2 1662.8036 -0.0027 60 74 0 82.47 38

1674.7213 2 1674.7234 -0.0021 227 242 0 93.85 32

1679.826 2 1679.8267 -0.0007 145 159 0 48.97 38

1786.9819 2 1786.9828 -0.001 176 192 1 54.57 34

1965.9973 2 1965.9982 -0.0009 352 367 1 83.92 37

2559.2462 2 2559.2452 0.001 368 393 0 137.6 37

2657.2592 2 2657.2609 -0.0017 431 453 0 102.91 36

3025.4881 3 3024.4815 1.0065 279 305 0 43.83 36

3034.6993 3 3034.6988 0.0004 394 422 0 47.8 26

1064.4188 2 1064.4201 -0.0013 299 307 0 33.07 26

1138.6858 2 1138.6862 -0.0004 254 263 0 73.82 28



1145.5818 2 1145.5829 -0.0011 243 252 0 44.4 38

1230.5696 2 1230.5703 -0.0007 382 391 0 71.7 35

1273.6776 2 1273.6779 -0.0003 243 253 1 44.7 38

1370.6757 2 1370.6765 -0.0008 381 391 1 52.99 36

1379.6334 2 1379.6317 0.0017 36 47 0 84.46 36

1383.6944 2 1383.6931 0.0014 164 175 0 81.19 37

1621.844 2 1621.8439 0.0001 264 277 0 89.78 37

1678.789 2 1678.7906 -0.0016 64 78 0 72.6 37

1695.826 2 1695.8257 0.0004 338 351 0 80.01 37

1955.9959 2 1955.9953 0.0006 105 122 0 127.56 37

2084.0898 3 2084.0902 -0.0005 105 123 1 75.31 36

2813.3283 3 2813.331 -0.0027 79 104 1 97.05 36

3398.4952 3 3398.5 -0.0048 124 155 0 71.48 31

4573.1092 3 4572.1135 0.9957 176 214 0 37.76 33

1214.6444 2 1214.6441 0.0003 164 175 0 74.12 37

1227.6195 2 1227.6207 -0.0013 29 39 0 56.17 36

1277.6219 2 1277.6227 -0.0008 243 252 0 50.39 38

1307.6968 2 1307.6972 -0.0005 133 144 0 61.71 36

1357.6077 2 1357.6084 -0.0007 546 556 0 64.67 34

1385.7248 2 1385.7224 0.0024 604 615 0 46.93 37

1406.755 2 1406.7558 -0.0008 352 363 0 87.45 35

1430.7361 2 1430.7365 -0.0004 335 348 0 86.58 37

1472.6778 2 1472.6783 -0.0006 40 52 0 80.67 35

1521.7923 2 1521.7939 -0.0017 306 317 1 53.08 37

1658.8871 2 1658.8879 -0.0008 176 191 0 88.34 37

1674.7213 2 1674.7234 -0.0021 227 242 0 93.85 32

1676.8178 2 1676.8192 -0.0014 60 74 0 83.87 38

1679.826 2 1679.8267 -0.0007 145 159 0 48.97 38

1786.9819 2 1786.9828 -0.001 176 192 1 54.57 34

2111.091 3 2111.0939 -0.0029 81 98 1 45.21 36

2573.259 2 2573.2609 -0.0018 368 393 0 129.61 37

2657.2592 2 2657.2609 -0.0017 431 453 0 102.91 36

847.4912 2 847.4916 -0.0003 445 452 0 58.94 35

950.4812 2 950.4821 -0.0009 974 982 0 44.99 38

971.5288 2 971.5287 0 41 48 0 50.89 35

987.5518 2 987.5535 -0.0018 353 361 0 54.71 38

1151.5939 2 1151.5935 0.0004 1073 1082 0 46.09 37

1234.5977 2 1234.5976 0.0002 717 727 0 44.33 38

1268.7084 2 1268.7088 -0.0004 512 524 0 58.51 34

1275.6419 2 1275.6427 -0.0008 230 240 0 88.11 38

1405.8025 2 1405.8041 -0.0016 832 844 0 58.52 31

1467.7757 2 1467.7755 0.0002 599 611 0 66.16 36

1482.754 2 1482.7541 0 389 400 0 102.59 37

1567.8223 2 1567.8246 -0.0023 273 285 0 60.65 36

1930.0661 3 1930.0676 -0.0015 1025 1042 1 37.31 33

1964.0145 2 1964.0136 0.0009 191 209 0 106.03 36

2099.0444 3 2098.0405 1.0039 384 400 1 63.98 37

2240.2258 2 2240.2264 -0.0005 49 70 0 140.85 32

2500.3358 2 2500.336 -0.0001 453 475 0 82.73 34

4585.2433 4 4585.2435 -0.0002 246 285 1 37.42 33

783.4973 2 783.4967 0.0007 286 292 0 36.71 29

1037.5214 2 1037.5216 -0.0002 808 815 0 49.18 37

1115.5835 2 1115.5822 0.0013 841 849 0 44.47 37

1157.6287 2 1157.6292 -0.0005 180 189 0 66.17 37

1158.5866 2 1158.588 -0.0014 485 495 0 80.95 37

1172.4843 2 1172.4842 0.0001 672 680 0 55.48 29

1206.6353 3 1206.6357 -0.0004 417 426 1 52.04 37

1313.7289 2 1313.7303 -0.0014 179 189 1 36.93 36



1381.7552 2 1381.7565 -0.0013 267 279 1 74.08 34

1396.73 2 1396.731 -0.001 216 228 0 58.23 36

1425.6517 2 1425.6525 -0.0007 854 866 0 65.54 35

1475.7759 2 1475.7773 -0.0014 163 176 0 72.21 38

1495.7225 2 1495.7228 -0.0003 254 266 0 74.41 37

1690.8029 2 1690.8024 0.0005 657 671 0 71.91 37

1984.9494 3 1984.9499 -0.0005 722 738 0 42.36 37

2032.1222 2 2032.1218 0.0005 190 207 0 79.09 32

2263.1432 2 2263.1485 -0.0052 686 707 0 115 37

2396.273 3 2395.2669 1.0062 746 767 1 59.51 34

2507.3745 3 2507.3748 -0.0003 116 140 0 94.13 31

2663.4742 4 2663.4759 -0.0017 115 140 1 51.42 29

3816.0484 3 3815.0468 1.0015 364 400 1 34.68 29

1020.5281 2 1020.5274 0.0008 686 694 0 50.98 38

1155.5338 2 1155.5342 -0.0004 224 233 0 48.58 35

1162.5974 2 1162.5982 -0.0008 48 56 0 50.54 38

1166.5912 2 1166.5931 -0.0019 57 66 0 45.13 37

1266.6014 2 1266.6026 -0.0012 660 669 0 57.65 37

1335.6664 2 1335.667 -0.0006 157 168 0 63.86 38

1402.8589 2 1402.8588 0.0001 562 574 0 90.82 20

1479.815 2 1479.8158 -0.0008 828 842 1 78.81 34

1564.9018 2 1564.9011 0.0007 671 685 0 74.71 29

1998.0502 2 1998.0535 -0.0032 843 861 0 128.11 36

2053.0388 2 2053.0401 -0.0013 115 133 0 90.17 37

2111.0448 2 2111.0436 0.0012 368 387 0 102.6 37

2538.3011 3 2538.2999 0.0012 115 137 1 64.91 36

2660.2807 3 2660.2826 -0.0019 170 192 0 41.93 37

2662.4743 3 2661.4629 1.0114 562 586 1 45.21 29

913.5594 2 913.5597 -0.0002 419 427 0 41.98 33

952.5223 2 952.5229 -0.0006 173 180 1 34.71 34

1024.6019 2 1024.603 -0.0011 244 254 0 84.81 31

1119.5913 2 1119.5924 -0.0011 21 30 0 44.02 37

1297.7393 2 1297.7394 -0.0001 135 146 0 83.89 33

1450.6655 2 1450.6663 -0.0008 85 96 0 59.47 36

1585.8237 2 1585.8239 -0.0002 167 179 1 61.94 37

1633.892 3 1633.894 -0.0021 6 20 0 57.7 35

2295.1254 2 2295.1279 -0.0025 392 411 1 95.38 37

2521.3156 2 2521.3172 -0.0016 255 278 1 79.79 35

2972.4186 3 2972.4107 0.0078 101 129 0 72.87 37

1196.6871 2 1196.6877 -0.0006 164 175 0 84.93 33

1227.6195 2 1227.6207 -0.0013 29 39 0 56.17 36

1277.6219 2 1277.6227 -0.0008 243 252 0 50.39 38

1357.6077 2 1357.6084 -0.0007 546 556 0 64.67 34

1472.6778 2 1472.6783 -0.0006 40 52 0 80.67 35

1658.8871 2 1658.8879 -0.0008 176 191 0 88.34 37

1662.8008 2 1662.8036 -0.0027 60 74 0 82.47 38

1674.7213 2 1674.7234 -0.0021 227 242 0 93.85 32

1679.826 2 1679.8267 -0.0007 145 159 0 48.97 38

1786.9819 2 1786.9828 -0.001 176 192 1 54.57 34

1965.9973 2 1965.9982 -0.0009 352 367 1 83.92 37

2573.259 2 2573.2609 -0.0018 368 393 0 129.61 37

3149.497 3 3148.4724 1.0246 575 601 1 41.23 36

792.4385 2 792.4382 0.0004 219 225 0 46.55 35

815.4865 2 815.4865 0 121 127 0 41.33 37

943.5812 2 943.5814 -0.0002 121 128 1 33.84 33

1173.606 2 1173.607 -0.001 191 200 0 73.98 38

1221.6222 2 1221.6241 -0.0019 149 158 0 50.3 38

1478.7726 2 1478.7729 -0.0003 147 158 1 81.19 37



1514.7087 2 1514.7101 -0.0013 354 368 0 119.1 36

1681.8262 2 1681.8311 -0.0049 88 101 0 71.78 37

1828.9904 2 1828.9903 0.0002 312 328 0 133.37 35

1845.8478 2 1845.8493 -0.0015 159 174 0 86.38 35

2156.0706 2 2156.0724 -0.0018 129 146 1 51.58 37

1227.6195 2 1227.6207 -0.0013 29 39 0 56.17 36

1230.6398 2 1230.6391 0.0008 164 175 0 70.55 38

1277.6219 2 1277.6227 -0.0008 243 252 0 50.39 38

1312.6121 2 1312.6122 0 308 317 0 42.09 36

1357.6077 2 1357.6084 -0.0007 546 556 0 64.67 34

1411.7409 2 1411.742 -0.0011 335 348 0 74.23 36

1472.6778 2 1472.6783 -0.0006 40 52 0 80.67 35

1539.7495 2 1539.7504 -0.0009 306 317 1 58.41 37

1580.812 2 1580.812 0 117 130 0 50.7 37

1658.8871 2 1658.8879 -0.0008 176 191 0 88.34 37

1664.7809 2 1664.7828 -0.0019 60 74 0 63.77 37

1674.7213 2 1674.7234 -0.0021 227 242 0 93.85 32

1679.826 2 1679.8267 -0.0007 145 159 0 48.97 38

1786.9819 2 1786.9828 -0.001 176 192 1 54.57 34

1965.9973 2 1965.9982 -0.0009 352 367 1 83.92 37

2573.259 2 2573.2609 -0.0018 368 393 0 129.61 37

914.5798 2 914.58 -0.0002 1793 1801 0 52.38 29

954.5865 2 954.5862 0.0003 858 866 0 40.04 30

1034.5758 2 1034.576 -0.0003 11 19 0 50.28 35

1112.5498 2 1112.5502 -0.0004 1291 1299 0 54.78 35

1379.7553 2 1378.7497 1.0057 4357 4368 0 60.46 34

1419.7721 2 1419.7722 -0.0001 2674 2686 0 93.7 36

1477.6713 2 1477.6732 -0.0019 1896 1909 0 53.16 35

1501.7164 2 1501.7195 -0.0031 4262 4275 0 58.56 36

1540.8403 2 1540.8395 0.0008 4372 4384 0 45.91 35

1618.893 2 1618.893 0 3071 3085 0 103.39 34

1885.0912 2 1885.0924 -0.0012 4280 4296 0 51.63 27

1944.9821 2 1944.9833 -0.0011 1587 1602 0 43.18 37

2066.0842 3 2066.0836 0.0006 135 152 0 47.15 36

2092.0872 2 2092.0874 -0.0002 4244 4261 0 103.64 36

2198.0586 2 2198.0605 -0.0019 995 1014 0 109.13 37

2526.1382 3 2526.1412 -0.003 2688 2708 0 40.98 34

1204.8159 2 1204.8159 0.0001 1902 1912 0 51.56 20

1233.6025 2 1233.6023 0.0001 1954 1964 0 46.71 38

1361.7389 2 1361.7377 0.0012 1194 1205 0 67.47 36

1373.7589 2 1373.7588 0.0001 1301 1313 0 69.13 36

1760.9493 2 1760.9495 -0.0001 1939 1953 0 94.71 35

2048.0982 2 2048.0983 0 957 974 0 113.82 35

2193.225 2 2193.2256 -0.0006 440 459 0 112.67 30

2239.1692 3 2239.1696 -0.0004 2495 2515 0 90.47 36

2735.5257 3 2735.5255 0.0002 436 459 1 67.07 27

3140.7538 3 3139.7394 1.0144 1537 1565 0 51.47 26

1157.6441 2 1157.6445 -0.0004 175 186 0 39.64 37

1161.5795 2 1161.5778 0.0017 340 350 0 75.18 38

1272.6374 2 1272.635 0.0024 329 339 0 69.83 37

1275.6822 2 1275.6823 0 192 203 0 64.91 37

1381.6488 2 1381.6482 0.0006 351 362 0 62.71 37

1391.7518 2 1391.7516 0.0002 104 115 0 84.77 36

1706.9193 3 1706.9203 -0.001 204 219 1 51.13 36

1799.9458 2 1799.9491 -0.0033 153 167 0 71.86 36

1936.9559 2 1935.9612 0.9947 262 278 0 93.5 38

2223.205 3 2222.2019 1.0031 55 74 1 63.95 32

3243.5476 3 3243.5506 -0.0031 120 149 0 75.78 36



1151.7063 2 1151.7067 -0.0004 157 167 0 52.9 24

1227.5615 2 1227.5628 -0.0012 172 181 0 44.64 34

1696.7546 2 1696.754 0.0006 73 87 0 100.03 34

1727.7411 2 1727.743 -0.0019 222 236 0 50.83 31

1779.8017 2 1779.8025 -0.0008 378 392 0 57.87 35

2149.124 2 2149.1242 -0.0001 278 296 0 143.82 36

2192.3088 3 2192.3085 0.0002 148 167 1 51.79 21

2346.179 2 2346.1815 -0.0025 410 432 0 157.26 37

843.4993 2 843.5 -0.0007 75 82 0 58.11 37

1034.482 2 1034.4821 -0.0001 88 95 0 48.52 36

1062.5906 2 1062.5921 -0.0014 96 105 0 45.79 36

1165.5976 2 1165.5979 -0.0003 40 50 0 80.29 37

1235.7349 2 1235.735 -0.0001 970 980 0 41.85 28

1708.7894 2 1708.7913 -0.0018 902 915 0 76.87 36

1727.8647 2 1727.8665 -0.0017 462 477 0 61.63 37

2379.1236 2 2379.1246 -0.0009 874 893 0 82.32 37

2503.2466 2 2503.2476 -0.0009 270 292 0 120.38 37

2783.3739 4 2783.3739 0 437 461 0 39.82 37

2883.4308 3 2883.4324 -0.0016 1004 1029 0 41.68 37

3196.6117 3 3196.6099 0.0018 236 265 0 41.31 36

3316.6552 3 3315.6445 1.0106 478 508 0 67.55 36

865.5136 2 865.5134 0.0003 349 355 0 44.82 30

1157.6441 2 1157.6445 -0.0004 206 217 0 39.64 37

1166.5312 2 1166.5316 -0.0004 279 288 1 60.96 35

1194.5506 2 1194.5517 -0.0011 371 381 0 91.99 35

1294.6339 2 1294.634 -0.0001 223 234 0 47.65 37

1644.8836 2 1643.8705 1.0131 235 250 0 78.79 36

1966.9303 2 1966.9306 -0.0003 293 309 0 151.24 37

2257.0724 3 2256.0658 1.0066 395 414 0 50.6 37

3831.7942 3 3830.8044 0.9898 68 101 0 58.16 34

1247.6756 2 1247.6761 -0.0006 393 403 0 69.07 36

1248.5577 2 1248.5582 -0.0005 547 558 0 50.58 34

1326.6296 2 1326.6303 -0.0007 581 592 0 80.29 36

1360.737 2 1360.7351 0.0019 160 172 0 54.27 37

1416.727 2 1416.7283 -0.0013 377 389 0 94.8 38

1476.757 2 1476.7573 -0.0002 107 120 0 48.92 38

1812.9462 2 1812.9469 -0.0007 601 617 0 125.35 36

1938.9996 2 1937.9993 1.0003 408 427 0 55.49 36

2070.0847 3 2070.0844 0.0003 599 617 1 56.38 36

2824.6208 3 2824.6202 0.0007 428 454 1 65.07 23

3077.4619 3 3077.4618 0.0001 264 290 1 73.48 36

815.4865 2 815.4865 0 121 127 0 41.33 37

943.5812 2 943.5814 -0.0002 121 128 1 33.84 33

1173.606 2 1173.607 -0.001 191 200 0 73.98 38

1221.6222 2 1221.6241 -0.0019 149 158 0 50.3 38

1478.7726 2 1478.7729 -0.0003 147 158 1 81.19 37

1514.7087 2 1514.7101 -0.0013 354 368 0 119.1 36

1764.9042 2 1764.9046 -0.0005 88 102 0 107.5 37

1799.9308 2 1799.9305 0.0003 46 63 0 74.9 37

1821.957 2 1821.9584 -0.0014 335 351 0 93.59 36

2156.0706 2 2156.0724 -0.0018 129 146 1 51.58 37

2735.3084 3 2735.3079 0.0005 64 87 0 38.22 37

1018.5057 2 1018.5043 0.0014 805 815 0 91.13 38

1186.6296 2 1186.6306 -0.001 575 585 0 66.74 38

1276.7026 2 1276.7027 -0.0001 779 789 0 43 35

1282.6161 2 1282.6162 -0.0001 543 553 0 58.79 36

1423.7563 2 1423.7567 -0.0004 478 489 0 79.25 35

1441.7997 3 1441.8001 -0.0005 573 585 1 46.89 36



1442.7764 2 1442.7769 -0.0005 261 272 0 53.81 36

1461.7617 2 1461.7616 0.0001 683 694 0 79.74 38

1643.9353 2 1643.9354 -0.0001 310 323 0 109.19 31

2484.2107 3 2484.2107 0 385 404 1 94.08 37

960.4128 2 960.4124 0.0004 544 552 0 54.7 29

1071.5387 2 1071.5383 0.0005 133 142 0 41.74 35

1186.6952 2 1186.6962 -0.0009 155 165 0 43 33

1197.5436 2 1197.5448 -0.0012 482 493 0 65.03 35

1465.8178 2 1465.8187 -0.001 176 188 1 51.35 33

1499.6784 2 1499.6787 -0.0003 375 387 0 71.76 35

1540.9594 3 1540.9592 0.0002 155 168 1 41.07 20

1814.9034 2 1814.905 -0.0017 319 335 0 106.2 37

2243.1805 3 2243.1811 -0.0006 390 410 1 61.71 36

2409.127 2 2409.1304 -0.0034 200 221 0 77.01 36

2583.3389 3 2583.3392 -0.0003 92 117 1 74.77 35

2904.4744 3 2904.477 -0.0026 411 435 0 41.49 36

832.4593 2 832.4555 0.0038 8 15 0 45.83 37

1139.6363 2 1139.6373 -0.001 328 337 0 55.77 33

1147.6605 3 1147.6601 0.0004 303 313 1 42.39 33

1433.748 2 1433.7514 -0.0034 205 219 0 41.49 38

1497.8397 2 1497.8403 -0.0006 239 252 0 115.54 34

1675.9656 3 1675.9661 -0.0005 70 84 1 56.38 29

1760.7782 2 1760.7794 -0.0012 314 327 0 75.41 33

2032.0662 2 2032.0663 -0.0001 172 190 0 109.33 36

2171.0008 2 2171.0019 -0.001 276 295 0 108.57 36

2629.3891 3 2629.3898 -0.0007 167 190 1 73.5 34

1129.5616 2 1129.5615 0.0001 613 622 0 61.54 36

1189.6703 2 1189.6707 -0.0003 398 408 0 52.16 35

1234.5672 2 1234.5677 -0.0005 552 563 0 74.63 36

1416.7205 2 1416.7209 -0.0003 112 125 0 56.4 38

1416.727 2 1416.7283 -0.0013 382 394 0 94.8 38

1820.9007 2 1820.9017 -0.001 472 488 0 105.45 38

1868.9904 3 1867.9891 1.0014 606 622 1 52.48 35

1938.9996 2 1937.9993 1.0003 413 432 0 55.49 36

2455.394 2 2455.3938 0.0003 437 459 0 87.29 27

954.5649 2 954.5651 -0.0002 461 468 0 39.03 31

1090.5913 2 1090.591 0.0003 496 504 0 41.4 37

1316.7157 2 1316.7162 -0.0005 219 230 0 61.05 37

1608.8707 2 1608.8722 -0.0016 310 324 0 61.25 35

1650.8108 2 1650.8114 -0.0006 169 183 0 83.1 38

1701.7304 2 1701.7304 -0.0001 258 273 0 101.55 31

1970.0456 3 1970.0473 -0.0017 478 495 0 45.52 35

2196.0998 2 2196.1022 -0.0024 197 218 0 90.57 37

2342.2073 3 2341.1968 1.0105 280 299 1 80.46 36

2657.3388 3 2656.3418 0.997 365 386 0 70.17 37

3156.613 3 3156.6125 0.0005 116 145 0 70.39 35

743.3751 2 743.3755 -0.0004 392 397 0 39.7 33

1451.682 2 1451.6834 -0.0014 244 255 0 66.25 36

1501.67 2 1501.6718 -0.0019 593 606 0 137.51 34

1798.9235 2 1798.9254 -0.0018 771 786 0 70.69 37

1806.9194 3 1806.9224 -0.003 464 479 1 53.77 38

2256.1956 2 2256.1961 -0.0005 33 55 0 109.74 35

2399.1577 3 2398.1553 1.0024 349 368 1 71.14 37

2931.4242 3 2931.425 -0.0008 94 120 0 103.31 37

3221.6198 4 3221.6188 0.001 321 348 0 36.57 36

1041.4881 2 1041.488 0.0002 364 372 0 49.94 34

1219.6373 2 1219.6383 -0.0011 388 397 0 75.43 38

1255.6446 2 1255.6448 -0.0002 589 598 0 70.09 35



1324.6736 3 1324.6735 0.0001 412 422 1 40.27 37

1469.7857 2 1469.7878 -0.0021 143 156 0 59.99 36

1648.7857 2 1648.7879 -0.0022 258 272 0 113.25 37

1664.8396 2 1664.841 -0.0014 677 692 0 113.75 38

2415.212 2 2415.2142 -0.0022 563 585 0 118.17 37

1343.7413 2 1343.7409 0.0004 84 96 0 90.75 37

1640.821 2 1640.8192 0.0018 181 195 0 41.84 37

1729.8263 2 1729.8271 -0.0008 517 532 0 103.33 37

1942.9255 3 1942.9261 -0.0006 376 391 0 39.14 37

2149.0952 2 2149.0977 -0.0024 427 446 0 162.24 37

2679.3406 3 2679.3405 0.0001 486 510 0 65.68 37

971.5664 2 971.5651 0.0013 253 261 0 41.78 36

1082.5857 2 1082.5873 -0.0015 26 35 1 36.86 34

1236.6453 2 1236.6462 -0.001 241 252 0 61.05 37

1286.7015 2 1286.7016 -0.0001 400 411 0 45.27 37

1435.8141 3 1435.8147 -0.0005 337 349 1 35.09 31

1750.8557 2 1750.856 -0.0003 311 325 0 126.05 38

2144.102 2 2144.1001 0.002 182 201 0 119.03 37

2157.1388 2 2157.1425 -0.0037 159 178 0 82.04 36

2204.1292 2 2203.126 1.0032 276 296 0 115.42 37

1203.6149 2 1203.6136 0.0013 82 92 0 45.84 38

1289.6094 2 1289.6099 -0.0005 425 436 0 87.66 36

1478.7382 2 1478.7405 -0.0024 242 254 0 60.6 38

1649.7844 2 1649.7857 -0.0012 125 141 0 149.81 37

1752.92 2 1752.9192 0.0008 103 119 0 118.28 36

2138.1503 3 2138.1518 -0.0014 59 79 1 50.41 34

2249.2876 2 2249.2882 -0.0006 289 310 0 83.17 27

2518.4723 3 2518.4734 -0.0011 289 312 1 34.76 22

2848.6289 3 2848.6273 0.0016 284 310 1 38.74 23

975.4409 2 975.441 -0.0001 21 30 0 63.16 33

1143.5534 2 1143.5529 0.0005 42 52 0 67.35 35

1175.5282 2 1175.5281 0.0001 199 208 0 48.59 34

1197.6975 2 1197.6982 -0.0007 31 41 1 49.12 33

1773.8873 2 1773.8897 -0.0024 241 256 0 98.46 38

1854.922 2 1854.9251 -0.0031 218 233 0 98.16 37

1953.0573 2 1953.0571 0.0002 98 115 0 55.13 34

3150.6316 3 3150.635 -0.0034 150 179 0 96.21 34

1092.4647 2 1092.4658 -0.0011 72 80 0 33.59 31

1192.6548 2 1192.6564 -0.0016 138 147 0 65.85 35

1216.5968 2 1216.5989 -0.0021 321 330 0 53.94 36

1279.623 2 1279.6231 -0.0001 207 217 0 78.08 37

1422.6565 2 1422.6568 -0.0002 183 193 0 60.2 36

1482.8139 2 1482.8155 -0.0015 102 116 0 95.8 34

1601.8628 2 1601.8633 -0.0005 306 320 0 93.83 36

2032.0665 3 2032.0688 -0.0023 346 365 1 37.83 36

942.5014 2 942.5022 -0.0008 191 198 1 42.78 35

1282.7489 2 1282.7496 -0.0008 115 127 0 41.33 32

1302.7435 2 1302.7435 0 136 146 0 53.81 33

1309.6128 2 1309.6125 0.0003 270 280 0 84.25 37

1379.6384 2 1379.6391 -0.0007 290 302 0 40.09 37

1493.7463 2 1493.7474 -0.0011 14 26 0 86.22 38

1512.8298 3 1512.83 -0.0002 204 216 0 69.72 35

1534.9455 2 1534.9447 0.0008 162 175 1 58.73 20

1752.8498 2 1752.8505 -0.0007 147 161 0 72.42 37

1071.5387 2 1071.5383 0.0005 145 154 0 41.74 35

1183.5279 2 1183.5292 -0.0013 494 505 0 69.89 34

1186.6952 2 1186.6962 -0.0009 167 177 0 43 33

1273.6662 2 1273.6666 -0.0004 483 493 0 52.67 38



1483.6824 2 1483.6838 -0.0014 387 399 0 63.3 36

1536.8366 3 1536.8372 -0.0006 457 470 1 37.88 35

1540.9594 3 1540.9592 0.0002 167 180 1 41.07 20

1795.7385 2 1795.7398 -0.0013 569 588 0 107.93 28

1802.8498 2 1802.8509 -0.0011 331 347 0 61.58 36

2193.1539 3 2193.1542 -0.0003 402 422 1 58.41 35

2409.127 2 2409.1304 -0.0034 212 233 0 77.01 36

840.5177 2 840.5181 -0.0004 269 276 0 42.89 29

1323.7761 2 1323.7762 -0.0001 139 151 0 61.75 28

1372.6353 2 1372.6358 -0.0004 257 268 0 45.18 35

1598.8079 2 1598.8086 -0.0007 161 174 0 88.51 37

1661.8281 2 1661.8294 -0.0013 239 253 0 109.57 38

2442.1634 3 2442.1633 0.0001 46 67 0 58.49 37

3300.6868 3 3300.6878 -0.001 7 39 0 82.22 35

919.4797 2 919.4797 0.0001 43 52 0 55.85 38

940.5014 2 940.5018 -0.0004 63 70 0 38.97 34

1047.5744 2 1047.5746 -0.0002 43 53 1 39.99 37

1438.6786 2 1438.6801 -0.0015 27 42 0 99.57 37

2155.0164 2 2155.0181 -0.0017 71 89 1 119.31 37

1160.6025 2 1160.6037 -0.0012 259 268 0 59.07 38

1317.753 2 1317.7544 -0.0014 793 804 0 49.71 33

1446.8071 2 1446.8082 -0.0011 330 343 0 113 34

1569.8103 2 1569.8111 -0.0008 1288 1302 0 108.97 36

1889.9854 2 1889.9847 0.0007 440 458 0 149.34 37

2015.0402 3 2015.0411 -0.0009 845 860 0 41.97 37

1157.6441 2 1157.6445 -0.0004 197 208 0 39.64 37

1324.6264 2 1324.6268 -0.0004 374 385 0 52.41 36

1478.8569 3 1478.8569 0 311 323 1 49.74 30

1921.9448 2 1921.9455 -0.0007 285 301 0 122.58 38

2086.995 2 2086.9993 -0.0043 252 270 0 108.01 37

1475.7663 2 1475.7654 0.0009 580 592 0 59.12 38

1524.8987 2 1524.8988 0 1069 1083 0 109.56 29

1940.0499 2 1940.052 -0.0021 810 827 0 123.35 34

2466.2402 3 2465.2285 1.0117 1146 1169 1 82.57 37

1054.5272 2 1054.527 0.0003 1508 1515 0 45.92 35

1101.5934 2 1101.5931 0.0003 629 638 0 49.3 38

1279.7864 2 1279.7864 0.0001 802 814 0 86.63 24

1316.7119 2 1316.7122 -0.0003 539 550 0 48.28 37

1704.8517 2 1704.8505 0.0012 1271 1284 0 93.58 38

2130.0434 2 2130.0441 -0.0006 39 60 0 103.45 37

2201.1761 3 2201.1766 -0.0005 363 382 0 42.15 35

2365.0511 3 2365.0517 -0.0006 1643 1665 1 39 34

2411.1934 2 2411.193 0.0004 1008 1029 0 58.2 37

2510.3534 3 2509.3403 1.0131 1097 1117 1 34.31 33

766.3868 2 766.3861 0.0007 326 332 0 51.03 36

916.574 2 916.5746 -0.0006 367 374 0 31.23 26

1206.6245 2 1206.6245 0.0001 354 366 0 50.24 38

1210.5982 2 1210.5983 -0.0001 228 237 0 59.71 37

1359.7054 2 1359.7068 -0.0013 106 116 0 62.16 38

1407.7143 3 1407.7147 -0.0004 134 145 1 40.88 38

2031.0124 2 2031.0136 -0.0011 76 95 0 87.54 37

2105.188 3 2105.1885 -0.0004 354 374 1 50.14 29

1009.4822 2 1009.4829 -0.0007 475 483 0 38.26 36

1315.6615 2 1315.6619 -0.0004 181 194 0 64.58 37

1559.8018 2 1559.8042 -0.0024 124 138 0 97.34 38

2115.0066 2 2115.0062 0.0005 41 60 0 101.68 37

2375.1064 2 2375.107 -0.0006 139 160 0 128.12 36

3395.6446 3 3395.6442 0.0003 422 454 1 51.48 36



1934.0255 2 1934.0262 -0.0006 180 197 0 109.89 36

2090.1268 3 2090.1273 -0.0004 180 198 1 77.63 34

2430.233 2 2430.2319 0.0012 249 271 0 104.19 37

2483.217 2 2483.2166 0.0004 91 113 0 129.6 37

1212.671 2 1212.6714 -0.0004 296 306 0 87.6 35

1587.7839 2 1587.7852 -0.0013 228 243 0 108.6 37

1632.7942 2 1631.7865 1.0077 249 262 0 62.57 37

1666.9003 2 1666.9002 0.0001 325 340 0 107.63 34

1767.7778 3 1767.7787 -0.001 131 145 0 59.85 33

1154.6401 2 1154.6408 -0.0006 192 203 0 55.73 33

1344.6373 2 1344.6384 -0.0011 571 581 0 37.89 36

1493.714 2 1493.7151 -0.0011 68 80 0 75.8 37

1535.7423 3 1535.744 -0.0018 54 67 0 44.55 38

1658.8871 2 1658.8879 -0.0008 204 219 0 88.34 37

1786.9819 2 1786.9828 -0.001 204 220 1 54.57 34

2051.9874 2 2052.0052 -0.0177 313 330 0 104.14 37

910.4913 2 910.4913 0.0001 125 131 0 47.28 34

1235.6125 2 1235.6146 -0.002 16 26 1 39.04 38

1292.6714 2 1292.6725 -0.0011 92 102 0 64.41 38

1368.6243 2 1368.6245 -0.0002 225 235 0 39.7 35

1576.843 2 1576.8461 -0.003 110 124 0 86.09 37

1613.9054 2 1613.9062 -0.0008 433 446 0 95.4 33

1668.8224 2 1668.822 0.0004 181 196 0 83.56 37

2012.1783 3 2012.1782 0 294 311 0 50.82 23

2545.3904 4 2544.3846 1.0058 197 219 1 39.74 31

4142.1533 4 4142.1549 -0.0016 158 196 1 35.4 31

764.4198 2 764.4181 0.0017 281 287 0 38.56 35

872.5079 2 872.508 -0.0001 292 300 0 45.68 38

978.4666 2 978.4672 -0.0006 365 373 0 52.8 36

1205.6027 2 1205.604 -0.0013 61 70 0 68.14 38

1452.7462 2 1452.7474 -0.0011 238 252 0 84.08 37

1469.7272 2 1469.7258 0.0014 48 60 0 116.03 37

1808.8229 2 1808.8251 -0.0021 75 91 0 109.56 36

2382.2627 3 2382.2656 -0.0029 92 113 0 39.84 35

960.5284 2 960.528 0.0004 94 102 0 43.9 37

1059.5967 2 1059.5964 0.0003 77 85 0 43.41 36

1217.6153 2 1217.6153 0 147 157 0 46.6 38

1239.6244 2 1239.6248 -0.0004 206 215 0 71.37 37

1402.7089 2 1402.7126 -0.0037 324 336 0 76.68 37

1716.8861 2 1716.8869 -0.0007 113 126 0 108.23 37

1927.9861 2 1927.9859 0.0002 292 310 0 62.28 37

3616.783 3 3615.7879 0.9951 44 76 0 70.68 36

1235.6125 2 1235.6146 -0.002 16 26 1 39.04 38

1368.6243 2 1368.6245 -0.0002 220 230 0 39.7 35

1548.8515 2 1548.8512 0.0003 105 119 0 112.12 34

1613.9054 2 1613.9062 -0.0008 428 441 0 95.4 33

1668.8224 2 1668.822 0.0004 176 191 0 83.56 37

2006.2034 3 2006.204 -0.0007 289 306 0 55.59 22

2603.3663 4 2603.3676 -0.0013 192 214 1 42.71 35

754.4334 2 754.4337 -0.0003 405 411 0 45.22 31

1025.5866 2 1025.5869 -0.0003 424 433 0 40.07 32

1249.6298 2 1249.6302 -0.0004 277 287 0 73.26 38

1329.7502 2 1329.7504 -0.0002 448 459 0 69.66 35

1840.9213 3 1840.922 -0.0007 288 302 1 44.4 37

2307.153 2 2307.1495 0.0035 672 693 0 143.47 38

1101.5828 2 1101.5818 0.001 356 364 0 50.83 38

1161.5231 2 1161.5237 -0.0006 204 212 0 45.07 34

1403.652 2 1403.6528 -0.0008 441 453 0 86.68 35



1411.7404 2 1411.7419 -0.0016 467 480 0 90.02 36

2037.9384 2 2037.9426 -0.0041 365 383 0 109.85 36

2223.1746 3 2222.1736 1.0011 96 115 0 63.68 35

975.4409 2 975.441 -0.0001 21 30 0 63.16 33

1131.5231 2 1131.5197 0.0035 199 208 0 37.44 34

1143.5534 2 1143.5529 0.0005 42 52 0 67.35 35

1197.6975 2 1197.6982 -0.0007 31 41 1 49.12 33

1789.8806 2 1789.8846 -0.004 241 256 0 68.41 38

3150.6316 3 3150.635 -0.0034 150 179 0 96.21 34

747.4274 2 747.4279 -0.0005 363 368 0 43.7 36

881.4084 2 881.4065 0.0019 226 232 0 49.59 34

1356.6167 2 1356.6166 0.0002 380 391 0 52.1 35

1406.6063 2 1406.6063 0.0001 278 290 0 82.32 32

1736.8408 2 1736.8403 0.0005 291 305 0 122.02 37

1034.5476 2 1034.5509 -0.0033 413 423 0 54.71 37

1204.5464 2 1204.5473 -0.0009 981 991 0 44.61 35

1370.7921 2 1370.7922 -0.0001 483 494 0 55.55 33

1471.8015 2 1471.8035 -0.002 967 980 0 51.9 36

1543.7832 2 1543.7842 -0.001 1120 1133 0 81.36 37

1617.8407 2 1617.8403 0.0004 992 1006 0 73.84 37

1798.815 2 1798.8156 -0.0006 919 936 0 107.6 35

2774.4789 4 2773.4762 1.0027 750 775 0 44.51 33

1108.533 2 1108.5335 -0.0005 456 464 0 40.69 37

1147.588 2 1147.5873 0.0007 468 477 0 43.76 38

1242.6921 2 1242.6932 -0.001 772 783 0 70.9 37

1278.6388 2 1278.639 -0.0003 686 697 0 69.77 38

1542.8303 3 1542.8307 -0.0004 186 198 0 42.67 37

1748.9766 3 1748.9785 -0.0019 755 771 0 36.66 32

2044.0952 2 2044.0953 0 707 724 0 107.52 35

2901.5058 3 2900.5027 1.003 375 401 0 46.03 34

3112.6362 4 3112.6379 -0.0017 159 185 1 34.83 33

1232.6184 2 1232.6183 0.0001 623 633 0 53.6 38

1276.6636 2 1276.6663 -0.0028 318 330 0 69.34 38

1280.6168 2 1280.6183 -0.0015 331 341 0 48.46 37

1363.6727 2 1363.6732 -0.0005 1007 1019 0 81.48 38

1410.7333 2 1410.7354 -0.0022 54 66 0 43.03 36

1554.8615 2 1554.8617 -0.0002 763 777 0 95.9 34

2488.3166 3 2488.3173 -0.0008 385 407 0 76.6 35

1042.5763 2 1042.5771 -0.0008 104 113 0 79.63 36

1181.7023 2 1181.702 0.0004 78 89 0 67.81 30

1198.6549 2 1198.6557 -0.0009 286 296 0 79.88 34

1279.7608 2 1279.7612 -0.0004 161 173 0 60.89 28

1699.8914 2 1699.8927 -0.0013 459 475 0 100.39 37

2568.4052 3 2568.405 0.0002 297 320 0 53.22 31

1192.6548 2 1192.6564 -0.0016 138 147 0 65.85 35

1216.5968 2 1216.5989 -0.0021 321 330 0 53.94 36

1422.6565 2 1422.6568 -0.0002 183 193 0 60.2 36

1468.7981 2 1468.7998 -0.0017 102 116 0 82.68 35

2235.1364 2 2235.1358 0.0007 118 137 0 72.85 37

2260.071 2 2260.0707 0.0004 346 367 0 97.42 37

991.4837 2 991.4831 0.0006 185 192 0 41.32 38

1058.5349 2 1058.5356 -0.0007 338 347 0 40.77 37

1932.9266 2 1932.9285 -0.0019 268 285 0 89.31 37

2201.089 2 2201.0892 -0.0002 314 332 0 84.45 37

3356.5792 3 3356.5772 0.002 193 222 0 64.1 35

1089.5312 2 1089.5414 -0.0102 313 323 0 48.47 37

1542.7586 2 1542.7606 -0.002 356 368 0 61.43 37

1682.9459 2 1682.9454 0.0005 133 147 0 102.62 32



2322.2796 3 2322.2795 0.0002 133 153 1 92.37 31

1365.7359 2 1365.7365 -0.0006 368 380 0 49.1 35

1406.7047 2 1406.7042 0.0006 1145 1156 0 60.22 38

1434.7346 2 1434.7354 -0.0008 1132 1144 0 90.14 38

1475.7721 2 1475.7732 -0.0011 151 163 0 63.15 38

2023.971 3 2023.9707 0.0003 1308 1325 0 45.39 37

2057.0654 2 2057.0656 -0.0001 520 536 0 48.81 36

2661.4351 3 2660.4326 1.0024 414 437 0 79.19 32

974.5547 2 974.5549 -0.0002 227 237 0 44.21 36

1277.6274 2 1277.6286 -0.0011 135 146 0 40.52 38

1392.8082 2 1392.8089 -0.0007 150 163 0 32.75 28

1424.7669 2 1424.7664 0.0005 309 321 0 46.54 35

1456.8327 2 1456.8323 0.0004 238 250 0 95.47 33

1491.7671 2 1491.7681 -0.001 338 351 0 81.19 38

1863.936 2 1863.9367 -0.0007 322 337 0 74.15 38

3149.7319 3 3149.7336 -0.0017 194 223 1 38.62 29

1022.5829 2 1022.5834 -0.0006 26 34 0 50.47 32

2084.0602 2 2084.0572 0.0031 56 75 0 118.65 37

1209.6718 2 1209.6717 0.0001 5 15 0 34.99 33

1738.999 2 1738.9981 0.0008 437 453 0 90.65 30

2276.3078 2 2276.3104 -0.0025 506 526 0 98.2 26

2619.3938 3 2619.3942 -0.0004 161 183 1 60.26 34

975.4409 2 975.441 -0.0001 21 30 0 63.16 33

1175.5282 2 1175.5281 0.0001 199 208 0 48.59 34

1773.8873 2 1773.8897 -0.0024 241 256 0 98.46 38

1967.073 3 1967.0727 0.0003 98 115 0 36.05 33

3150.6331 3 3150.635 -0.0019 150 179 0 79.25 34

997.5545 2 997.5556 -0.0011 140 148 0 57.41 33

1192.6103 3 1192.6102 0.0001 48 58 0 42.53 38

1402.7935 2 1402.7932 0.0003 150 162 0 84.31 34

1558.8939 3 1558.8943 -0.0005 149 162 1 38.97 31

1630.8234 2 1630.8236 -0.0001 171 185 0 109.76 38

1365.7359 2 1365.7365 -0.0006 368 380 0 49.1 35

1434.7346 2 1434.7354 -0.0008 1132 1144 0 90.14 38

1475.7721 2 1475.7732 -0.0011 151 163 0 63.15 38

2023.971 3 2023.9707 0.0003 1308 1325 0 45.39 37

2039.1096 2 2039.1092 0.0005 520 536 0 57.45 34

2661.4351 3 2660.4326 1.0024 414 437 0 79.19 32

1673.8924 2 1673.893 -0.0006 21 33 0 72.36 37

1819.8024 3 1819.8047 -0.0023 64 78 0 44.94 34

2481.334 2 2480.3274 1.0066 88 110 0 101.26 33

1042.5763 2 1042.5771 -0.0008 100 109 0 79.63 36

1181.7023 2 1181.702 0.0004 74 85 0 67.81 30

1228.6913 2 1228.6914 -0.0001 282 292 0 70.48 36

1279.7608 2 1279.7612 -0.0004 157 169 0 60.89 28

1699.8914 2 1699.8927 -0.0013 455 471 0 100.39 37

985.5526 2 985.5556 -0.0031 125 133 0 49.31 36

1016.601 2 1016.6019 -0.0008 442 450 0 56.13 34

1181.6141 2 1181.6153 -0.0011 798 808 0 40.35 36

1334.6392 2 1334.6401 -0.0009 270 282 0 90.42 37

1921.948 2 1921.9489 -0.0009 838 856 0 112.66 38

916.574 2 916.5746 -0.0006 371 378 0 31.23 26

950.4817 2 950.4821 -0.0004 246 254 0 41.02 38

1227.6133 2 1227.6136 -0.0003 330 340 0 52.33 36

1359.7054 2 1359.7068 -0.0013 110 120 0 62.16 38

1401.7365 3 1401.7365 0 138 149 1 47.48 38

2048.969 2 2048.97 -0.0009 80 99 0 83.84 37

2090.1975 3 2089.1936 1.004 358 378 1 51.1 28



1294.833 2 1294.8336 -0.0006 618 629 0 87.01 20

1942.0885 3 1942.0887 -0.0002 225 241 1 55.95 32

2028.127 2 2028.1255 0.0015 839 856 0 41.04 32

2067.1311 3 2066.1313 0.9998 947 965 0 35.73 33

2073.12 2 2073.1218 -0.0018 694 713 0 127.49 34

1002.4882 2 1002.4883 -0.0001 972 980 0 50.49 37

1080.6289 2 1080.6291 -0.0002 1022 1032 0 35.71 32

1109.4983 2 1109.4989 -0.0006 690 699 0 57.22 35

1324.6629 2 1324.6623 0.0006 1041 1052 0 68.24 37

1346.665 2 1346.6678 -0.0027 708 719 0 74.16 37

1394.6913 2 1394.6929 -0.0016 1096 1108 0 44.6 37

1640.7496 2 1640.7503 -0.0006 771 784 1 49.2 35

1792.9923 2 1792.9935 -0.0011 176 191 0 50.1 32

2687.4641 3 2687.4646 -0.0005 466 490 1 50.28 30

1176.6138 2 1176.6139 0 812 821 0 70.82 38

1483.9017 2 1483.9014 0.0003 433 446 0 51.77 25

1622.8322 2 1622.8304 0.0018 570 583 0 62.3 37

1975.9391 2 1975.9374 0.0017 84 100 0 116.98 37

2014.0283 3 2014.0306 -0.0023 540 556 1 38.98 37

758.4651 2 758.465 0 291 297 0 47.11 35

1102.597 2 1102.5983 -0.0012 848 857 0 41.09 38

1550.7856 2 1550.7875 -0.0019 117 132 0 51.43 37

2097.1062 3 2097.1066 -0.0004 731 749 1 77.41 36

2162.1104 2 2162.1106 -0.0002 198 216 0 60.86 36

2579.2994 2 2579.3006 -0.0012 152 173 0 97.88 37

1378.707 2 1378.7092 -0.0022 376 389 0 80.04 38

1545.7815 2 1545.7821 -0.0006 319 332 0 110.86 38

2156.983 2 2156.9862 -0.0032 356 375 0 88.33 35

915.5542 2 915.5542 0 183 190 0 36.75 35

927.5391 2 927.5389 0.0002 239 246 0 38.42 33

961.523 2 961.5233 -0.0003 588 595 0 64.02 38

1054.5773 2 1054.5771 0.0002 228 238 0 35.67 34

1256.6394 2 1256.6401 -0.0007 569 579 0 50.27 36

1335.7651 2 1335.765 0.0001 339 350 0 81.26 30

1528.8138 2 1528.8137 0.0001 596 609 0 45.84 37

2153.0869 3 2153.0865 0.0004 519 540 0 56.5 37

4049.9657 4 4049.9681 -0.0024 468 505 0 67.84 35

949.5229 2 949.5233 -0.0003 406 413 0 38.47 35

1458.7683 2 1458.7752 -0.0069 96 108 0 56.22 37

1960.9658 2 1960.9676 -0.0018 318 333 0 133.65 38

2095.1659 4 2095.1677 -0.0019 341 359 0 58.25 31

1055.5978 2 1055.5975 0.0004 188 197 0 46.81 33

1125.512 2 1125.5124 -0.0004 129 138 0 75.72 35

1739.9569 2 1739.957 -0.0001 320 336 0 105.27 34

2708.2953 3 2708.2963 -0.001 93 118 0 81.47 37

1604.8402 2 1604.841 -0.0008 603 616 0 94.79 37

1770.0242 2 1770.0251 -0.0009 296 312 0 69.41 29

1924.0185 2 1924.0193 -0.0008 221 236 0 89.14 35

1157.6441 2 1157.6445 -0.0004 191 202 0 39.64 37

1270.6777 2 1270.6782 -0.0005 208 219 0 50.33 36

1419.8193 3 1419.8198 -0.0004 112 124 1 47.55 30

2028.0526 2 2028.0527 -0.0001 246 264 0 119.47 36

2141.0147 3 2141.0164 -0.0017 40 56 1 42.27 37

2340.2611 3 2340.2689 -0.0078 243 264 1 54.67 34

1240.5684 2 1240.5659 0.0025 361 371 0 35.94 35

2279.1526 2 2279.1533 -0.0006 88 109 0 154.35 37

3134.5471 3 3134.5442 0.0029 325 354 0 65.26 36

1072.5603 2 1072.5625 -0.0022 99 108 0 39.79 38



1157.6045 2 1157.604 0.0005 313 322 0 59.18 36

1298.7554 2 1298.7558 -0.0004 284 295 0 107.82 33

2203.1801 3 2202.1757 1.0044 52 73 0 74.01 35

1182.5923 2 1182.5921 0.0003 747 756 0 45.65 36

1196.5824 2 1196.5826 -0.0001 138 148 0 78.82 37

1309.6382 3 1309.6375 0.0007 163 174 0 42.92 37

2206.0268 2 2206.0324 -0.0056 245 263 0 93.48 36

2326.1875 3 2326.1879 -0.0004 531 550 0 37.4 37

2406.2446 2 2406.2471 -0.0025 75 97 0 49.34 36

1242.6563 2 1242.6568 -0.0005 426 435 0 40.02 36

1382.6864 2 1382.6864 0 626 638 0 84.45 37

2216.3035 3 2216.3031 0.0004 378 398 0 43.79 23

2302.1838 2 2302.1845 -0.0007 399 420 0 117.74 36

2362.2586 2 2362.2607 -0.002 86 106 0 53.08 34

2561.3913 3 2561.3927 -0.0015 84 106 1 75.03 32

2806.3535 3 2805.3545 0.999 45 69 0 54.79 37

975.5513 2 975.5502 0.0011 250 258 0 48.8 36

1029.5822 2 1029.5818 0.0004 57 66 0 45.91 37

1381.6828 2 1381.6838 -0.001 164 176 0 86.39 38

1658.9166 3 1657.9151 1.0014 57 71 1 56.17 34

1686.9343 2 1686.9345 -0.0002 420 434 0 45.45 34

856.4554 2 856.4555 -0.0002 61 68 0 40.71 34

959.5804 2 959.5804 0 711 718 0 44.81 32

1005.5605 2 1005.5607 -0.0002 927 935 0 42.89 36

1035.5506 2 1035.5502 0.0004 771 779 0 54.82 37

1485.8399 2 1485.8402 -0.0003 109 122 0 84.97 34

1746.8889 2 1746.89 -0.0011 32 48 0 95.3 38

713.4429 2 713.4435 -0.0007 430 435 0 44.42 30

1255.6881 2 1255.6884 -0.0003 88 99 0 46.83 35

1290.6352 2 1290.6303 0.0049 34 45 0 49.8 38

1319.6519 2 1319.651 0.0009 299 309 0 45.95 38

1526.7936 2 1526.794 -0.0004 358 371 0 106.65 36

1582.7823 3 1582.7839 -0.0015 441 454 1 56.92 37

1064.5906 2 1064.5906 -0.0001 15 23 0 41.84 34

3020.2786 3 3020.2785 0.0001 81 111 0 75.59 29

3431.7198 4 3431.7184 0.0014 268 297 1 64.88 36

1614.8385 2 1614.8399 -0.0014 26 40 0 75.85 37

1760.8772 2 1759.8774 0.9997 41 57 0 99.41 38

1614.8976 2 1614.8981 -0.0005 81 95 0 112.19 35

1865.1018 2 1865.1026 -0.0008 852 869 0 59.99 23

2326.26 3 2326.2606 -0.0006 284 304 0 73.47 33

1180.5716 2 1180.5724 -0.0008 410 420 0 84.19 37

1291.5698 2 1291.5714 -0.0016 399 409 0 55.13 33

1528.8074 2 1528.8079 -0.0005 278 291 0 68.57 37

1535.9546 2 1535.9538 0.0008 559 572 0 60.93 20

2292.3456 3 2292.3457 0 559 579 1 27.64 22

1045.6131 2 1045.6131 -0.0001 372 381 0 68.94 33

1555.7632 2 1555.763 0.0001 210 223 0 66.95 37

1854.0512 2 1854.0502 0.001 437 453 0 63.12 30

3201.6481 3 3201.6517 -0.0037 405 436 0 77.9 35

1157.6409 2 1157.6405 0.0005 351 361 0 38.52 37

1248.6121 2 1248.6132 -0.0011 135 146 0 84.92 38

1426.792 2 1426.7919 0.0001 260 272 0 88.04 35

1655.8988 2 1655.8995 -0.0007 273 288 0 39.16 35

2443.3872 3 2443.3872 -0.0001 7 29 0 66.36 27

1026.6078 2 1026.6073 0.0005 182 191 0 39.39 30

1056.6542 2 1056.6543 -0.0001 282 291 0 49.46 29

1074.592 2 1074.5921 0 248 258 0 60.53 37



1127.5939 2 1127.5934 0.0005 265 275 0 68.79 35

1130.5558 2 1130.5567 -0.0009 227 236 0 54.58 36

1209.6465 3 1209.6466 0 237 247 1 36.7 35

1523.7988 2 1523.7984 0.0005 303 316 0 74.75 37

995.6127 2 995.6127 -0.0001 311 319 0 36.81 26

1003.5819 2 1003.5814 0.0005 471 479 0 64.4 34

1413.7195 2 1413.7212 -0.0017 193 204 0 66.6 36

1880.9353 2 1880.9342 0.0011 445 460 0 112.04 37

1034.5476 2 1034.5509 -0.0033 413 423 0 54.71 37

1204.5464 2 1204.5473 -0.0009 980 990 0 44.61 35

1370.7921 2 1370.7922 -0.0001 483 494 0 55.55 33

1638.8435 2 1638.8465 -0.0029 776 791 0 42.69 37

1798.815 2 1798.8156 -0.0006 918 935 0 107.6 35

1045.5981 2 1045.6019 -0.0037 375 384 0 53.66 34

1189.6455 2 1189.6455 0 751 760 0 41.35 38

1459.7305 2 1459.7307 -0.0002 697 709 0 58.99 38

1518.7825 2 1518.7831 -0.0006 240 252 0 56.93 38

1848.8338 2 1848.8337 0 903 920 0 70.03 35

2004.9336 3 2004.9348 -0.0013 903 921 1 40.09 36

2088.0474 3 2088.0487 -0.0013 217 234 1 50.28 37

977.5183 2 977.5182 0.0001 37 44 0 46.67 36

1530.7167 2 1530.7161 0.0006 86 99 0 84.88 36

1681.8333 2 1681.8312 0.0021 320 334 0 66.01 37

3076.5394 3 3075.5256 1.0137 45 72 0 49.75 36

1015.5181 2 1015.5186 -0.0005 50 59 0 38.47 36

1195.728 2 1195.7288 -0.0008 469 479 0 60.89 28

1266.5687 2 1266.5696 -0.001 137 148 0 76.17 35

1507.7583 2 1507.7592 -0.0009 213 225 0 102.64 38

1356.8013 2 1356.8017 -0.0004 157 169 0 53.43 30

1368.6243 2 1368.6245 -0.0002 224 234 0 39.7 35

1526.892 2 1526.892 0.0001 432 445 0 86.45 30

1924.1724 3 1923.1669 1.0054 293 310 0 51.52 20

2994.4189 3 2993.4142 1.0047 254 280 0 41.85 36

1112.6441 2 1112.6441 0 821 831 0 106.81 33

1814.9358 2 1814.9342 0.0016 299 313 0 78.78 37

2134.9998 3 2134.0007 0.9991 241 257 0 46.88 36

842.4847 2 842.4862 -0.0015 2 10 0 60.6 34

1180.6923 2 1180.6928 -0.0005 129 139 0 90.73 30

1549.7561 2 1549.7559 0.0002 115 128 0 83.17 38

1097.5871 2 1097.5869 0.0002 225 233 1 39.83 34

1143.6573 2 1143.6573 0 282 291 0 61.26 35

1182.6249 2 1182.6244 0.0005 433 443 0 57.85 36

1259.6753 2 1259.6761 -0.0008 468 478 0 60.29 37

1329.7077 2 1329.7075 0.0002 234 246 0 83.89 37

1053.5813 2 1053.5819 -0.0006 100 109 0 34.94 34

1334.6832 2 1334.683 0.0002 524 535 0 82.57 38

1642.8357 2 1642.8355 0.0002 763 777 0 95.53 37

2723.4532 3 2722.4502 1.0031 812 839 0 45.2 33

1243.7745 2 1243.7751 -0.0006 344 355 0 90.04 23

1293.7119 2 1293.7115 0.0004 401 411 0 43.07 34

1431.6756 2 1431.6742 0.0014 179 190 0 73.64 36

2349.3775 3 2349.3784 -0.0009 289 309 1 39.61 23

1319.6221 3 1319.6218 0.0003 372 383 0 43.63 36

1554.7791 2 1554.7786 0.0006 21 35 0 95.38 37

1927.9412 3 1927.9422 -0.001 384 400 0 47.13 37

2521.3752 3 2521.3751 0.0001 437 461 0 62.97 31

1852.0557 2 1852.0557 0 348 364 0 134.2 30

2008.1567 3 2008.1568 -0.0002 347 364 1 54.65 27



1788.0299 2 1788.0284 0.0014 760 775 0 81.16 29

2312.3651 3 2311.3603 1.0049 935 954 0 50.51 23

948.5395 2 948.5392 0.0003 197 205 0 60.2 35

1059.5048 2 1059.5131 -0.0082 160 169 0 55.1 35

1218.6492 2 1218.6496 -0.0004 112 121 0 53.51 37

1407.7514 2 1407.7511 0.0003 95 106 0 82.26 36

1842.9423 2 1842.9435 -0.0013 269 286 1 39.61 37

1340.7569 2 1340.7565 0.0005 511 523 0 89.46 34

1630.8664 2 1630.8679 -0.0015 227 242 0 97.58 37

1939.0577 2 1939.0561 0.0016 278 296 0 78.4 34

2959.478 3 2958.4757 1.0023 120 147 0 71.93 36

881.4397 2 881.4396 0.0001 727 733 0 40.5 36

1228.5721 2 1228.5724 -0.0004 499 509 0 63.61 35

1228.7176 2 1228.718 -0.0003 593 603 0 59 34

1395.7244 2 1395.7245 -0.0001 604 616 0 40.81 37

1983.0258 3 1982.0208 1.005 405 423 0 61.23 36

2896.4617 3 2896.4607 0.001 745 770 1 42.68 36

1818.893 2 1818.8921 0.0009 26 42 0 93.59 38

2409.2088 3 2409.2097 -0.0009 26 47 1 40.8 37

1033.5226 2 1033.5226 0 344 352 0 59.47 38

1443.6485 2 1443.6491 -0.0006 63 76 0 90.83 33

1861.0594 3 1861.0607 -0.0013 127 145 0 47.12 29

1038.6072 2 1038.6073 -0.0001 64 72 0 46.86 29

2652.3999 3 2651.3919 1.008 319 341 0 87.54 34

869.5333 2 869.5334 -0.0001 236 243 0 51.76 30

1009.5919 2 1009.592 -0.0001 417 425 0 31.86 29

1460.7607 2 1460.7623 -0.0016 185 197 0 102.22 38

1578.8005 2 1578.8042 -0.0037 133 146 0 44.56 38

1750.8853 2 1750.889 -0.0037 244 259 0 48.49 37

1300.7018 2 1300.7027 -0.0009 157 168 0 90.56 37

1306.641 2 1306.6418 -0.0008 146 156 0 61.34 38

1372.6765 2 1372.6769 -0.0004 133 144 0 72.3 37

1455.7672 2 1455.7722 -0.0049 158 171 0 59.76 36

1547.7949 2 1547.7944 0.0006 94 108 0 72.57 38

1557.8726 2 1557.8726 0 342 356 0 80.66 34

1075.5075 2 1075.508 -0.0005 160 169 0 59.89 37

1436.7542 2 1436.7525 0.0018 255 268 0 50.9 36

1464.773 2 1464.7725 0.0005 95 106 0 92.49 37

1608.7969 2 1608.7995 -0.0026 216 231 0 46.25 38

856.4763 2 856.4766 -0.0004 35 42 0 39.99 33

1042.556 2 1042.556 0.0001 668 676 0 49.56 36

1235.5793 2 1235.5782 0.0011 1039 1049 0 47.43 37

1340.6613 2 1340.6612 0 164 174 0 65.84 36

1670.9267 2 1670.9276 -0.001 891 905 0 72.25 34

977.5311 2 977.5294 0.0017 520 527 0 39.01 37

1715.0035 2 1715.0022 0.0013 2116 2129 0 34.75 27

1778.9523 3 1778.9527 -0.0004 856 871 0 48.52 35

1780.9998 2 1781.0047 -0.0048 1464 1479 0 78.82 31

2408.297 3 2407.292 1.005 2201 2222 0 59.85 33

798.4967 2 798.4963 0.0004 134 140 0 33.31 31

1071.6441 2 1071.6441 0.0001 934 943 0 65.91 34

1227.6733 3 1227.6724 0.0009 411 422 0 43.29 36

1612.8563 2 1612.8573 -0.001 646 659 0 74.96 36

1855.9528 3 1855.9541 -0.0012 611 626 1 38.15 37

1578.7002 2 1578.6984 0.0018 1940 1952 0 46.8 34

1944.0317 2 1944.0316 0.0001 2070 2087 0 116.01 36

1180.7181 2 1180.718 0.0001 174 184 0 63.83 26

1232.6895 2 1232.6877 0.0018 397 408 0 57.84 35



1458.7602 2 1458.7678 -0.0076 361 374 0 42.99 37

1881.0966 3 1881.0975 -0.0009 147 164 0 43.47 27

1284.7695 2 1284.7693 0.0002 2912 2922 0 41.11 30

1550.9073 2 1550.9072 0.0001 1927 1940 0 127.93 28

1714.9035 3 1714.9036 -0.0001 657 671 1 37.61 37

2355.1436 2 2355.1457 -0.002 630 650 0 81.03 37

1267.6049 2 1267.6044 0.0004 51 61 0 40.53 37

1948.8579 2 1948.8578 0.0001 396 411 0 100.26 33

2219.1296 2 2219.1263 0.0034 365 382 0 68.09 37

1808.9859 3 1808.9859 0.0001 439 453 1 36.54 33

1871.9406 2 1871.9411 -0.0005 675 692 0 98.1 37

4025.0233 3 4025.0269 -0.0037 220 256 1 55.44 34

1757.9776 2 1757.9774 0.0002 73 88 0 95.74 34

1966.0012 3 1966.0021 -0.0009 359 377 1 76.1 37

1138.707 2 1138.7074 -0.0004 831 840 0 66.75 25

1414.7812 2 1414.782 -0.0008 718 729 0 84.01 36

1957.9715 3 1956.9687 1.0028 81 98 0 47 37

980.5699 2 980.5695 0.0004 100 107 0 33.74 31

1762.8828 2 1762.8836 -0.0008 12 27 0 97.03 38

2113.1518 3 2113.1531 -0.0013 55 72 1 62.17 34

906.5495 3 906.5511 -0.0017 351 357 1 26.86 25

961.5235 2 961.5233 0.0003 322 329 0 68.12 37

1038.6074 2 1038.6073 0.0001 290 298 0 32.15 29

1111.5304 2 1111.5298 0.0006 335 343 0 43.15 36

1548.8403 3 1548.8412 -0.001 309 321 1 51.53 35

2028.9004 2 2028.9025 -0.002 418 435 0 63.38 34

1256.7334 2 1256.734 -0.0005 84 95 0 96.84 33

1383.7043 2 1383.7034 0.0009 26 37 0 69.13 36

1484.7447 2 1484.7471 -0.0024 428 441 0 55.63 37

2005.9582 2 2005.9574 0.0008 277 292 0 69.71 37

2017.0332 2 2017.0368 -0.0035 120 138 0 76.22 37

976.5085 2 976.509 -0.0005 390 397 0 40.11 38

1228.7025 2 1228.7027 -0.0002 609 619 0 79.6 35

1566.9344 2 1566.9345 -0.0001 430 444 0 77.93 27

1036.5186 2 1036.5189 -0.0003 110 118 0 56.35 37

1227.6733 3 1227.6724 0.0009 411 422 0 43.29 36

1612.8563 2 1612.8573 -0.001 646 659 0 74.96 36

1855.9528 3 1855.9541 -0.0012 611 626 1 38.15 37

897.4926 2 897.492 0.0007 24 31 0 55.89 33

1169.5962 2 1169.5968 -0.0006 178 187 0 58.79 35

1581.8458 2 1581.8475 -0.0016 75 89 0 75.02 35

2626.0509 3 2626.053 -0.0021 42 65 0 58.14 26

2901.2141 3 2901.2164 -0.0023 40 65 1 90.58 29

1266.7902 2 1266.7911 -0.001 72 84 0 42.62 23

1686.7954 2 1686.7962 -0.0008 101 115 0 93.18 37

1091.5977 2 1091.5975 0.0002 6 15 0 51.49 36

1660.893 3 1660.8937 -0.0007 488 502 0 43.13 36

2166.1072 2 2165.0946 1.0127 856 872 0 87.82 37

3074.5585 3 3074.5594 -0.0009 194 222 0 43.82 36

1187.655 2 1187.6584 -0.0034 295 304 0 95.87 37

1746.8772 2 1746.8788 -0.0016 386 401 0 61.43 38

1367.6732 2 1367.6755 -0.0023 388 399 0 78.77 37

1410.8019 3 1410.8024 -0.0005 409 419 1 40.52 33

1722.018 2 1722.0192 -0.0012 91 105 0 48.67 26

3118.711 3 3118.71 0.001 617 644 0 44.18 29

797.5121 2 797.5123 -0.0002 109 116 0 28.89 26

1287.6591 2 1287.6605 -0.0014 95 106 0 74.65 37

1422.6586 2 1422.6627 -0.0041 28 40 0 86.33 36



1933.0249 2 1933.023 0.0019 53 70 0 96.22 36

2089.0871 3 2089.0877 -0.0007 110 127 1 65.09 37

2423.1601 3 2423.1618 -0.0017 80 99 1 46.58 37

1048.5191 2 1048.5189 0.0002 314 322 0 45.16 38

1225.7024 2 1225.703 -0.0006 469 480 0 98.74 32

1752.9573 2 1752.9563 0.001 363 378 0 38.76 33

1188.6342 2 1188.635 -0.0008 182 194 0 74.18 38

1342.7081 2 1342.7092 -0.0012 195 209 0 58.54 37

1351.6355 2 1351.6368 -0.0013 331 342 0 55.66 37

1425.7568 2 1425.7576 -0.0007 132 144 0 55.16 36

1759.8941 2 1759.8952 -0.0011 9 25 0 97.79 37

1383.7706 2 1383.7722 -0.0015 283 297 0 58.64 34

1775.9008 2 1774.8924 1.0085 355 370 0 95.34 38

1201.6808 2 1201.6819 -0.0011 375 385 0 51.9 35

1534.9459 2 1534.9447 0.0013 810 823 0 80.83 20

2186.2129 3 2186.2133 -0.0004 1687 1707 1 36.1 31

1190.5949 2 1190.5931 0.0018 177 187 0 47.85 38

1265.7346 2 1265.7343 0.0003 343 353 0 41.12 30

1512.8149 2 1512.8147 0.0002 259 272 0 97.32 36

1053.5551 2 1053.5567 -0.0016 106 116 0 71.37 35

1156.6451 2 1156.6452 -0.0001 11 21 0 42.7 36

1442.7237 2 1442.7253 -0.0016 128 140 0 73.62 37

754.5064 2 754.5065 -0.0001 102 107 0 46.59 20

773.5159 2 773.5163 -0.0005 83 88 0 45.75 22

1570.8564 2 1570.8566 -0.0002 161 175 0 67.33 35

1159.6712 2 1159.6713 -0.0001 148 158 0 85.23 34

2924.5348 3 2924.5357 -0.0009 321 348 0 59.06 34

1945.9501 2 1945.9495 0.0006 165 181 0 76.3 37

2187.2479 3 2187.2487 -0.0009 97 115 1 64.84 27

1141.6821 2 1141.6819 0.0002 444 454 0 89.08 31

1832.8259 2 1832.8217 0.0042 221 236 0 50.06 35

1155.6974 2 1155.6975 -0.0001 478 488 0 95.41 32

2182.1858 3 2182.1899 -0.0041 380 398 1 41.1 33

1129.5719 2 1129.5728 -0.0008 85 95 0 71.84 36

1255.6622 2 1255.6633 -0.0011 123 136 0 46.74 35

2473.3034 2 2473.3064 -0.003 278 300 0 51.28 35

1176.6138 2 1176.6139 0 510 519 0 70.82 38

1297.681 2 1297.6813 -0.0002 207 218 0 47.74 35

1499.8964 2 1499.8963 0.0001 131 144 0 35.25 27

2014.0283 3 2014.0306 -0.0023 238 254 1 38.98 37

1138.5723 2 1138.5731 -0.0007 973 981 0 56.38 36

1872.8382 2 1872.8391 -0.0009 582 597 0 63.38 34

1954.9657 3 1954.965 0.0008 982 997 0 48.72 37

1487.7083 2 1487.7104 -0.0021 283 295 0 97.92 36

1958.9597 2 1958.9625 -0.0028 172 188 0 42.19 37

1149.5975 2 1149.599 -0.0014 127 137 0 84.43 37

1315.717 2 1315.7169 0.0001 411 421 0 58.75 37

1560.715 2 1560.7168 -0.0018 168 181 0 69.11 35

1703.8822 2 1703.8842 -0.002 79 93 0 68.15 37

1162.6202 2 1161.6142 1.006 161 171 0 55.42 37

1905.9945 2 1904.9918 1.0027 198 215 0 75.78 37

843.5218 2 843.5218 0 387 393 0 44.18 35

1087.5695 2 1087.5696 0 377 386 0 42.79 38

1241.6287 2 1241.6292 -0.0005 412 422 0 60.25 36

2655.3619 3 2655.3656 -0.0037 204 227 1 45.47 36

1031.6125 2 1031.6128 -0.0003 482 490 0 51.34 32

2366.3832 2 2366.3824 0.0008 329 352 0 74.12 21

1024.5708 2 1024.5706 0.0003 303 310 0 34.02 33



1103.6085 2 1103.6087 -0.0002 227 236 0 51.97 36

1151.5919 2 1151.5934 -0.0016 130 140 0 79.95 37

1217.5875 2 1217.5888 -0.0013 1502 1513 0 41.44 36

2119.1148 2 2119.1161 -0.0013 1116 1135 0 92.25 36

1028.5984 2 1028.5978 0.0005 93 102 0 56.73 35

1214.6508 2 1214.6506 0.0001 390 400 0 80.13 37

1057.5766 2 1057.5768 -0.0001 1865 1874 0 43.42 36

1120.6235 2 1120.624 -0.0005 2101 2110 0 39.03 35

1796.8401 2 1796.8369 0.0032 1395 1408 0 43.26 36

2139.1576 3 2139.1576 0.0001 1496 1515 0 49.3 34

2183.0465 3 2183.0494 -0.003 885 903 0 55.65 37

1044.4694 2 1044.4699 -0.0005 208 216 0 44.23 32

1144.59 2 1144.591 -0.001 134 142 0 73.2 37

2882.4282 2 2882.4284 -0.0002 94 120 0 38.95 37

1324.6629 2 1324.6623 0.0006 1042 1053 0 68.24 37

1792.9923 2 1792.9935 -0.0011 160 175 0 50.1 32

2230.2471 3 2230.2473 -0.0002 453 473 0 32.27 30

1241.759 2 1241.7595 -0.0005 1064 1075 0 79.22 28

1716.8701 2 1715.873 0.9971 600 615 0 48.77 38

1205.572 2 1205.5717 0.0003 434 443 0 56.15 37

1450.8869 3 1450.8871 -0.0002 388 400 1 28.48 22

1522.669 2 1522.6689 0.0002 185 197 0 69.34 34

939.5755 2 939.5753 0.0002 125 132 0 58.14 28

2080.9272 3 2080.9273 -0.0001 107 124 0 63.45 34

1009.5345 2 1009.5345 0 888 895 0 47 36

1012.6537 3 1012.6546 -0.0009 401 408 1 31.62 26

1295.7553 2 1295.7561 -0.0009 637 648 0 42.6 31

1730.9657 3 1729.9627 1.0029 194 207 1 62.27 33

1325.6989 2 1325.6979 0.001 371 381 0 55.2 35

1394.7621 2 1394.763 -0.0009 232 244 0 70.63 34

1573.9489 2 1573.9483 0.0005 140 153 0 44.35 23

1652.9861 2 1652.9865 -0.0004 435 448 0 61.08 25

1859.0916 3 1859.092 -0.0004 140 155 1 35.3 24

1072.623 2 1072.6241 -0.0011 42 52 0 60.45 36

1972.1254 3 1972.1258 -0.0004 17 33 0 52.24 29

1388.6714 2 1387.6812 0.9901 240 250 0 51.76 36

1654.8424 2 1653.8363 1.0061 206 220 0 69.34 36

1597.8685 2 1597.8684 0.0002 90 102 0 56.48 35

2126.0438 3 2126.0433 0.0005 662 679 0 62.77 37

1410.8337 2 1410.8334 0.0003 153 165 0 41.54 28

3549.907 3 3549.9083 -0.0014 116 149 0 71.6 30

1166.6033 2 1166.6044 -0.001 319 328 0 51.53 37

1410.6253 2 1410.6263 -0.0009 329 341 0 66.49 34

916.4444 2 916.4443 0.0001 490 496 0 46.78 35

1258.6519 2 1258.6517 0.0001 335 345 0 66.19 38

822.4387 2 822.4388 -0.0001 730 736 0 39.33 36

1153.682 2 1153.6819 0.0001 442 451 0 67.88 31

1649.9967 2 1649.9967 0 21 35 0 30.48 22

1259.541 2 1259.5419 -0.0008 304 315 0 46.81 31

1647.8022 3 1647.8045 -0.0024 316 328 1 61.96 38

1720.9599 2 1720.9512 0.0087 738 752 0 69.43 32

756.4492 2 756.4494 -0.0002 585 590 0 37.61 33

1225.6314 2 1225.6303 0.0011 378 389 0 41.85 36

1510.8334 3 1510.8355 -0.0021 182 196 0 59.12 34

1094.5886 2 1094.5873 0.0013 32 40 0 49.27 36

2886.364 3 2886.3613 0.0027 456 482 0 59.02 37

1028.5604 2 1028.5614 -0.001 855 863 0 41.42 37

1347.6811 2 1347.6823 -0.0012 726 737 0 70.36 38



1103.5395 2 1103.5393 0.0002 390 399 0 40.45 37

1247.635 2 1247.6366 -0.0016 508 518 0 54.91 39

1343.6985 2 1343.698 0.0005 450 461 0 54.45 37

1444.6417 2 1444.6412 0.0006 177 187 0 43.54 33

1579.7547 2 1579.7552 -0.0005 164 176 0 62.37 37

948.5644 2 948.5644 0 36 43 0 35.2 30

2004.9626 2 2004.9609 0.0018 16 35 0 70.42 37

1075.5608 2 1075.5622 -0.0014 260 270 0 68.07 39

2859.496 3 2858.5079 0.9881 717 741 0 35.99 34

949.4806 2 949.4804 0.0003 85 92 0 45.09 38

1056.6292 2 1056.6292 0.0001 57 67 0 62.54 34

1235.6125 2 1235.6146 -0.002 16 26 1 39.04 38

1368.6243 2 1368.6245 -0.0002 223 233 0 39.7 35

1913.1466 3 1913.1462 0.0004 292 309 0 47.42 21

1159.6194 2 1159.6197 -0.0003 50 61 0 67.99 38

1165.5993 2 1165.5979 0.0014 66 76 0 38.57 37

1368.6243 2 1368.6245 -0.0002 227 237 0 39.7 35

1955.1571 3 1955.1568 0.0004 296 313 0 54.95 26

1046.5768 2 1046.576 0.0007 72 80 0 37.41 37

2941.506 3 2941.5073 -0.0013 85 109 1 64.27 35

1145.6039 2 1145.604 -0.0001 50 61 0 66.41 39

1165.5993 2 1165.5979 0.0014 66 76 0 38.57 37

1340.7036 2 1340.7048 -0.0012 53 65 0 46.96 36

1908.0318 2 1908.0316 0.0001 616 635 0 51.89 34

1252.6517 2 1252.6524 -0.0007 31 42 0 51.19 36

1813.971 2 1813.9713 -0.0003 200 215 0 42.74 36

880.5752 2 880.5746 0.0006 266 274 1 23.2 20

1301.6146 2 1301.614 0.0006 247 258 0 67.47 35

1003.5317 2 1003.5298 0.0019 100 109 0 39.39 38

2487.2408 3 2487.2434 -0.0026 437 458 0 53.53 37

1072.483 2 1072.4825 0.0005 280 288 0 44.22 32

1216.681 2 1216.6815 -0.0005 183 193 0 48.51 36

828.5066 2 828.5069 -0.0003 115 121 0 34.71 34

1380.8447 3 1380.8453 -0.0006 43 55 1 39.4 26

1391.6225 2 1391.6239 -0.0014 28 39 0 41.17 34

1209.6399 2 1209.6394 0.0006 146 155 0 50.67 36

1239.6602 2 1239.6612 -0.001 285 296 0 38.27 35

943.5337 2 943.5338 -0.0001 246 253 0 37.82 37

1467.8596 3 1467.8595 0 38 49 1 48.99 30

1015.5248 2 1015.5233 0.0015 164 174 0 39.69 37

2001.9449 3 2001.9392 0.0057 129 147 0 42.76 37

1132.5093 2 1132.5084 0.0009 300 309 0 36.87 33

1239.6822 2 1239.6823 -0.0001 203 213 0 40.23 34

1067.5978 2 1067.5975 0.0003 494 503 0 36.58 33

2569.3638 3 2569.364 -0.0002 170 194 0 40.54 34

1169.5568 2 1169.5564 0.0004 182 191 0 38.85 35

1250.6247 2 1250.625 -0.0003 752 763 0 41.03 38

963.4404 2 963.441 -0.0005 100 107 0 40.34 35

1694.993 3 1694.9931 -0.0001 53 67 1 29.38 28

1453.7286 3 1453.7273 0.0013 77 89 1 38.34 37

3956.0566 3 3956.0571 -0.0006 213 248 0 33.25 33

pep_exp_mr pep_exp_z pep_calc_mr pep_delta pep_start pep_end pep_miss pep_score pep_ident

975.4696 2 975.4695 0.0001 351 359 0 71 37

1026.5499 2 1026.5498 0.0001 310 318 0 69.41 34

1138.6861 2 1138.6862 -0.0001 253 262 0 64.51 28

1145.5818 2 1145.5829 -0.0011 242 251 0 50.37 38

1214.5747 2 1214.5754 -0.0007 381 390 0 73.61 35

1298.6137 2 1298.6143 -0.0006 47 58 0 76.81 35



1401.6491 2 1401.6495 -0.0004 163 174 0 71.54 35

1621.8443 2 1621.8439 0.0004 263 276 0 66.69 37

1646.8003 2 1646.8008 -0.0005 63 77 0 68.18 37

1695.8247 2 1695.8257 -0.0009 337 350 0 82.13 37

1821.9147 2 1821.9156 -0.0009 3 19 0 108.91 38

1950.8784 2 1950.8815 -0.0031 363 379 0 132.92 35

1971.988 2 1971.9902 -0.0021 104 121 0 119.57 37

2366.1208 2 2366.1212 -0.0004 277 297 0 71.56 37

2763.3138 3 2763.3143 -0.0005 217 241 0 82.33 37

2797.3318 3 2797.3361 -0.0043 78 103 1 69.61 37

3199.4629 3 3199.4669 -0.0041 20 46 0 85.8 35

3309.5026 3 3309.5064 -0.0039 123 154 0 93.24 34

1058.5211 2 1058.5219 -0.0008 310 318 0 41 35

1138.6861 2 1138.6862 -0.0001 253 262 0 64.51 28

1145.5818 2 1145.5829 -0.0011 242 251 0 50.37 38

1214.5747 2 1214.5754 -0.0007 381 390 0 73.61 35

1295.5991 2 1295.5994 -0.0003 36 46 0 75.48 36

1383.6927 2 1383.6931 -0.0004 163 174 0 58.76 36

1444.6401 2 1444.6405 -0.0004 47 58 0 102.88 33

1445.6802 2 1445.682 -0.0018 325 336 0 83.14 36

1621.8443 2 1621.8439 0.0004 263 276 0 66.69 37

1646.8003 2 1646.8008 -0.0005 63 77 0 68.18 37

1695.8247 2 1695.8257 -0.0009 337 350 0 82.13 37

1821.9147 2 1821.9156 -0.0009 3 19 0 108.91 38

1950.8784 2 1950.8815 -0.0031 363 379 0 132.92 35

1971.988 2 1971.9902 -0.0021 104 121 0 119.57 37

2801.2908 3 2801.2946 -0.0038 78 103 1 93.09 35

1214.6445 2 1214.6441 0.0004 164 175 0 85.22 37

1225.583 2 1225.5827 0.0004 81 91 0 63.08 36

1227.621 2 1227.6207 0.0003 29 39 0 61.25 36

1277.6219 2 1277.6227 -0.0008 243 252 0 45.69 38

1294.6563 2 1294.6557 0.0006 308 317 0 77.81 37

1307.6972 2 1307.6972 -0.0001 133 144 0 68.59 36

1357.6075 2 1357.6084 -0.0009 546 556 0 70.43 34

1385.7209 2 1385.7224 -0.0015 604 615 0 60.24 37

1406.7556 2 1406.7558 -0.0002 352 363 0 86.71 35

1430.7364 2 1430.7365 -0.0001 335 348 0 98.27 37

1472.6771 2 1472.6783 -0.0013 40 52 0 78.71 35

1521.7938 3 1521.7939 -0.0001 306 317 1 50.34 37

1595.8119 2 1595.8116 0.0003 117 130 0 73.97 37

1660.8246 2 1660.8243 0.0003 60 74 0 106.86 38

1674.722 2 1674.7234 -0.0014 227 242 0 93.66 32

1679.827 2 1679.8267 0.0002 145 159 0 51.17 38

2573.2622 2 2573.2609 0.0014 368 393 0 155.4 37

2587.2103 3 2587.2126 -0.0022 5 28 0 39.36 36

2657.2616 2 2657.2609 0.0007 431 453 0 81.43 37

1058.5211 2 1058.5219 -0.0008 310 318 0 41 35

1138.6861 2 1138.6862 -0.0001 253 262 0 64.51 28

1145.5818 2 1145.5829 -0.0011 242 251 0 50.37 38

1214.5747 2 1214.5754 -0.0007 381 390 0 73.61 35

1383.6927 2 1383.6931 -0.0004 163 174 0 58.76 36

1430.6232 2 1430.6248 -0.0016 47 58 0 83.6 32

1445.6802 2 1445.682 -0.0018 325 336 0 83.14 36

1621.8443 2 1621.8439 0.0004 263 276 0 66.69 37

1632.7856 2 1632.7851 0.0004 63 77 0 57.77 37

1695.8247 2 1695.8257 -0.0009 337 350 0 82.13 37

1821.9147 2 1821.9156 -0.0009 3 19 0 108.91 38

1950.8784 2 1950.8815 -0.0031 363 379 0 132.92 35



1971.988 2 1971.9902 -0.0021 104 121 0 119.57 37

2813.329 3 2813.331 -0.002 78 103 1 66.36 36

1214.6445 2 1214.6441 0.0004 164 175 0 85.22 37

1227.621 2 1227.6207 0.0003 29 39 0 61.25 36

1229.5228 2 1229.5234 -0.0006 81 91 0 50.96 31

1277.6219 2 1277.6227 -0.0008 243 252 0 45.69 38

1312.6117 2 1312.6122 -0.0004 308 317 0 73.34 36

1357.6075 2 1357.6084 -0.0009 546 556 0 70.43 34

1385.7209 2 1385.7224 -0.0015 604 615 0 60.24 37

1425.7564 2 1425.7576 -0.0012 335 348 0 57.93 36

1435.7452 2 1435.746 -0.0007 352 363 0 57.43 37

1472.6771 2 1472.6783 -0.0013 40 52 0 78.71 35

1539.7502 3 1539.7504 -0.0002 306 317 1 58.19 37

1565.8008 2 1565.8011 -0.0002 117 130 0 93.03 38

1662.802 2 1662.8036 -0.0015 60 74 0 102.92 37

1674.722 2 1674.7234 -0.0014 227 242 0 93.66 32

1679.827 2 1679.8267 0.0002 145 159 0 51.17 38

2559.2432 2 2559.2452 -0.002 368 393 0 137.79 37

2587.2103 3 2587.2126 -0.0022 5 28 0 39.36 36

2657.2616 2 2657.2609 0.0007 431 453 0 81.43 37

1058.5211 2 1058.5219 -0.0008 310 318 0 41 35

1138.6861 2 1138.6862 -0.0001 253 262 0 64.51 28

1145.5818 2 1145.5829 -0.0011 242 251 0 50.37 38

1214.5747 2 1214.5754 -0.0007 381 390 0 73.61 35

1307.6346 2 1307.6357 -0.0011 36 46 0 50.04 38

1401.6491 2 1401.6495 -0.0004 163 174 0 71.54 35

1430.6232 2 1430.6248 -0.0016 47 58 0 83.6 32

1445.6802 2 1445.682 -0.0018 325 336 0 83.14 36

1621.8443 2 1621.8439 0.0004 263 276 0 66.69 37

1632.7856 2 1632.7851 0.0004 63 77 0 57.77 37

1695.8247 2 1695.8257 -0.0009 337 350 0 82.13 37

1950.8784 2 1950.8815 -0.0031 363 379 0 132.92 35

1971.988 2 1971.9902 -0.0021 104 121 0 119.57 37

2813.329 3 2813.331 -0.002 78 103 1 66.36 36

986.5398 2 986.5397 0.0001 327 336 0 69.57 37

1266.5012 2 1266.5018 -0.0006 312 320 0 52.43 26

1395.7494 2 1395.751 -0.0016 85 96 0 40 36

1472.8555 2 1472.8562 -0.0007 230 243 0 99.98 30

1597.7601 2 1597.7599 0.0002 340 352 0 77.52 37

1662.8671 2 1662.8689 -0.0017 216 229 1 52.99 37

1700.8972 2 1700.8985 -0.0013 65 79 0 76.13 37

1791.9195 2 1791.9229 -0.0034 265 280 0 111.16 38

1856.8737 2 1856.8761 -0.0023 374 390 0 113.24 37

1884.9395 2 1884.9404 -0.0009 353 370 0 88.78 37

1976.8744 2 1976.8752 -0.0009 41 60 0 102.84 33

2329.0111 3 2329.011 0.0002 403 422 0 67.36 32

2394.1846 2 2394.1856 -0.0009 244 264 0 105.2 37

2624.2226 3 2624.225 -0.0025 281 304 0 48.97 36

934.512 2 934.5124 -0.0004 129 137 0 49.95 35

957.5131 2 957.5131 0.0001 118 125 0 51.34 36

975.5498 2 975.5502 -0.0004 376 384 0 60.94 36

1016.5388 2 1016.539 -0.0001 245 253 0 40.58 38

1113.6756 2 1113.6758 -0.0001 331 340 0 78.84 32

1141.565 2 1141.5663 -0.0013 138 148 0 58.18 35

1172.6404 2 1172.6401 0.0004 244 253 1 42.99 38

1400.7246 2 1400.726 -0.0014 76 89 0 112.7 37

1501.871 2 1501.8729 -0.002 153 167 0 70.3 30

1570.7004 2 1570.7007 -0.0003 184 196 0 94.01 34



1826.9306 2 1826.9315 -0.0009 53 68 1 88.84 37

1919.9942 2 1919.988 0.0062 396 412 0 76.11 37

2026.8855 3 2026.8875 -0.002 300 317 1 82.78 33

2058.0814 2 2058.082 -0.0005 213 231 0 129.53 36

957.5131 2 957.5131 0.0001 118 125 0 51.34 36

1016.5388 2 1016.539 -0.0001 245 253 0 40.58 38

1113.6756 2 1113.6758 -0.0001 331 340 0 78.84 32

1141.565 2 1141.5663 -0.0013 138 148 0 58.18 35

1172.6404 2 1172.6401 0.0004 244 253 1 42.99 38

1400.7246 2 1400.726 -0.0014 76 89 0 112.7 37

1446.7557 2 1446.7467 0.009 376 388 0 72.48 38

1501.871 2 1501.8729 -0.002 153 167 0 70.3 30

1570.7004 2 1570.7007 -0.0003 184 196 0 94.01 34

1826.9306 2 1826.9315 -0.0009 53 68 1 88.84 37

1919.9942 2 1919.988 0.0062 396 412 0 76.11 37

2026.8855 3 2026.8875 -0.002 300 317 1 82.78 33

2058.0814 2 2058.082 -0.0005 213 231 0 129.53 36

1196.6872 2 1196.6877 -0.0005 164 175 0 78.2 33

1227.621 2 1227.6207 0.0003 29 39 0 61.25 36

1277.6219 2 1277.6227 -0.0008 243 252 0 45.69 38

1357.6075 2 1357.6084 -0.0009 546 556 0 70.43 34

1435.7452 2 1435.746 -0.0007 352 363 0 57.43 37

1472.6771 2 1472.6783 -0.0013 40 52 0 78.71 35

1662.802 2 1662.8036 -0.0015 60 74 0 102.92 37

1674.722 2 1674.7234 -0.0014 227 242 0 93.66 32

1679.827 2 1679.8267 0.0002 145 159 0 51.17 38

2573.2622 2 2573.2609 0.0014 368 393 0 155.4 37

2587.2103 3 2587.2126 -0.0022 5 28 0 39.36 36

1227.621 2 1227.6207 0.0003 29 39 0 61.25 36

1230.6396 2 1230.6391 0.0006 164 175 0 54.58 38

1259.675 2 1259.6761 -0.0011 133 144 0 66.96 37

1277.6219 2 1277.6227 -0.0008 243 252 0 45.69 38

1312.6117 2 1312.6122 -0.0004 308 317 0 73.34 36

1357.6075 2 1357.6084 -0.0009 546 556 0 70.43 34

1435.7452 2 1435.746 -0.0007 352 363 0 57.43 37

1472.6771 2 1472.6783 -0.0013 40 52 0 78.71 35

1539.7502 3 1539.7504 -0.0002 306 317 1 58.19 37

1674.722 2 1674.7234 -0.0014 227 242 0 93.66 32

1679.827 2 1679.8267 0.0002 145 159 0 51.17 38

2573.2622 2 2573.2609 0.0014 368 393 0 155.4 37

2587.2103 3 2587.2126 -0.0022 5 28 0 39.36 36

932.4594 2 932.4603 -0.0009 411 418 0 39.11 38

954.5647 2 954.5651 -0.0004 461 468 0 35.26 31

1090.5909 2 1090.591 -0.0001 496 504 0 48.89 36

1160.5726 2 1160.5727 -0.0001 290 299 0 60.58 37

1162.6338 2 1162.6346 -0.0008 395 403 1 58.88 36

1316.7156 2 1316.7162 -0.0006 219 230 0 59.17 37

1381.5788 2 1381.5795 -0.0007 354 364 0 80.73 31

1392.7394 2 1392.7402 -0.0007 427 439 0 42.62 36

1608.8714 2 1608.8722 -0.0009 310 324 0 68.66 34

1650.812 2 1650.8114 0.0006 169 183 0 73.84 37

1701.7299 2 1701.7304 -0.0006 258 273 0 118.57 31

1719.865 2 1719.8679 -0.0029 516 530 0 122.99 38

1970.0473 2 1970.0473 0 478 495 0 63.8 35

2196.1018 2 2196.1022 -0.0004 197 218 0 94.04 37

2656.3407 3 2656.3418 -0.0011 365 386 0 67.04 37

1058.5211 2 1058.5219 -0.0008 310 318 0 41 35

1138.6861 2 1138.6862 -0.0001 253 262 0 64.51 28



1145.5818 2 1145.5829 -0.0011 242 251 0 50.37 38

1214.5747 2 1214.5754 -0.0007 381 390 0 73.61 35

1383.6927 2 1383.6931 -0.0004 163 174 0 58.76 36

1430.6232 2 1430.6248 -0.0016 47 58 0 83.6 32

1445.6802 2 1445.682 -0.0018 325 336 0 83.14 36

1621.8443 2 1621.8439 0.0004 263 276 0 66.69 37

1695.8247 2 1695.8257 -0.0009 337 350 0 82.13 37

1955.9945 3 1955.9953 -0.0008 104 121 0 50 37

919.4795 2 919.4797 -0.0001 43 52 0 91.11 38

940.5011 2 940.5018 -0.0007 63 70 0 36.33 34

1438.6788 2 1438.6801 -0.0013 27 42 0 129.16 37

1500.7041 2 1500.7056 -0.0015 76 89 0 129.39 36

2155.0154 2 2155.0181 -0.0027 71 89 1 85.86 37

986.5398 2 986.5397 0.0001 327 336 0 69.57 37

1266.5012 2 1266.5018 -0.0006 312 320 0 52.43 26

1395.7494 2 1395.751 -0.0016 85 96 0 40 36

1530.8979 2 1530.8981 -0.0001 230 243 0 116.84 28

1583.7446 2 1583.7443 0.0003 340 352 0 76.12 36

1700.8972 2 1700.8985 -0.0013 65 79 0 76.13 37

1867.8904 2 1867.892 -0.0016 374 390 0 119.13 37

1884.9395 2 1884.9404 -0.0009 353 370 0 88.78 37

2329.0111 3 2329.011 0.0002 403 422 0 67.36 32

832.4552 2 832.4555 -0.0003 8 15 0 43.21 38

1497.8404 2 1497.8403 0.0001 239 252 0 104.51 34

1675.9662 3 1675.9661 0.0001 70 84 1 56.37 29

1733.8071 2 1733.8083 -0.0012 131 145 0 74.13 36

1760.779 2 1760.7794 -0.0004 314 327 0 78.23 33

2032.0638 2 2032.0663 -0.0025 172 190 0 73.5 37

2171.001 2 2171.0019 -0.0008 276 295 0 128.52 36

2249.0648 2 2249.0668 -0.0019 146 166 0 129.51 37

822.4962 2 822.4963 -0.0001 185 191 0 30.1 28

1094.6382 2 1094.6376 0.0006 382 390 0 43.14 31

1128.6383 2 1128.6391 -0.0007 465 476 0 62.35 35

1156.6436 2 1156.6452 -0.0016 316 326 0 80.95 36

1388.6639 2 1388.6646 -0.0007 330 341 0 74.5 36

1434.6614 2 1434.6626 -0.0012 113 124 1 74.05 36

1680.9416 2 1680.941 0.0006 342 357 0 97.79 32

1767.7782 3 1767.7787 -0.0005 143 157 0 70.35 33

1811.9647 2 1811.9638 0.001 441 456 0 50.85 35

1922.0396 2 1922.0394 0.0002 93 112 0 85.17 34

2113.0422 2 2113.0426 -0.0004 205 222 0 83.76 37

913.5592 2 913.5597 -0.0005 419 427 0 39.85 33

1006.5466 3 1006.5447 0.0019 165 172 1 42.35 37

1024.6021 2 1024.603 -0.0009 244 254 0 69.99 29

1025.481 2 1025.4818 -0.0008 205 212 0 44.77 35

1119.5914 2 1119.5924 -0.001 21 30 0 55.92 37

1209.5691 2 1209.5699 -0.0009 42 51 1 39.51 36

1297.7389 2 1297.7394 -0.0005 135 146 0 89.47 33

1450.6652 2 1450.6663 -0.0011 85 96 0 68.5 36

1633.8939 3 1633.894 -0.0002 6 20 0 62.54 34

2311.1178 3 2311.1228 -0.005 392 411 1 50.18 37

2505.3208 2 2505.3223 -0.0014 255 278 1 59.34 35

2956.4146 3 2956.4158 -0.0012 101 129 0 66.35 36

1155.5974 2 1155.5958 0.0016 81 90 0 36.18 36

1192.6556 2 1192.6564 -0.0008 138 147 0 79.12 35

1216.5983 2 1216.5989 -0.0006 321 330 0 54.09 37

1279.6217 2 1279.6231 -0.0014 207 217 0 81.52 37

1422.656 2 1422.6568 -0.0007 183 193 0 74.69 36



1482.8137 2 1482.8155 -0.0017 102 116 0 88.64 34

1601.8636 2 1601.8633 0.0003 306 320 0 58.02 36

1802.9265 2 1802.9262 0.0003 348 365 0 109.24 37

792.4376 2 792.4382 -0.0005 219 225 0 50.43 35

815.4864 2 815.4865 -0.0001 121 127 0 36.5 35

1221.6239 2 1221.6241 -0.0002 149 158 0 54.23 37

1478.7719 2 1478.7729 -0.001 147 158 1 79.86 37

1514.7082 2 1514.7101 -0.0019 354 368 0 125.94 36

1682.8298 2 1681.8311 0.9987 88 101 0 87.98 37

1812.9942 2 1812.9954 -0.0012 312 328 0 82 35

1845.8482 2 1845.8493 -0.0011 159 174 0 80.24 35

856.5133 2 856.513 0.0002 545 551 0 37.29 35

1129.5617 2 1129.5615 0.0002 613 622 0 52.38 36

1189.6691 2 1189.6707 -0.0015 398 408 0 59.31 34

1234.5669 2 1234.5677 -0.0008 552 563 0 64.48 36

1416.7192 2 1416.7209 -0.0016 112 125 0 66.65 37

1416.7277 2 1416.7283 -0.0006 382 394 0 108.08 38

1549.7889 2 1549.7889 0 193 206 0 41.65 38

1612.8665 3 1612.8685 -0.002 352 364 1 68.69 35

1820.8984 2 1820.9017 -0.0033 472 488 0 118.62 38

904.4507 2 904.4502 0.0006 291 298 0 48.65 38

1247.6762 2 1247.6761 0 393 403 0 69.08 36

1248.5573 2 1248.5582 -0.0009 547 558 0 65.35 34

1293.5736 2 1293.5758 -0.0022 618 629 0 56.43 34

1326.6304 2 1326.6303 0.0001 581 592 0 67.25 36

1360.7331 2 1360.7351 -0.002 160 172 0 49.57 37

1416.7277 2 1416.7283 -0.0006 377 389 0 108.08 38

1549.7889 2 1549.7889 0 188 201 0 41.65 38

1812.9464 2 1812.9469 -0.0004 601 617 0 106.97 36

815.4864 2 815.4865 -0.0001 121 127 0 36.5 35

1221.6239 2 1221.6241 -0.0002 149 158 0 54.23 37

1478.7719 2 1478.7729 -0.001 147 158 1 79.86 37

1514.7082 2 1514.7101 -0.0019 354 368 0 125.94 36

1725.768 2 1725.7702 -0.0022 219 233 0 62.33 34

1764.9052 2 1764.9046 0.0006 88 102 0 79 37

1799.9294 2 1799.9305 -0.0011 46 63 0 57.61 37

847.4911 2 847.4916 -0.0005 445 452 0 50.14 34

1268.7087 2 1268.7088 -0.0001 512 524 0 81.16 34

1275.642 2 1275.6427 -0.0008 230 240 0 72.87 38

1467.7759 2 1467.7755 0.0003 599 611 0 65.89 36

1482.754 2 1482.7541 -0.0001 389 400 0 80.53 37

1567.8237 2 1567.8246 -0.0008 273 285 0 55.81 36

2240.226 2 2240.2264 -0.0003 49 70 0 98.59 32

1151.7063 2 1151.7067 -0.0004 157 167 0 42.08 24

1696.752 2 1696.754 -0.002 73 87 0 95.62 34

2149.1236 2 2149.1242 -0.0005 278 296 0 121.01 36

2346.1806 2 2346.1815 -0.0009 410 432 0 142.16 37

1138.5739 2 1138.5731 0.0009 973 981 0 79.64 37

1314.6897 2 1314.6892 0.0006 1259 1271 0 52.33 37

1491.7353 2 1491.7358 -0.0005 1044 1055 0 43.03 38

1872.8374 2 1872.8391 -0.0017 582 597 0 107.92 34

1954.9642 3 1954.965 -0.0008 982 997 0 66.41 37

1985.9358 2 1985.9371 -0.0013 614 630 0 64.02 36

2167.9805 3 2166.9777 1.0028 535 553 0 72.11 35

975.441 2 975.441 0 21 30 0 59.64 33

1143.5517 2 1143.5529 -0.0012 42 52 0 37.14 35

1197.6981 2 1197.6982 -0.0001 31 41 1 55.5 33

1474.6676 2 1474.6688 -0.0012 362 374 0 77.45 34



1514.7414 2 1514.7419 -0.0005 87 97 0 38.17 37

1854.9251 2 1854.9251 0 218 233 0 119.22 37

2182.0702 2 2182.0729 -0.0026 294 314 0 41.39 38

3150.6331 3 3150.635 -0.0019 150 179 0 79.14 34

1241.6426 2 1241.6438 -0.0012 80 90 0 40.07 35

1934.0261 2 1934.0262 -0.0001 180 197 0 115.28 36

2430.2296 2 2430.2319 -0.0022 249 271 0 111.72 37

1212.6715 2 1212.6714 0.0001 296 306 0 106.31 35

1587.7839 2 1587.7852 -0.0014 228 243 0 89.2 37

1767.7782 3 1767.7787 -0.0005 131 145 0 70.35 33

2128.0666 2 2128.0609 0.0057 193 210 0 53.78 37

2203.1673 3 2203.1711 -0.0038 263 281 1 44.55 35

1282.7489 2 1282.7496 -0.0007 115 127 0 36.56 32

1302.7431 2 1302.7435 -0.0004 136 146 0 60.31 33

1325.6068 2 1325.6074 -0.0007 270 280 0 65.6 36

1512.8302 3 1512.83 0.0002 204 216 0 71.82 35

1768.8436 2 1768.8454 -0.0018 147 161 0 58.06 37

2320.204 3 2320.2063 -0.0023 93 113 0 49.99 36

997.5556 2 997.5556 0 140 148 0 61.48 33

1192.6102 3 1192.6102 0 48 58 0 46.58 38

1402.7905 2 1402.7932 -0.0028 150 162 0 94.98 34

1630.822 2 1630.8236 -0.0015 171 185 0 104.64 38

1192.6556 2 1192.6564 -0.0008 138 147 0 79.12 35

1216.5983 2 1216.5989 -0.0006 321 330 0 54.09 37

1422.656 2 1422.6568 -0.0007 183 193 0 74.69 36

1468.7969 2 1468.7998 -0.0029 102 116 0 95.83 35

1699.9124 3 1699.9113 0.0011 305 320 0 44.36 36

2260.0706 2 2260.0707 0 346 367 0 55.86 37

1451.6823 2 1451.6834 -0.0011 244 255 0 49.68 37

1501.6708 2 1501.6718 -0.0011 593 606 0 96.34 34

1798.9243 2 1798.9254 -0.0011 771 786 0 75.33 37

2398.1547 3 2398.1553 -0.0005 349 368 1 60.27 37

1286.7007 2 1286.7016 -0.0009 400 411 0 50.78 37

1750.8564 2 1750.856 0.0004 311 325 0 93.65 38

2144.0986 2 2144.1001 -0.0014 182 201 0 103.15 37

2203.1258 2 2203.126 -0.0002 276 296 0 44.89 37

971.5393 2 971.54 -0.0007 566 574 0 40.77 37

1028.5616 2 1028.5614 0.0001 330 339 0 45.69 36

1049.5252 2 1049.5254 -0.0001 521 529 0 62.5 37

1158.5859 2 1158.588 -0.0021 506 516 0 83.12 37

1396.7306 2 1396.731 -0.0004 236 248 0 62.9 36

1475.7747 2 1475.7773 -0.0025 183 196 0 47.57 38

1891.042 2 1891.0415 0.0005 454 470 0 69.13 33

2507.3748 3 2507.3748 0 136 160 0 32.83 31

1038.6072 2 1038.6073 -0.0001 64 72 0 49.74 29

1247.6256 2 1247.6258 -0.0003 73 83 0 47.17 39

1322.6567 2 1322.6605 -0.0038 429 439 0 68.98 38

1435.6326 2 1435.6323 0.0003 113 124 0 56.4 33

2651.3926 3 2651.3919 0.0007 319 341 0 67.52 34

2891.4818 3 2890.4859 0.9959 218 244 0 50.03 36

1292.6709 2 1292.6725 -0.0016 92 102 0 50.25 38

1368.6243 2 1368.6245 -0.0002 225 235 0 57 35

1668.8215 2 1668.822 -0.0005 181 196 0 92.88 37

2468.1708 2 2468.1707 0.0001 453 475 0 76.38 37

2492.3531 3 2491.3435 1.0096 158 180 0 37.4 32

1172.5854 2 1172.586 -0.0006 512 521 0 65.98 36

1397.6717 2 1397.6715 0.0003 206 217 0 66.51 36

2271.1586 2 2271.1595 -0.0008 85 106 0 111.14 37



2521.3735 3 2521.3751 -0.0016 437 461 0 36.27 31

939.5755 2 939.5753 0.0002 125 132 0 54.43 28

1864.0419 2 1864.0418 0.0002 68 84 0 102.1 31

2080.9247 3 2080.9273 -0.0026 107 124 0 48.62 34

2176.0288 2 2176.0293 -0.0004 140 159 0 58.17 37

1154.6403 2 1154.6408 -0.0004 192 203 0 57.38 33

1295.6138 2 1295.6146 -0.0007 333 342 0 43.68 37

1493.7148 2 1493.7151 -0.0002 68 80 0 70.4 37

1563.8193 2 1563.8218 -0.0025 145 158 0 42.26 37

2052.003 2 2052.0052 -0.0021 313 330 0 92.62 38

770.4399 2 770.4399 0 346 353 0 60.61 32

916.5742 2 916.5746 -0.0003 367 374 0 55.75 26

1065.4877 2 1065.488 -0.0003 137 145 0 37.41 36

1359.7048 2 1359.7068 -0.0019 106 116 0 52.26 38

1407.7145 3 1407.7147 -0.0002 134 145 1 41.95 38

1445.7354 2 1445.7343 0.0011 154 165 0 49.21 38

2047.0094 2 2047.0085 0.001 76 95 0 63.53 37

975.441 2 975.441 0 21 30 0 59.64 33

1131.519 2 1131.5197 -0.0007 199 208 0 41.19 34

1143.5517 2 1143.5529 -0.0012 42 52 0 37.14 35

1197.6981 2 1197.6982 -0.0001 31 41 1 55.5 33

1514.7414 2 1514.7419 -0.0005 87 97 0 38.17 37

1789.8832 2 1789.8846 -0.0014 241 256 0 54.65 38

3150.6331 3 3150.635 -0.0019 150 179 0 79.14 34

770.4399 2 770.4399 0 350 357 0 60.61 32

916.5742 2 916.5746 -0.0003 371 378 0 55.75 26

1031.5038 2 1031.5036 0.0002 141 149 0 45.48 37

1227.6128 2 1227.6136 -0.0008 330 340 0 59.59 36

1359.7048 2 1359.7068 -0.0019 110 120 0 52.26 38

1401.736 3 1401.7365 -0.0004 138 149 1 47.93 38

1445.7354 2 1445.7343 0.0011 158 169 0 49.21 38

1130.4627 2 1130.4629 -0.0001 584 594 0 64.38 28

1158.494 2 1158.4942 -0.0002 602 613 0 34.49 30

1186.6956 2 1186.6962 -0.0006 155 165 0 46.11 33

1260.6718 2 1260.6714 0.0005 471 481 0 40.88 38

1499.6771 3 1499.6787 -0.0016 375 387 0 42.61 35

1814.903 2 1814.905 -0.0021 319 335 0 82.11 37

709.3873 2 709.3871 0.0002 171 176 0 34.68 32

1277.6175 2 1277.6187 -0.0012 348 358 0 76.27 38

1900.9364 2 1900.9386 -0.0022 268 285 0 84.32 37

3356.575 3 3356.5772 -0.0022 193 222 0 55.82 35

1154.6403 2 1154.6408 -0.0004 192 203 0 57.38 33

1295.6138 2 1295.6146 -0.0007 333 342 0 43.68 37

1493.7148 2 1493.7151 -0.0002 68 80 0 70.4 37

1563.8193 2 1563.8218 -0.0025 145 158 0 42.26 37

2018.0204 2 2018.0208 -0.0004 313 330 0 84.49 38

1800.7848 2 1800.7861 -0.0013 62 80 0 104.76 32

2851.4942 3 2851.4967 -0.0025 227 253 0 59.06 34

2955.4516 3 2955.4502 0.0014 254 281 0 52.73 36

974.5549 2 974.5549 0 227 237 0 37.6 36

1424.7668 2 1424.7664 0.0004 309 321 0 64.27 35

1456.8323 2 1456.8323 0 238 250 0 64.45 33

1491.7677 2 1491.7681 -0.0005 338 351 0 87.82 38

1507.7599 2 1507.7592 0.0007 212 224 0 49.15 38

1945.051 2 1945.052 -0.001 479 498 0 137.76 35

978.4657 2 978.4672 -0.0015 365 373 0 53.25 36

1205.5991 2 1205.604 -0.0049 61 70 0 80.25 38

1469.7251 2 1469.7258 -0.0008 48 60 0 85.57 37



1157.6431 2 1157.6445 -0.0014 175 186 0 41.55 37

1272.6326 2 1272.635 -0.0024 329 339 0 73.99 37

1275.6831 2 1275.6823 0.0009 192 203 0 47.5 37

1935.962 2 1935.9612 0.0008 262 278 0 50.49 38

3243.5488 3 3243.5506 -0.0019 120 149 0 65.63 36

1354.6538 2 1353.6598 0.994 95 106 0 72.78 37

2084.0582 2 2084.0572 0.0011 56 75 0 106.5 37

1686.8792 2 1686.8788 0.0003 749 764 0 112.41 37

1836.8992 2 1836.9006 -0.0014 912 928 0 68.9 38

869.5333 2 869.5334 -0.0001 236 243 0 50.11 30

914.4807 2 914.4821 -0.0014 389 396 0 36.23 34

1009.5914 2 1009.592 -0.0007 417 425 0 38.24 29

1460.7624 2 1460.7623 0.0001 185 197 0 93.65 38

1578.802 2 1578.8042 -0.0022 133 146 0 62.44 38

1157.6431 2 1157.6445 -0.0014 206 217 0 41.55 37

1643.8696 2 1643.8705 -0.0009 235 250 0 41.94 37

1885.8947 2 1885.8945 0.0002 140 155 0 46.37 37

1966.9297 2 1966.9306 -0.0009 293 309 0 116.69 37

1255.6878 2 1255.6884 -0.0006 88 99 0 53.12 35

1290.6274 2 1290.6303 -0.0029 34 45 0 50.43 37

1526.7932 2 1526.794 -0.0008 358 371 0 88 36

1582.7834 3 1582.7839 -0.0005 441 454 1 46.11 37

1287.6606 2 1287.6605 0.0001 95 106 0 78.6 37

1422.6607 2 1422.6627 -0.002 28 40 0 79.25 36

1524.8998 2 1524.8988 0.001 1069 1083 0 71.78 29

1940.0522 2 1940.052 0.0002 810 827 0 92.26 34

999.5696 2 999.5713 -0.0017 268 276 0 47.95 36

1284.7108 2 1284.7112 -0.0004 177 188 0 50.57 36

1414.7559 2 1414.7569 -0.001 254 267 0 103.97 37

897.4917 2 897.492 -0.0003 24 31 0 41.73 33

1169.597 2 1169.5968 0.0002 178 187 0 54.26 35

1581.8471 2 1581.8475 -0.0004 75 89 0 68.03 35

1791.8936 3 1791.8944 -0.0009 97 113 0 53.92 37

1498.8285 2 1498.8296 -0.0011 2051 2062 0 50.34 35

1557.8877 2 1557.8878 -0.0001 1244 1257 0 44.71 32

1578.697 2 1578.6984 -0.0014 1940 1952 0 55.48 34

1713.8263 2 1713.8284 -0.002 1714 1728 0 56.62 37

1256.733 2 1256.734 -0.001 84 95 0 92.22 33

1383.7031 2 1383.7034 -0.0003 26 37 0 66.3 37

1018.5026 2 1018.5043 -0.0018 805 815 0 97.03 39

1461.7613 2 1461.7616 -0.0003 683 694 0 56.94 38

1835.9328 2 1835.9339 -0.001 112 127 0 44.54 38

1157.6431 2 1157.6445 -0.0014 197 208 0 41.55 37

1324.6278 2 1324.6268 0.001 374 385 0 39.61 37

1478.8545 3 1478.8569 -0.0024 311 323 1 46.83 30

1921.9453 2 1921.9455 -0.0002 285 301 0 81.47 38

1446.8108 2 1446.8082 0.0026 330 343 0 68.7 34

1889.9837 2 1889.9847 -0.0009 440 458 0 75.97 37

1255.6449 2 1255.6448 0 589 598 0 55.72 35

1664.8413 2 1664.841 0.0004 677 692 0 89.31 37

1159.6199 2 1159.6197 0.0002 50 61 0 84.95 38

1165.5953 2 1165.5979 -0.0026 66 76 0 60.74 37

1403.6519 2 1403.6528 -0.0009 441 453 0 88.69 35

2222.173 2 2222.1736 -0.0005 96 115 0 45.44 35

1844.999 2 1844.9996 -0.0005 246 261 0 81.25 35

1945.948 2 1945.9495 -0.0015 165 181 0 53.2 37

1547.8818 2 1547.881 0.0007 139 152 0 59.84 31

1960.9691 3 1960.9676 0.0015 318 333 0 51.09 37



2095.1662 3 2095.1677 -0.0015 341 359 0 52.84 31

1729.8326 2 1729.8271 0.0055 517 532 0 64.95 37

2642.3441 3 2641.3347 1.0093 131 154 0 68.28 37

1053.5543 2 1053.5567 -0.0024 106 116 0 70.39 35

1442.7236 2 1442.7253 -0.0016 128 140 0 67.6 37

1180.6919 2 1180.6928 -0.0009 129 139 0 52.44 30

1384.7918 2 1384.7926 -0.0008 78 90 0 78.74 34

1402.8589 2 1402.8588 0.0001 562 574 0 46.59 20

1564.9006 2 1564.9011 -0.0005 671 685 0 52.6 29

2111.042 2 2111.0436 -0.0016 368 387 0 38.63 37

1198.6558 2 1198.6557 0 286 296 0 62.23 35

1279.7601 2 1279.7612 -0.0011 161 173 0 62.9 28

1052.5379 2 1051.5298 1.0081 232 241 0 40.03 35

1434.735 2 1434.7354 -0.0005 1132 1144 0 82.33 38

1279.7865 2 1279.7864 0.0001 802 814 0 47.89 24

2336.154 2 2336.1536 0.0005 1401 1421 0 67.82 38

1212.5551 2 1212.5557 -0.0006 153 162 0 58.9 35

1618.8822 2 1618.8831 -0.0009 200 213 0 64.77 35

754.5059 2 754.5065 -0.0006 102 107 0 41.8 20

773.5164 2 773.5163 0 83 88 0 43.1 22

1505.7668 2 1505.7667 0.0001 197 208 0 53.34 38

1188.6333 2 1188.635 -0.0017 182 194 0 62.53 38

1351.6346 2 1351.6368 -0.0021 331 342 0 57.53 37

1248.6108 2 1248.6132 -0.0024 135 146 0 76.4 38

2443.3869 3 2443.3872 -0.0004 7 29 0 36.83 27

1247.5814 2 1247.5816 -0.0001 579 589 0 39.55 36

1438.702 2 1438.7013 0.0007 709 720 0 60.91 37

2488.3155 3 2488.3173 -0.0018 385 407 0 48.27 35

1361.7376 2 1361.7377 -0.0001 1194 1205 0 47.74 36

2048.0986 2 2048.0983 0.0004 957 974 0 62.99 35

1087.5708 2 1087.5696 0.0012 377 386 0 38.48 38

1241.6287 2 1241.6292 -0.0005 412 422 0 70.88 36

1145.604 2 1145.604 0 50 61 0 49.82 39

1165.5953 2 1165.5979 -0.0026 66 76 0 60.74 37

956.5539 2 956.5542 -0.0003 126 133 0 39.14 34

1044.4693 2 1044.4699 -0.0006 208 216 0 44.43 31

1144.5899 2 1144.591 -0.0011 134 142 0 43.68 37

1042.5565 2 1042.556 0.0006 669 677 0 42.42 36

1362.7907 2 1362.7911 -0.0004 68 79 0 53.44 30

1312.6366 2 1312.6299 0.0067 78 89 0 38.87 36

1464.7736 2 1464.7725 0.0011 95 106 0 52.94 37

1157.6431 2 1157.6445 -0.0014 191 202 0 41.55 37

2028.0518 2 2028.0527 -0.0009 246 264 0 52.84 37

1170.5302 2 1170.5305 -0.0003 540 549 0 34.32 34

1713.7961 2 1713.7973 -0.0012 480 493 0 42.75 36

1267.6196 2 1267.6197 -0.0001 135 145 0 38.88 37

1467.8601 3 1467.8595 0.0006 38 49 1 38.84 29



pep_expect pep_res_beforepep_seq pep_res_afterpep_var_modpep_var_mod_pos

2.20E-05 R YLTASAMFR G

6.60E-06 K LAVNLIPFPR L

5.00E-05 R FPGQLNSDLR K

2.50E-06 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

0.0015 K STVCDIPPTGLKM

5.30E-08 R YTGDSDLQLERI

5.30E-07 R MMLTFSVFPSPKV

1.20E-09 R INVYYNEASCGRF

3.30E-06 K EVDEQMLNVQNKN

2.60E-08 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

9.20E-07 R AVLMDLEPGTMDSLRS 2 Oxidation (M)0.000200000020000.0

4.10E-06 K NSSYFVEWIPNNVKS

3.20E-06 R SLTVPELTQQMWDSKN Oxidation (M) 0.000000000020000.0

8.20E-11 R EILHIQGGQCGNQIGAKF

2.80E-09 K FWEVVCAEHGIDPTGRY

1.00E-13 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

3.80E-13 K GHYTEGAELIDSVLDVVRK

1.50E-05 K GHYTEGAELIDSVLDVVRKE

0.0019 - MREILHIQGGQCGNQIGAKF Oxidation (M) 0.2000000000000000000.0

1.90E-05 K LTTPSFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

7.80E-08 R SGPYGQTFRPDNFVFGQSGAGNNWAKG

0.00015 K EAENCDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0emPAI

9.80E-07 K SSVCDIAPK G

4.10E-07 R YLTASAVFR G

6.60E-06 K LAVNLIPFPR L

5.00E-05 R FPGQLNSDLR K

2.50E-06 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

3.00E-08 R IDVYFNEASGGKY

1.70E-07 R MMMTFSVFPSPKV Oxidation (M) 0.020000000000.0

3.70E-07 K EVDEQMMNIQNKN Oxidation (M) 0.000000200000.0

2.60E-08 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

9.20E-07 R AVLMDLEPGTMDSLRS 2 Oxidation (M)0.000200000020000.0

4.10E-06 K NSSYFVEWIPNNVKS

8.20E-11 R EILHIQGGQCGNQIGAKF

1.00E-13 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

3.80E-13 K GHYTEGAELIDSVLDVVRK

1.50E-05 K GHYTEGAELIDSVLDVVRKE

0.0019 - MREILHIQGGQCGNQIGAKF Oxidation (M) 0.2000000000000000000.0

0.0007 R GSQQYSALSVPELTQQMWDAKN

3.60E-07 K LANPTFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

9.80E-06 R SGPFGQIFRPDNFVFGQSGAGNNWAKG

1.50E-08 K FWEVICDEHGIDHTGQYVGDSPLQLERI emPAI

2.20E-05 R YLTASAMFR G

6.60E-06 K LAVNLIPFPR L

5.00E-05 R FPGQLNSDLR K

2.50E-06 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

0.0015 K STVCDIPPTGLKM

5.30E-07 R MMLTFSVFPSPKV

Table S1: Protein Identification details obtained with the LTQ Orbitrap Velos (Thermo Fisher Scientific) and Mascot Distiller software (version 2.5.0, Matrix Science) combined with the Mascot search engine (version 2.4.1, Matrix Science) using the Mascot Daemon interface and database TAIRplus (Van Leene et al., 2015). Proteins and peptides headers used in the table are listed below.

 

prot_score: protein score; prot_mass: protein mass; prot_matches_sig:  number of assigned peptide matches above threshold (high confidence, p < 0.01); prot_sequences_sig: number of significant protein sequences above threshold (high confidence, p < 0.01); prot_cover: percentage of protein sequence covered by assigned peptide matches; pep_query: peptide query number; pep_rank: rank of the peptide match, 1 

to 10, where 1 is the best match; pep_isbold: peptide is in bold red (Red and bold typefaces are used to highlight the most logical assignment of peptides to proteins. The first time a peptide match to a query appears in the report, it is shown in bold face. Whenever the top ranking peptide match appears, it is shown in red. Thus, a bold red match is the highest scoring match to a particular query listed under the highest 

scoring protein containing that match. This means that protein hits with many peptide matches that are both bold and red are the most likely assignments. Conversely, a protein that does not contain any bold red matches is an intersection of proteins listed higher in the report.); pep_isunique: peptide is unique to protein; pep_exp_mz: observed m/z value (precursor); pep_exp_mr: experimental relative molecular mass; 

pep_exp_z: observed peptide charge state; pep_calc_mr: calculated relative molecular mass; pep_delta: difference (error) between the experimental and calculated masses; pep_start: peptide start position in protein; pep_end: peptide end position in protein; pep_miss: number of missed enzyme cleavage sites; pep_score: peptide ions score; pep_ident: peptide score identity threshold; pep_expect: expectation value 

for the peptide match (The number of times we would expect to obtain an equal or higher score, purely by chance. The lower this value, the more significant the result); pep_res_before: amino acid before peptide sequence; pep_seq: peptide sequence; pep_res_after: amino acid after peptide sequence; pep_var_mod: any variable modifications found in the peptide; pep_var_mod_pos: position of variable modifications 

in the peptide



2.60E-08 R VNVYYNEASCGRF

3.30E-06 K EVDEQMINVQNKN

2.60E-08 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

3.00E-06 R AVLMDLEPGTMDSVRS 2 Oxidation (M)0.000200000020000.0

4.10E-06 K NSSYFVEWIPNNVKS

8.20E-11 R EILHIQGGQCGNQIGAKF

1.00E-13 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

3.80E-13 K GHYTEGAELIDSVLDVVRK

1.50E-05 K GHYTEGAELIDSVLDVVRKE

0.0019 - MREILHIQGGQCGNQIGAKF Oxidation (M) 0.2000000000000000000.0

1.90E-05 K LTTPSFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

1.00E-07 R SGPYGQIFRPDNFVFGQSGAGNNWAKG

0.00015 K EAENCDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0emPAI

2.20E-05 R YLTASAMFR G

6.60E-06 K LAVNLIPFPR L

5.00E-05 R FPGQLNSDLR K

2.50E-06 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

0.0015 K STVCDIPPTGLKM

0.00044 R YVGDSELQLERV

1.70E-07 R MMMTFSVFPSPKV Oxidation (M) 0.020000000000.0

2.60E-08 R VNVYYNEASCGRY

3.30E-06 K EVDEQMLNVQNKN

2.60E-08 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

3.00E-06 R AVLMDLEPGTMDSVRS 2 Oxidation (M)0.000200000020000.0

4.10E-06 K NSSYFVEWIPNNVKS

7.30E-11 K FWEVVNLEHGIDQTGRY

1.00E-13 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

3.80E-13 K GHYTEGAELIDSVLDVVRK

1.50E-05 K GHYTEGAELIDSVLDVVRKE

0.0049 K LSTPSFGDLNHLISATMSGVTCCLRF

1.00E-07 R SGPYGQIFRPDNFVFGQSGAGNNWAKG

0.00015 K EAENCDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0emPAI

0.0022 R TKDNNLLGK F

4.90E-07 K DAGVIAGLNVMRI

0.00086 R VEIIANDQGNRT

0.0017 R MVNHFVQEFKR Oxidation (M) 0.2000000000.0

1.70E-06 R FEELNMDLFR K Oxidation (M) 0.0000020000.0

5.00E-06 K NALENYAYNMRN

9.50E-05 K ELESICNPIIAK M

5.20E-06 K STVHDVVLVGGSTRI

0.00012 K VQQLLQDFFNGKE

6.00E-06 R TTPSYVAFTDSERL

3.50E-05 R ARFEELNMDLFRK

4.90E-08 K EFAAEEISSMVLIKM

1.10E-09 K NQVAMNPVNTVFDAKR Oxidation (M) 0.000020000000000.0

7.10E-09 K ATAGDTHLGGEDFDNRM

0.0032 K NAVVTVPAYFNDSQRQ

9.50E-13 K SINPDEAVAYGAAVQGAILSGEGNEKV

7.90E-05 K GEGPAIGIDLGTTYSCVGVWQHDRV

2.60E-09 K EQVFSTYSDNQPGVLIQVYEGERA

2.60E-08 K MYQGAGGEAGGPGASGMDDDAPPASGGAGPKI 2 Oxidation (M)0.2000000000000000200000000000000.0

0.00021 R TLSSTAQTTIEIDSLYEGIDFYSTITRA

0.0077 K VQDLLLLDVTPLSLGLETAGGVMTTLIPRN Oxidation (M) 0.00000000000000000000002000000.0 emPAI

0.0033 R ALGDYQGVK V

0.00055 R ELAQQIEK V

0.0069 R DELTLEGIK Q

1.90E-07 R VLITTDLLAR G

2.50E-05 K VHACVGGTSVRE



0.00025 K RDELTLEGIK Q

5.40E-10 K GLDVIQQAQSGTGKT

8.00E-08 K GVAINFVTLDDQRM

1.60E-09 R ILQAGVHVVVGTPGRV

1.40E-09 R KGVAINFVTLDDQRM

4.70E-09 K MFVLDEADEMLSRG 2 Oxidation (M)0.2000000002000.0

0.0015 R DHTVSATHGDMDQNTRD

1.50E-09 R GIYAYGFEKPSAIQQRG

8.20E-06 K FYNVVVEELPSNVADLL-

1.10E-06 R SRDHTVSATHGDMDQNTRD

4.30E-10 K IQVGVFSATMPPEALEITRK

7.50E-10 R GIDVQQVSLVINFDLPTQPENYLHRI

5.70E-05 K TATFCSGVLQQLDYALLQCQALVLAPTRE emPAI

0.008 K FDLMYAK R Oxidation (M) 0.0002000.0

5.90E-06 K DVNAAVGTIK T

0.0015 K YMACCLMYR G Oxidation (M) 0.000000200.0

5.70E-09 R LVSQVISSLTASLRF

1.10E-05 R TIQFVDWCPTGFKC

2.20E-06 R SLNIERPTYTNLNRL

4.90E-08 R AVFVDLEPTVIDEVRT

8.30E-08 R IHFMLSSYAPVISAEKA

2.00E-09 R AVCMISNSTSVAEVFSRI

7.00E-06 K CGINYQPPTVVPGGDLAKV

6.90E-12 K TVGGGDDAFNTFFSETGAGKH

0.00012 R AFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.00000000002000000000.0

6.80E-07 R QLFHPEQLISGKEDAANNFARG

9.70E-08 R FDGALNVDVTEFQTNLVPYPRI

6.30E-06 K AFHEQLSVAEITNSAFEPASMMAKC 2 Oxidation (M)0.000000000000000000002200.0

3.10E-07 K LADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL emPAI

0.008 K FDLMYAK R Oxidation (M) 0.0002000.0

5.90E-06 K DVNAAVGTIK T

0.0015 K YMACCLMYR G Oxidation (M) 0.000000200.0

5.70E-09 R LVSQVISSLTASLRF

1.10E-05 R TIQFVDWCPTGFKC

0.0012 R SLSIERPTYTNLNRL

4.90E-08 R AVFVDLEPTVIDEVRT

8.30E-08 R IHFMLSSYAPVISAEKA

2.00E-09 R AVCMISNSTSVAEVFSRI

7.00E-06 K CGINYQPPTVVPGGDLAKV

6.90E-12 K TVGGGDDAFNTFFSETGAGKH

0.00012 R AFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.00000000002000000000.0

6.80E-07 R QLFHPEQLISGKEDAANNFARG

9.70E-08 R FDGALNVDVTEFQTNLVPYPRI

6.30E-06 K AFHEQLSVAEITNSAFEPASMMAKC 2 Oxidation (M)0.000000000000000000002200.0

3.10E-07 K LADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL emPAI

0.00011 R ALGDYLGVK V

0.00055 R ELAQQIEK V

1.50E-05 K GVAINFVTR D

0.0069 R DELTLEGIK Q

0.00044 R KGVAINFVTR D

1.90E-07 R VLITTDLLAR G

2.50E-05 K VHACVGGTSVRE

0.00025 K RDELTLEGIK Q

5.40E-10 K GLDVIQQAQSGTGKT

1.60E-09 R ILQAGVHVVVGTPGRV

4.70E-09 K MFVLDEADEMLSRG 2 Oxidation (M)0.2000000002000.0

0.0015 R DHTVSATHGDMDQNTRD

1.50E-09 R GIYAYGFEKPSAIQQRG



8.20E-06 K FYNVVVEELPSNVADLL-

1.10E-06 R SRDHTVSATHGDMDQNTRD

4.30E-10 K IQVGVFSATMPPEALEITRK

7.50E-10 R GIDVQQVSLVINFDLPTQPENYLHRI

0.0022 R TKDNNLLGK F

4.90E-07 K DAGVIAGLNVMRI

3.00E-05 R FTDSSVQSDIK L

0.00086 R VEIIANDQGNRT

0.0017 R MVNHFVQEFKR Oxidation (M) 0.2000000000.0

0.00016 R FEELNIDLFR K

3.60E-06 R EIAEAYLGTTIKN

5.00E-06 K NALENYAYNMRN

9.50E-05 K ELESICNPIIAK M

2.00E-06 K VQQLLVDFFNGKE

5.70E-10 K NSIDDVVLVGGSTRI

6.00E-06 R TTPSYVAFTDSERL

0.0005 R ARFEELNIDLFRK

7.10E-09 K ATAGDTHLGGEDFDNRM

2.70E-09 K NQVAMNPINTVFDAKR Oxidation (M) 0.000020000000000.0

0.0032 K NAVVTVPAYFNDSQRQ

2.20E-10 K SINPDEAVAYGAAVQAAILSGEGNEKV

7.90E-05 K GEGPAIGIDLGTTYSCVGVWQHDRV

2.60E-09 K EQVFSTYSDNQPGVLIQVYEGERA

7.60E-10 R TLSSTAQTTIEIDSLFDGIDFYAPITRA emPAI

0.0073 K VDTAFIVK H

0.004 R INAEDPFK G

0.0039 K LIVWAPTR E

5.60E-05 K LILDVEDFK N

6.00E-05 K FGNVVHFGER D

0.00027 R YKQEDIVLR G

0.0026 R HIEFQVLADK F

9.70E-06 R VANEIGFPVMIKA Oxidation (M) 0.000000000200.0

6.50E-06 R GSFYFMEMNTRI

0.0077 R ITSYLPSGGPFVRM

1.70E-06 K LLEEAPSPALTAELRK

7.70E-05 R DHGINFIGPNPDSIRV

6.70E-11 K SEAAAAFGNDGCYLEKF

3.10E-10 K HEEELAEPQEIVAVKD

5.00E-06 R ALNDTIITGVPTTINYHKL

9.00E-08 K NAGVPTVPGSDGLLQSTEEAVRV

4.50E-08 R IQVEHPVTEMIYSVDLIEEQIRV

7.70E-05 R GCTMLHPGYGFLSENALFVEMCRD Oxidation (M) 0.00020000000000000000000.0

4.10E-05 K AMGDAAVAAAASIGYIGVGTVEFLLDERG Oxidation (M) 0.0200000000000000000000000000.0

5.50E-06 K LADEAVCIGEAPSNQSYLVIPNVLSAAISRG emPAI

0.0029 K SSVCDIAPR G

2.20E-05 R YLTASAMFR G

6.60E-06 K LAVNLIPFPR L

5.00E-05 R FPGQLNSDLR K

2.50E-06 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

5.10E-06 R YVGNSDLQLERV

5.30E-07 R MMLTFSVFPSPKV

2.60E-08 R VNVYYNEASCGRY

3.30E-06 K EVDEQMINVQNKN

2.60E-08 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

4.10E-06 K NSSYFVEWIPNNVKS

7.80E-05 K GHYTEGAELIDAVLDVVRK

1.90E-05 K LTTPSFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

0.0073 R TGPYGQIFRPDNFVFGQSGAGNNWAKG



0.00015 K EAENCDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0emPAI

0.0022 R TKDNNLLGK F

5.10E-05 R FSDASVQSDR Q

3.10E-07 K DAGVIAGLNVLRI

0.00086 R VEIIANDQGNRT

0.0017 R MVNHFVQEFKR Oxidation (M) 0.2000000000.0

5.00E-06 K NALENYAYNMRN

0.00012 K VQQLLQDFFNGKE

6.00E-06 R TTPSYVAFTDSERL

1.10E-09 K NQVAMNPVNTVFDAKR Oxidation (M) 0.000020000000000.0

7.10E-09 K ATAGDTHLGGEDFDNRM

0.0032 K NAVVTVPAYFNDSQRQ

2.20E-10 K SINPDEAVAYGAAVQAAILSGEGNEKV

7.90E-05 K GEGPAIGIDLGTTYSCVGVWQHDRV

0.00056 K KVEDSIEEAIQWLDGNQLGEADEFEDKM 3 Methyl (DE) 0.000000010000010000010000000.0 emPAI

0.0091 R VFDLLR R

0.00011 R ALGDYLGVK A

0.00055 R ELAQQIEK V

0.0069 R DELTLEGIK Q

1.90E-07 R VLITTDLLAR G

0.00025 K RDELTLEGIK Q

5.40E-10 K GLDVIQQAQSGTGKT

4.70E-09 K MFVLDEADEMLSRG 2 Oxidation (M)0.2000000002000.0

0.0015 R DHTVSATHGDMDQNTRD

1.50E-09 R GIYAYGFEKPSAIQQRG

8.20E-06 R FYNVVVEELPSNVADLL-

1.10E-06 R SRDHTVSATHGDMDQNTRD

7.50E-10 R GIDVQQVSLVINFDLPTQPENYLHRI emPAI

0.008 K FDLMYAK R Oxidation (M) 0.0002000.0

5.90E-06 K DVNAAVGTIK T

0.0015 K YMACCLMYR G Oxidation (M) 0.000000200.0

1.40E-11 R LISQIISSLTTSLRF

4.80E-07 R TVQFVDWCPTGFKC

9.50E-05 R SLDIERPTYTNLNRL

4.90E-08 R AVFVDLEPTVIDEVRT

0.0048 R IHFMLSSYAPVISAAKA Oxidation (M) 0.0002000000000000.0

1.30E-08 R AVCMISNNTAVAEVFSRI Oxidation (M) 0.00020000000000000.0

7.00E-06 K CGINYQPPTVVPGGDLAKV

0.00012 R AFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.00000000002000000000.0

6.80E-07 R QLFHPEQLISGKEDAANNFARG

7.20E-09 R FDGAINVDITEFQTNLVPYPRI

0.00051 K AYHEQLSVPEITNAVFEPASMMAKC 2 Oxidation (M)0.000000000000000000002200.0

3.10E-07 K LADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL emPAI

3.80E-06 K VQEIVSEIFGK S

1.80E-05 R SSGGLSDDEINRM

0.00015 K MKETAEAYLGKS Oxidation (M) 0.20000000000.0

0.00021 R TAMAGEDVEDIKA Oxidation (M) 0.002000000000.0

3.40E-06 R NSADTTIYSVEKS

0.00014 K FSPSQIGANVLTKM

3.30E-08 K EVDEVLLVGGMTRV Oxidation (M) 0.0000000000200.0

1.60E-08 R QAVTNPTNTIFGSKR

1.80E-13 K IPAEIASEIETAVSDLRT

9.90E-07 R IINEPTAAALSYGMNNKE Oxidation (M) 0.00000000000002000.0

5.60E-05 K SQVFSTAADNQMQVGIKV Oxidation (M) 0.00000000000200000.0

0.00033 K ATNGDTFLGGEDFDNTLLEYLVNEFKRS emPAI

0.0018 K AGIALSDK F

0.0076 K YDSVHGQWK H

0.0015 R VVDLIVHMSK A



5.50E-06 R AASFNIIPSSTGAAKA

1.60E-11 R VPTVDVSVVDLTVRL

0.00015 K TLLFGEKPVTVFGIRN

3.90E-08 K LVSWYDNEWGYSSRV

1.00E-05 R FGIVEGLMTTVHSITATQKT

1.10E-12 K GILGYTEDDVVSTDFVGDNRS

1.20E-09 K SDLDIVSNASCTTNCLAPLAKV emPAI

2.40E-05 K VGAFSVLR E

0.0016 K IDLDLEVR L

4.00E-05 K CLAGLIVSR S

0.0062 K HVVDDGLELR K

2.40E-06 K ALSSPVLAAVGERY

2.90E-06 R TNIQMIGALCRA

0.0088 K QHLALLSLGEIGRR

0.00021 R AELPSCLPVLVDRM

3.90E-07 K MDVFNTFIDLLRQ Oxidation (M) 0.200000000000.0

0.00045 R EYSLQALESFLLRC

1.20E-10 K TVTCIASLASSLSDDLLAKA

1.20E-12 R LSSIILQQLDDVAGDVSGLAVKC

0.00086 K TDGLFLK C

0.0032 R SLNLTLR K

3.40E-06 R VAEYAFLYAK T

3.70E-06 K TRYDDVDLITIRE

1.70E-10 R TADLGGSSTTTEFTKA

1.60E-05 R TQSFLTWESLESVRR

1.50E-13 K NLANPTALLLSGVMMLRH Oxidation (M) 0.00000000000000200.0

2.90E-06 R ENTEGEYSGLEHQVVRG

0.0099 K ELNLYANVRPCYSLPGYKT emPAI

0.0057 K RGILTLK Y

5.10E-07 K AGFAGDDAPRA

0.009 K EITALAPSSMK I Oxidation (M) 0.00000000020.0

8.90E-06 R GYMFTTTAER E Oxidation (M) 0.0020000000.0

9.60E-06 R AVFPSIVGRPR H

2.20E-07 K SEYDESGPSIVHRK

3.10E-09 K NYELPDGQVITIGAERF

3.30E-09 K LAYVALDYEQELETAKS

7.90E-09 K DLYGNIVLSGGSTMFPGIADRM Oxidation (M) 0.000000000000020000000.0

1.70E-09 R TTGIVLDSGDGVSHTVPIYEGYALPHAILRL emPAI

0.0014 K FEAIIYVLK K

2.80E-09 K VGETVDLVGLRE

1.00E-05 R SYTVTGVEMFQKI

9.20E-07 K KYDEIDAAPEERA

2.40E-10 K ILDEALAGDNVGLLLRG

0.00023 R HYAHVDCPGHADYVKN

1.90E-05 K IVVELIVPVACEQGMRF Oxidation (M) 0.0000000000000020.0

8.60E-06 K TTLTAALTMALASIGSSVAKK

2.20E-06 R QTELPFLLAVEDVFSITGRG

0.00041 R VVQILAR R

0.0027 K AEIANVLSR G

0.0005 K TAIAEGLAQR I

0.0016 R LDEMIVFR Q Oxidation (M) 0.00020000.0

2.90E-05 R HAQLPEEAR E

0.0055 K EIELQVTER F

5.40E-05 R VLELSLEEAR Q

4.30E-07 K AIDLIDEAGSR V

6.90E-05 R VLENLGADPSNIRT

0.0052 R VVDEGFDPSYGARP

3.30E-05 R GSGFVAVEIPFTPRA



1.70E-05 K MPTLEEYGTNLTKL Oxidation (M) 0.2000000000000.0

6.60E-10 K VPEPTVEEAIQILQGLRE

2.50E-08 R YTDEALVAAAQLSHQYISDRF

1.90E-06 R LGHNFVGTEQILLGLIGEGTGIAAKV emPAI

8.30E-06 R SGAVASAVMKK

0.005 K ISWVPDPK T

2.70E-11 R GYAATAAQGSVSSGGRS

2.70E-12 R PETGSNEIDAAELRA Methyl (DE) 0.01000000000000.0

2.10E-09 K TGYYRPETGSNEIDAAELRA

6.20E-05 R QTVAVGVIK S

0.0026 K ARYDEIIK E

3.60E-07 K IGGIGTVPVGRV

0.0072 R STNLDWYK G

0.0011 K STTTGHLIYK L

1.20E-07 R EHALLAFTLGVKQ

1.90E-05 K YYCTVIDAPGHRD

0.00036 K FHINIVVIGHVDSGKS

3.40E-05 K MTPTKPMVVETFSEYPPLGRF 2 Oxidation (M)0.20000020000000000000.0

3.30E-05 R VETGMIKPGMVVTFAPTGLTTEVKS 2 Oxidation (M)0.000020000200000000000000.0

1.00E-06 K NMITGTSQADCAVLIIDSTTGGFEAGISKD Oxidation (M) 0.02000000000000000000000000000.0 emPAI

0.00024 K KPDVDIEK I

3.40E-05 R ADIVVDVLVK N

1.10E-05 K IPLTLIYDDIK S

1.70E-07 K DFGSALWDMIRG

2.90E-05 K GNIDVDTPFGAMKL Oxidation (M) 0.0000000000020.0

2.30E-06 K FSLEETVAILHVRL

4.90E-07 K STYNDINPGMIIPYRI

3.90E-07 K NPNPVPIPLIDVNYLVESDGRK

0.00093 K STVVNTHLMPKS Oxidation (M) 0.00000000200.0

1.50E-10 K AADQGLVILQSPTVGYFRR

1.50E-08 R EDGEPVGYNDALITVLPSFPGIKK

6.60E-12 K SSEVEALISEITDSSSIAEFELKL

3.90E-06 K EGQVLCYIEQLGGQIPVESDVSGEIVKI

5.20E-05 R SGFGSFGMR S Oxidation (M) 0.000000020.0

3.30E-07 R SSGFGDFGSDRS

0.0029 R SSFGGFGSNDGKR

0.00053 K TLAFGIPIIDK I

0.0015 R GSASMFEGIGSRS Oxidation (M) 0.000020000000.0

0.0078 R FTELPSIAVER G

5.00E-06 K CEALHGDISQSQRE

4.60E-09 R QLDYGVDVAVGTPGRV

0.0049 R DGHFNILVATDVAARG

5.60E-06 K LADGITTYSIIADSYGRA

4.10E-05 R ESAPSLDTICLYGGTPIGQQMRQ Oxidation (M) 0.0000000000000000000020.0

0.0011 R RVGDSESVGGDGLAISELGISPEIVKA emPAI

0.0032 R SLNLTLR K

3.40E-06 R VAEYAFLYAK T

3.70E-06 K TRYDDVDLITIRE

1.70E-10 R TADLGGSSTTTDFTKA Methyl (DE) 0.000000000001000.0

3.10E-05 K TDGLFLQCCDEVAAKY

1.20E-06 K ATLFPGDGIGPEIAESVKQ

0.0099 K ELNLYANVRPCYSLPGYKT emPAI

3.00E-05 K GAGANILR A

5.30E-05 K LQLIVFGK K

4.70E-05 R AVAGAGVLSGYDKL

1.50E-05 K LLIQNQDEMIKA Oxidation (M) 0.00000000200.0

2.40E-06 R YFPTQALNFAFKD

3.20E-09 K GFTNFALDFLMGGVSAAVSKT Oxidation (M) 0.00000000002000000000.0 emPAI



0.00071 R AGVSGYASVK S

1.20E-06 R HNTLLEEQR H

0.0025 R ELLEQLLSTK M

0.00047 R NLLYQQQLR Q

1.30E-05 R NNSLLSGIIDGGRS

1.90E-06 R TAASSYSGIEGGVRR

2.50E-06 R SFSVYNNPSAQDNFQRK

0.0015 R HIDPLWPSDHNDQLLRS

0.0005 R SFLDFSTQDEEIVFPGRA

1.40E-06 K TESAHAHISNQESELEETRL

0.00054 R SLEYQLLQQEQLMQLANGVRH Oxidation (M) 0.00000000000020000000.0 emPAI

0.0027 K VQQITIR S

0.0026 K TTEGIDLAK D

0.00019 K EIEDAVADLR S

4.10E-05 K VQSIVAEIFGK S

3.60E-06 R SSGGLSEDDIQKM

0.00015 K MKETAEAYLGKS Oxidation (M) 0.20000000000.0

4.60E-05 R QAVTNPTNTVSGTKR

3.30E-08 K EVDEVLLVGGMTRV Oxidation (M) 0.0000000000200.0

0.00018 R SRFETLVNHLIERT

1.10E-08 K SQVFSTAADNQTQVGIRV emPAI

3.60E-05 R HENVDIVVIR E

0.00024 R HLQFPSFADR L

9.80E-07 K LADGLFLESCR E

2.80E-07 K YAFEYAYLNNRK

4.20E-08 K TPVGGGVSSLNVQLRK

2.00E-05 K ANPVALLLSSAMMLRH

0.0016 K ELDLFASLVNCFNLPGLPTRH

0.00035 R ENTEGEYAGLEHEVVPGVVESLKV emPAI

0.00062 K GVLLYGPPGTGKT

6.10E-05 K RFDSEVSGDR E

0.00021 R STDDFNGAQLKA

0.0024 R ACAAQTNATFLKL

0.00067 K DSYLILDTLPSEYDSRV

1.50E-13 R TMLELLNQLDGFSSDDRI Methyl (DE); Oxidation (M)0.02000000000000010.0 emPAI

1.70E-08 R GLAYDTSDDQQDITRG

1.20E-11 R VPIICTGNDFSTLYAPLIRD

9.60E-07 R VQLAETYLSQAALGDANADAIGRG

1.90E-05 K IKDEDIVTLVDQFPGQSIDFFGALRA emPAI

8.30E-05 R IAGLEVLR I

0.0026 R TPVENSLR D

0.0025 R IPAVQDLVR K

8.10E-05 K NQADSVVYQTEKQ

1.40E-09 K QFAAEEISAQVLRK

0.00017 R QAVVNPENTFFSVKR

1.90E-09 R IINEPTAASLAYGFERK

0.0028 K LSFKDIDEVILVGGSTRI emPAI

0.0057 K RGILTLK Y

5.10E-07 K AGFAGDDAPRA

0.009 K EITALAPSSMK I Oxidation (M) 0.00000000020.0

9.60E-06 R AVFPSIVGRPR H

3.80E-07 K NYELPDGQVITIGSERF

0.0015 R VAPEEHPILLTEAPLNPKA

1.70E-09 R TTGIVLDSGDGVSHTVPIYEGYALPHAILRL emPAI

0.0027 R TCNYLTSAAR Y

0.00054 R MLQYGEQNIRR Oxidation (M) 0.2000000000.0

3.20E-05 R NLAGEIAQEYTKR

5.00E-09 R FLPLGLGLLYLGKQ



4.30E-06 K YIPLSPILEGFIILKE

4.90E-06 K YLSDILSVLALTMSADGERE

0.00057 R QNLAATFVNAFVNAGFGQDKL emPAI

0.00013 K YLSGMGIAR Q Oxidation (M) 0.000020000.0

0.00024 K LDLDSTFEQK N

0.00036 R ALAESAQDAFYKL

7.60E-08 R NQIQAYVFDVIRA

1.50E-07 R NSVLAFSESVPGTSSKD

5.70E-07 K DVMDMVLVTQYFDTLKE 2 Oxidation (M)0.0020200000000000.0 emPAI

1.60E-08 R TGGGGLDLSSRR

3.60E-05 R TMAQLGLCAFRA Oxidation (M) 0.02000000000.0

9.90E-07 K AFEVLNSLEVWRL

5.40E-10 K TLVMLEDFLNEALANKE Oxidation (M) 0.0002000000000000.0 emPAI

0.00076 K VVSAMVNNDLRS Oxidation (M) 0.00002000000.0

0.0011 R TTFVPSTPPALKN

0.0026 K IPGVISASSFDGKI

9.90E-05 K IGIYNIEGCSR Y

3.30E-09 K VLDSGGLSPELSILRD

8.50E-08 K DQAVDGLSSDLNGIRL emPAI

1.60E-05 R GLCAIAQAESLRY

2.70E-06 R ELAEDGYSGVEVRV

6.80E-11 K FVADGVFYAELNEVLTRE

4.40E-09 K VGEEVEILGLR E

3.50E-08 R GSALSALQGTNDEIGRQ

0.00023 R HYAHVDCPGHADYVKN

8.00E-05 K VDVVDDPELLELVEMELRE Oxidation (M) 0.000000000000002000.0 emPAI

3.60E-08 R SPSVLVLLPTR E

3.40E-06 K FATLVATNVAARG

2.20E-10 K TLAFVLPILESLVNGPAKS

0.0049 K NAGVNGSVVSEKV

7.00E-06 R DLVGVLEDAIRG

7.50E-07 K VVAAGANPVLITRG

8.60E-10 K AAVEEGIVVGGGCTLLRL

3.00E-05 K LSGGVAVIQVGAQTETELKE emPAI

3.60E-05 R HENVDIVVIR E

0.00024 R HLQFPSFADR L

2.80E-07 K YAFEYAYLNNRK

1.50E-07 K TPVGGGVSSLNVNLRK

0.00035 R ENTEGEYAGLEHEVVPGVVESLKV emPAI

8.90E-13 R ALSDAADQANYGLAVLRL

5.90E-05 K YCLDNFAAPLTEIFLKT

9.50E-06 R ETLVFLSQCFLNTLSPIPEPRR emPAI

0.00077 R QAVDISPLR R

0.00079 K HATFVPHTAGRY

6.70E-09 R VNQAIFLLTTGARE

3.70E-10 K TIAECLADELINAAKG emPAI

6.20E-06 R LLILTDPR T

5.00E-12 R VIVAIENPQDIIVQSARP

0.0022 R HTPGTFTNQMQTSFSEPRL Oxidation (M) 0.000000000200000000.0

4.50E-05 K EGALGNIPIIAFCDTDSPMRF Oxidation (M) 0.00000000000000000020.0 emPAI

0.0049 K NAGVNGSVVSEKV

9.50E-05 R DIISILEDAIK G

7.50E-07 K VVAAGANPVLITRG

8.60E-10 K AAVEEGIVVGGGCTLLRL

3.00E-05 K LSGGVAVIQVGAQTETELKE emPAI

8.20E-05 R LWGENFFDPATRK

1.90E-09 R PMEEGLAEAIDDGRI Oxidation (M) 0.02000000000000.0

0.00011 K AYLPVVESFGFSSQLRA



8.30E-07 K STLTDSLVAAAGIIAQEVAGDVRM emPAI

0.0029 R SSFGGFGSNDGKR

0.00053 K TLAFGIPIIDK I

0.003 R FNELPSIAVER G

0.00069 K CEALHGDISQAQRE

0.00097 K KGSAILIHGQDQTRA Methyl (DE) 0.00000000001000.0

1.60E-09 R SSGFGSFGSGGSSGGFGSDRS

4.10E-05 R ESAPSLDTICLYGGTPIGQQMRE Oxidation (M) 0.0000000000000000000020.0 emPAI

4.70E-09 R LSFLYLITGNLDKL

5.70E-07 R SLLDTNPTIESQART

0.0002 R GPPALVFDFSQLEAKL

4.70E-06 R VFLSILQTIPLVVVESRR emPAI

1.60E-05 K AVANSTSATFLRV

1.30E-11 R TMLELLNQLDGFDSRG

3.20E-05 K SELLPCLGAADRN

0.0062 R LLQFFQSPHASLRK

6.50E-11 R LLDFLEIASQQLSANLNRE emPAI

3.00E-05 K GAGANILR A

5.30E-05 K LQLIVFGK K

0.00054 K SDGIAGLYR G

9.70E-05 K SSFDAFSQIVK K

1.50E-05 K LLIQNQDEMLKA Oxidation (M) 0.00000000200.0

2.40E-06 R YFPTQALNFAFKD emPAI

0.00014 K VIEVEGPR G

0.00023 K FLDGIYVSEK S

1.40E-05 R TALSHVDNLISGVTRG

0.0015 R FVYAHFPINASIGGDGKS

2.80E-09 K TILSSETMDIPDSVTIKV Oxidation (M) 0.00000002000000000.0 emPAI

0.0027 R HGDLLR T

0.0053 K SAGDPVLAR I

1.60E-06 R AQEFVCGLAQRI

4.60E-08 R LEVYTADDYADILEFLVGRW

8.30E-06 R TVQHLIGSGMDPGTENNPYLGFVYTSFQERA Oxidation (M) 0.000000000200000000000000000000.0 emPAI

1.60E-06 R VGLTGLTVAEYFRD

5.70E-10 R FTQANSEVSALLGRI

5.10E-06 R DAEGQDVLLFIDNIFRF emPAI

0.0089 K AVDSLVPIGR G

4.80E-05 R AAELTNLFESR I

5.80E-14 R EVAAFAQFGSDLDAATQALLNRG emPAI

2.20E-10 K TSAADVLQLLTGSLLLRM

5.30E-09 K QELLAELYSTELQLFKG emPAI

0.0013 R ALLIDLEPR V

0.0015 R VINGIQNGDYRN

1.50E-05 R DIIESLVDEYK A

0.0095 R YPGYMNNDLVGLLASLIPTPRC Oxidation (M) 0.000020000000000000000.0

3.50E-09 K YISILNIIQGEVDPTQVHESLQRI emPAI

1.30E-07 K SLFESLNSVGVLRR

0.0015 K LLAENLNCLLNVRD

2.70E-07 K TATVAQILENVFSVKD

0.0091 K MNYLDSFPFPYYIVLRD Oxidation (M) 0.2000000000000000.0

0.0097 R VEHLVDEYNSLLLQSSQEALFSNRS emPAI

0.00016 K SEVLDFIR S

5.10E-12 K IADAEENLGESEVRE

0.00047 R SHGMAPLYETLIASSVLDLDQSLLESMRA 2 Oxidation (M)0.0002000000000000000000000020.0 emPAI

0.001 R ESAIAQIIR T

8.80E-06 R LGNLGTISQNVRV

0.0004 R TCGPLLDVVAIKE

0.002 K VTFHNPGVQEDRT



9.50E-09 K VPYGQGAVELVAGRE emPAI

3.40E-09 R LEGASEESLLSQGLKV

1.10E-08 K VFDDSVESFTSGAWQAFGNALKG emPAI

0.00062 K GVLLYGPPGTGKT

2.50E-06 K LAEGFNGADLRN

0.00048 R AIASNIDANFLKV

0.00043 R NICTEAGMFAIRA Oxidation (M) 0.000000020000.0

5.10E-07 K SLQSVGQIIGEVLRPLDNERL emPAI

0.0031 R FLALDEADR M

1.30E-05 R VGSSTDLIVQRV

8.40E-06 R TPILVATDVAARG

0.0033 R MLDMGFEPQIRK 2 Oxidation (M)0.20020000000.0

1.00E-06 R LAADFLANYIFLAVGRV emPAI

1.30E-05 K GTVEIITPVELIKQ

5.80E-05 R IHSENTGNTAILNLLPLLQGNVGLIFTKG

2.40E-06 K LCQLIDEYTQILVVAADNVGSTQLQNIRK

0.00055 R VGLVAPIDVVVQPGNTGLDPSQTSFFQVLNIPTKI emPAI

0.00086 R SLDSHIEDQFASGRL

4.10E-05 R LDTGNYSWGSEATTRK

2.90E-10 R VLDVVYNASNNELVRT emPAI

1.90E-09 K SVAAGSATVAVEKS

5.10E-06 R YGNATVVENTERG

0.00043 K QFSGVDILSGEGNLFIKV emPAI

3.10E-05 K DLPAVMTFLISRA

0.0051 R SQLLSFMDQLIPTIRT

1.50E-06 K SGPLPVDTFTFIFPILERI

0.00094 R NPDTISQISDLLSPLIQLVKT

0.00043 K VVIDVLSSIVSALHDDSSEVRR emPAI

0.008 K IAELLR Y

4.60E-05 K ADLVNNLGTIARS

0.00046 R ELISNSSDALDKI

1.70E-07 K GIVDSEDLPLNISRE

9.30E-05 K SGDELTSLKDYVTRM emPAI

0.00013 K VLDFELVR D

0.0054 R GINDTYFGR L

6.00E-06 K SLLEEYFSIR L

1.90E-07 K APNSFGEFLGELVSAKV emPAI

0.00063 R VSYTVAR A

0.00032 R VLAHTQIR K

0.0023 R HGSLGFLPR K

0.00054 R QSLLTQTSR L

0.0016 K VDFAYSFFEK Q

8.50E-06 K FIDTASIFGHGRF

0.00096 K VGTEAHTAMTEYDRT Oxidation (M) 0.00000000200000.0 emPAI

0.0042 R ILSTINR E

0.00062 R GVLLYGPPGTGKT

0.001 K ISAAEIAAICQEAGMHAVRK Oxidation (M) 0.0000000000000020000.0

6.30E-05 K ENAPAIIFIDEVDAIATARF emPAI

1.20E-08 R SSIFDANAGIGLSKS

6.20E-07 K GILGYTDEDVVSNDFVGDSRS

1.10E-05 R TGNENAQLTPLLRL

9.50E-10 R TESAAVSTIVNLAEEARE emPAI

6.50E-06 K YLSGLGIAR Q

0.00026 K LLLDDVFEQK N

3.70E-08 R GQIQAYVFDVIRA emPAI

1.90E-06 K GVDGLFESFARL

4.00E-09 R AESQQVSESSGTIGRS emPAI

2.10E-05 R AGQYGTVTSLYTEANRD



0.0032 R TMVFANTVEAVEAVADILEKA Oxidation (M) 0.02000000000000000000.0

1.60E-05 K THGYLAPIIDQLTNTALDSEVTNRE emPAI

0.00072 K MVNADLAR I Oxidation (M) 0.20000000.0

0.00025 R MSLLAEAQR V Oxidation (M) 0.200000000.0

0.0021 K AGHQTSAESWGTGRA

2.00E-08 K TMISDSDYTEFDNFTKW Oxidation (M) 0.0200000000000000.0 emPAI

2.90E-06 R TCYAQSSQIR Q

2.90E-07 K ATQGIYPLQNVFIRK

0.0012 K VDRPADEMAVEEPTEIIGA- Oxidation (M) 0.0000000200000000000.0 emPAI

0.002 K IMFALTSIK G Oxidation (M) 0.020000000.0

0.0075 K IPDWFLNR Q

2.10E-08 R AGELSAAEIDNLMTIVANPRQ Oxidation (M) 0.00000000000020000000.0

5.20E-05 K IGMVGLFTR G

1.30E-07 K FASFETIVEMIYKY emPAI

0.0016 K SPEQVSAAVK A

2.00E-07 R EGLVSDAIESFIRA

0.0014 K QVGYTPDYLFLLQTILRT

0.00067 K FQSVPVQAGQTPPLLQYFGTLLTRG emPAI

0.0065 K LVAMATPEDMRI 2 Oxidation (M)0.00020000020.0

1.50E-10 R DLFEGILQAGSAIVENLRT emPAI

2.80E-06 R APLGQNTVLLRG

1.10E-07 K AGGECLTFDQLALRA emPAI

0.00062 K GVLLYGPPGTGKT

0.0033 R IDILDQALLRPGRI

3.50E-08 R TMLELLNQLDGFEASNKI Oxidation (M) 0.02000000000000000.0

0.0053 R EHAPSIIFMDEIDSIGSARM emPAI

1.40E-05 R DAVLLVFANK Q

0.00041 R ILMVGLDAAGKT Oxidation (M) 0.00200000000.0

7.30E-06 R MLNEDELRDAVLLVFANKQ Oxidation (M) 0.200000000000000000.0 emPAI

3.30E-08 R SIVGATLEVIQKK

0.0001 R SDSQVFLFLNSKC emPAI

6.60E-05 R IEATTWDALIK L

4.20E-08 R TLLANCVAAGNVKK emPAI

0.00039 K IACYVTVR G

0.00029 K LVLNISVGESGDRL

2.00E-06 K VLEQLSGQTPVFSKA emPAI

0.0012 R VGVHHLDDSQQSKN

5.40E-08 K SYEVTPSPADSISSLSFSPRA emPAI

5.80E-07 K NPAIIVGAGLFNRT

3.40E-05 R FASEVAGVQDLGILGRG emPAI

0.00032 R HLVFPIFEFLQERQ

5.20E-06 K SLEEAAAPLVSFLLNPNAVQELRA emPAI

6.80E-05 K SVAAGMNAMDLRR 2 Oxidation (M)0.000002002000.0

1.10E-06 R TALVDAASVSSLLTTTEAVVVDLPKD emPAI

6.40E-05 K DAGVIAGLNVARI

0.00015 K MKETAEAYLGKK Oxidation (M) 0.20000000000.0

5.50E-05 R ITPSWVGFTDSERL emPAI

4.70E-06 R IGDLELFR T

0.00091 R FEAHSNQQFCRY

0.00019 K LTGSVLSSFLDFALVPGSEAHSRL emPAI

0.0043 R VDSVFALR S

2.50E-09 R VINLLLQYLSNSISKN emPAI

0.0069 R SGAYIVR Q

0.00035 K ANVDYEQIVR K

3.50E-07 R FVIGGPHGDAGLTGRK emPAI

2.70E-06 K AGALGDSVTITRE

1.90E-05 K ITVTADGQFSKR emPAI

0.00035 R SSETVAQLQK T



2.60E-07 K IENHHQDDGLTQSGRK emPAI

0.0037 R FELLAR L

1.70E-08 R TMLEIVNQLDGFDARG Oxidation (M) 0.020000000000000.0 emPAI

4.80E-08 R SSAESLFNLAK Q

0.0021 R TLTESLNNGNEATAQEALELLIELAGTEPRF emPAI

0.0032 K LTIIEEAR K

0.0089 R ECLPLVLIIR N

2.10E-06 K FDVGNVVMVTGGRN Oxidation (M) 0.0000000200000.0

0.00039 K SRECLPLVLIIR N emPAI

1.70E-06 R LADTYGSGELRL

0.00045 K TEALLQEPFLK N

0.00037 R VTELVPLVAEILIKE emPAI

0.0026 R NHLANLNK Y

6.40E-08 K VATELGLWQEAFRS emPAI

0.0045 R DIVELQLK Q

8.50E-05 K QLDCELVIR K

1.30E-05 K ESSASSPELATEESISEFLTQVTTLVKL emPAI

1.90E-05 R SALNALLFR T

2.30E-05 K GLLLFIDEADAFLCERN emPAI

1.70E-07 K VIELSDVILEVLDARD

0.0007 K VIELSDVILEVLDARDPLGTRC emPAI

3.50E-05 R LVELANEFSR S

6.30E-05 K TVAFLLPAIEAVIKS

0.0029 K VLVLDEADHLLDMGFRR Oxidation (M) 0.0000000000002000.0 emPAI

0.0022 K LPDIEVVR V

0.00067 K SIESSDLNFTR Y

2.90E-05 K LAIFTALAFSQKL

0.0097 K SLEPFVNWLEEAEEEE- emPAI

4.90E-08 R VQIASLIGLLIR H

0.0014 R SFVNLIESLLIKDPAQRI emPAI

3.70E-07 R GLLGTVGTIARE

0.0027 R ALWTGLGPNVARN emPAI

1.10E-05 K IVNDNYLYAR V

0.0015 K MSDIAPNLAALIGEMVGARL Oxidation (M) 0.2000000000000000000.0 emPAI

0.0052 K VVDSLYVR S

2.00E-06 K EYVEALALLSTLVKE

0.0075 R HLSSLYDTLLEQNLCRL emPAI

0.0015 K VGDFEMNLK R Oxidation (M) 0.000002000.0

3.70E-06 K EGQVIGYLHQLGTELPVTSDVAGEVLKL emPAI

8.30E-05 K FYEILGVPK S

6.60E-05 K EGMGGGGGGHDPFDIFSSFFGGGPFGGNTSRQ Oxidation (M) 0.0020000000000000000000000000000.0emPAI

0.0011 K WAEIIGQAR H

8.90E-06 K LLSEEVFDFSR G emPAI

0.0051 R NATWTLSNFCRG

4.10E-06 R IITVCLEGLENILKV emPAI

8.30E-05 K FYEILGVPK T

0.00024 K VSLEDVYLGTTKK emPAI

0.0027 K YFVEAGAIAVRR

0.00022 R EQLAIAEFADALLIIPKV

0.0011 R TLESNTVVAGGGAVESALSVYLEHLATTLGSRE emPAI

0.0013 K AGALGDSVSITRE

1.90E-05 K ITVTADGQFSKR emPAI

6.50E-05 K TPGPGAQSALRA

0.00067 R IEDVTPIPTDSTRR emPAI

2.20E-05 K ILQLLR L

0.00012 K LLFIIR I emPAI

0.00019 K MGYGSAAVELLTRY Oxidation (M) 0.2000000000000.0

0.00034 K LSQVELLVIDEAAAIPLPVVKS emPAI



0.0029 K TGFVFPR V

1.80E-05 K LLPLPELLQSISSIKA emPAI

0.0021 R VLINAFTVR A

0.00021 K AFQAVEQFLQILKQ emPAI

0.00041 K LAPSGFVLLR D

0.0049 R IVSLLSESYNPHVRY emPAI

0.0003 R NPTLAGALTR L

0.0063 R SDTIASLLAALMEVVRT Oxidation (M) 0.0000000000020000.0 emPAI

0.0027 R VTYLVLDEADRM

0.0033 R MLDMGFDPQIRK Methyl (DE); 2 Oxidation (M)0.20020010000.0 emPAI

0.0078 R DHACVVGGYRM

0.001 R TNVIPIIEDAR H emPAI

0.004 K DVIFVTTR R

0.0062 K AVVIYVPFR L emPAI

0.0051 R SKVEGAIESR G

0.0045 K SLPLQTLIDILK Q emPAI

pep_expect pep_res_beforepep_seq pep_res_afterpep_var_modpep_var_mod_pos

0.0000011 K SSVCDIAPK G

0.00000043 R YLTASAVFR G

0.0086 K IREEYPDR M

0.000003 K LAVNLIPFPR L

0.000011 R FPGQLNSDLR K

0.00000095 R VSEQFTAMFR R

0.000087 R KLAVNLIPFPR L

0.0000039 R IDVYFNEASGGKY

0.000000035 R MMMTFSVFPSPKV

0.000000014 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

0.00001 R AVLMDLEPGTMDSLRS 2 Oxidation (M)0.000200000020000.0

0.0000011 K NSSYFVEWIPNNVKS

0.000000018 R EILHIQGGQCGNQIGAKF

8.5E-14 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

4E-15 K GHYTEGAELIDSVLDVVRK

0.0000036 K GHYTEGAELIDSVLDVVRKE

0.0036 - MREILHIQGGQCGNQIGAKF Oxidation (M) 0.2000000000000000000.0

0.00000099 R GSQQYSALSVPELTQQMWDAKN

0.000000001 K LANPTFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

0.000092 R SGPFGQIFRPDNFVFGQSGAGNNWAKG

0.00037 K FWEVICDEHGIDHTGQYVGDSPLQLERI

0.000013 K EAENSDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0emPAI

0.000068 R YLTASAMFR G

0.0086 K IREEYPDR M

0.000003 K LAVNLIPFPR L

0.000011 R FPGQLNSDLR K

0.00000095 R VSEQFTAMFR R

0.000087 R KLAVNLIPFPR L

0.00031 K STVCDIPPTGLKM

0.000000053 R YTGDSDLQLERI

0.00000035 R MMLTFSVFPSPKV 2 Oxidation (M)0.220000000000.0

1.1E-09 R INVYYNEASCGRF

0.00000046 K EVDEQMLNVQNKN Oxidation (M) 0.000002000000.0

0.000000014 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

0.00001 R AVLMDLEPGTMDSLRS 2 Oxidation (M)0.000200000020000.0

0.0000011 K NSSYFVEWIPNNVKS

0.00019 R SLTVPELTQQMWDSKN Oxidation (M) 0.000000000020000.0

0.000000018 R EILHIQGGQCGNQIGAKF

0.000012 K FWEVVCAEHGIDPTGRY

8.5E-14 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

4E-15 K GHYTEGAELIDSVLDVVRK



0.0000036 K GHYTEGAELIDSVLDVVRKE

0.0036 - MREILHIQGGQCGNQIGAKF Oxidation (M) 0.2000000000000000000.0

0.000027 K LTTPSFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

0.00000052 R SGPYGQTFRPDNFVFGQSGAGNNWAKG emPAI

0.000068 R YLTASAMFR G

0.0086 K IREEYPDR M

0.000003 K LAVNLIPFPR L

0.000011 R FPGQLNSDLR K

0.00000095 R VSEQFTAMFR R

0.000087 R KLAVNLIPFPR L

0.00031 K STVCDIPPTGLKM

0.0000044 R YVGDSELQLERV

0.000000035 R MMMTFSVFPSPKV

0.00000014 R VNVYYNEASCGRY

0.00000046 K EVDEQMLNVQNKN Oxidation (M) 0.000002000000.0

0.000000014 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

0.0000075 R AVLMDLEPGTMDSVRS 2 Oxidation (M)0.000200000020000.0

0.0000011 K NSSYFVEWIPNNVKS

0.00013 R NLTVPELTQQMWDAKN Oxidation (M) 0.000000000020000.0

1.8E-10 K FWEVVNLEHGIDQTGRY

8.5E-14 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

4E-15 K GHYTEGAELIDSVLDVVRK

0.0000036 K GHYTEGAELIDSVLDVVRKE

0.00017 K LSTPSFGDLNHLISATMSGVTCCLRF

3.6E-09 R SGPYGQIFRPDNFVFGQSGAGNNWAKG emPAI

0.00000043 R YLTASAVFR G

0.0086 K IREEYPDR M

0.000003 K LAVNLIPFPR L

0.000011 R FPGQLNSDLR K

0.00000095 R VSEQFTAMFR R

0.000087 R KLAVNLIPFPR L

0.00016 R INVYFNEASGGKY

0.000000035 R MMMTFSVFPSPKV

0.000000014 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

0.00001 R AVLMDLEPGTMDSLRS 2 Oxidation (M)0.000200000020000.0

0.0000011 K NSSYFVEWIPNNVKS

0.000000018 R EILHIQGGQCGNQIGAKF

8.5E-14 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

4E-15 K GHYTEGAELIDSVLDVVRK

0.0000036 K GHYTEGAELIDSVLDVVRKE

0.0036 - MREILHIQGGQCGNQIGAKF Oxidation (M) 0.2000000000000000000.0

0.00000099 R GSQQYSALSVPELTQQMWDAKN

0.000000001 K LANPTFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

0.000092 R SGPFGQIFRPDNFVFGQSGAGNNWAKG emPAI

0.0034 K FDLMYAK R Oxidation (M) 0.0002000.0

0.000015 K DVNAAVGTIK T

0.0048 K EIVDLCLDR I

0.000088 K YMACCLMYR G Oxidation (M) 0.020000000.0

0.0046 R IDHKFDLMYAKR Oxidation (M) 0.00000002000.0

0.0061 R QLFHPEQLISGKE

4.5E-09 R LVSQVISSLTASLRF

0.000000085 R TIQFVDWCPTGFKC

0.0000058 R SLSIERPTYTNLNRL

0.000000041 R AVFVDLEPTVIDEVRT

1.2E-09 R IHFMLSSYAPVISAEKA

1.6E-10 R AVCMISNSTSVAEVFSRI

0.0000026 K CGINYQPPTVVPGGDLAKV

7E-11 K TVGGGDDAFNTFFSETGAGKH



0.0000058 R AFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.00000000002000000000.0

0.00000036 R QLFHPEQLISGKEDAANNFARG

9.9E-12 R FDGALNVDVTEFQTNLVPYPRI

0.00000014 K AFHEQLSVAEITNSAFEPASMMAKC 2 Oxidation (M)0.000000000000000000002200.0

3.9E-11 R KLADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL

0.00061 K LGFTVYPSPQVSTSVVEPYNSVLSTHSLLEHTDVSILLDNEAIYDICRR emPAI

0.0034 K FDLMYAK R Oxidation (M) 0.0002000.0

0.000015 K DVNAAVGTIK T

0.0048 K EIVDLCLDR I

0.000088 K YMACCLMYR G Oxidation (M) 0.020000000.0

0.0046 R IDHKFDLMYAKR Oxidation (M) 0.00000002000.0

0.0061 R QLFHPEQLISGKE

4.5E-09 R LVSQVISSLTASLRF

0.000000085 R TIQFVDWCPTGFKC

0.0000043 R SLNIERPTYTNLNRL

0.000000041 R AVFVDLEPTVIDEVRT

1.2E-09 R IHFMLSSYAPVISAEKA

1.6E-10 R AVCMISNSTSVAEVFSRI

0.0000026 K CGINYQPPTVVPGGDLAKV

7E-11 K TVGGGDDAFNTFFSETGAGKH

0.0000058 R AFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.00000000002000000000.0

0.00000036 R QLFHPEQLISGKEDAANNFARG

9.9E-12 R FDGALNVDVTEFQTNLVPYPRI

0.00000014 K AFHEQLSVAEITNSAFEPASMMAKC 2 Oxidation (M)0.000000000000000000002200.0

3.9E-11 R KLADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL

0.00061 K LGFTVYPSPQVSTSVVEPYNSVLSTHSLLEHTDVSILLDNEAIYDICRR emPAI

0.002 R ALGDYQGVK V

0.000048 R ELAQQIEK V

0.003 R KVDWLTDK M

0.00065 R DELTLEGIK Q

0.0055 R GIYAYGFEK P

0.00000013 R VLITTDLLAR G

0.000024 K VHACVGGTSVRE

0.000096 K RDELTLEGIK Q

2.9E-10 K GLDVIQQAQSGTGKT

0.000000033 K GVAINFVTLDDQRM

2.3E-10 R ILQAGVHVVVGTPGRV

1.8E-11 R KGVAINFVTLDDQRM

6.2E-10 K MFVLDEADEMLSRG 2 Oxidation (M)0.2000000002000.0

0.00017 K DQIYDIFQLLPPKI

3.4E-10 R GIYAYGFEKPSAIQQRG

0.0002 K FYNVVVEELPSNVADLL-

0.000086 R GFKDQIYDIFQLLPPKI

3.6E-10 K IQVGVFSATMPPEALEITRK Oxidation (M) 0.0000000002000000000.0

0.000000008 K LETLCDLYETLAITQSVIFVNTRR

0.000000088 R GIDVQQVSLVINFDLPTQPENYLHRI

0.000000045 K TATFCSGVLQQLDYALLQCQALVLAPTRE emPAI

0.000051 R ALGDYLGVK V

0.000048 R ELAQQIEK V

0.000028 K GVAINFVTR D

0.003 R KVDWLTDK M

0.00065 R DELTLEGIK Q

0.0055 R GIYAYGFEK P

0.0006 R KGVAINFVTR D

0.00000013 R VLITTDLLAR G

0.000024 K VHACVGGTSVRE

0.000096 K RDELTLEGIK Q

2.9E-10 K GLDVIQQAQSGTGKT



2.3E-10 R ILQAGVHVVVGTPGRV

6.2E-10 K MFVLDEADEMLSRG 2 Oxidation (M)0.2000000002000.0

0.00017 K DQIYDIFQLLPPKI

3.4E-10 R GIYAYGFEKPSAIQQRG

0.0002 K FYNVVVEELPSNVADLL-

0.000086 R GFKDQIYDIFQLLPPKI

3.6E-10 K IQVGVFSATMPPEALEITRK Oxidation (M) 0.0000000002000000000.0

0.000000008 K LETLCDLYETLAITQSVIFVNTRR

0.000000088 R GIDVQQVSLVINFDLPTQPENYLHRI

0.00054 K LNEVLEGQDEFFTSYDDVHESFDAMGLQENLLRG 3 Methyl (DE); Oxidation (M)0.001001001000000000000000200000000.0emPAI

0.0000016 R VEIIANDQGNRT

0.0000091 K DAGVIAGLNVMRI Oxidation (M) 0.000000000020.0

0.0032 R MVNHFVQEFKR Oxidation (M) 0.2000000000.0

0.000024 R EIAEAYLGVTIKN

0.00001 R FEELNMDLFR K Oxidation (M) 0.0000020000.0

0.0000042 K NALENYAYNMRN Oxidation (M) 0.00000000020.0

0.00019 K ELESICNPIIAK M

0.00000075 K STVHDVVLVGGSTRI

0.000000092 K VQQLLQDFFNGKE

0.0000014 R TTPSYVAFTDSERL

0.0068 R ARFEELNMDLFRK Oxidation (M) 0.000000020000.0

0.00000017 K EFAAEEISSMVLIKM

1.2E-09 K NQVAMNPVNTVFDAKR Oxidation (M) 0.000020000000000.0

7.1E-09 K ATAGDTHLGGEDFDNRM

0.004 K NAVVTVPAYFNDSQRQ

9.7E-11 K SINPDEAVAYGAAVQGAILSGEGNEKV

0.00018 K GEGPAIGIDLGTTYSCVGVWQHDRV

4.5E-09 K EQVFSTYSDNQPGVLIQVYEGERA

0.00017 K IEDSIEQAIQWLEGNQLAEADEFEDKM

0.00023 R TLSSTAQTTIEIDSLYEGIDFYSTITRA

0.00098 K VQDLLLLDVTPLSLGLETAGGVMTTLIPRN Oxidation (M) 0.00000000000000000000002000000.0

0.000000042 K KIEDSIEQAIQWLEGNQLAEADEFEDKM emPAI

0.004 R ALFELLK L

0.000039 K TSLILALGK Y

0.002 K LALETFSVR C

0.0000002 K ALSGLQFLLCK V

0.0052 K GLLYQPAYDPKH

5.4E-09 K SLFESLNSVGVLRR

0.00024 K VAAFPCFTSILSKG

0.000000015 R VFACQNPSTQGGGRK

0.000019 K LLAENLNCLLNVRD

4.7E-09 K TATVAQILENVFSVKD

7.6E-10 R LFLEENLASIFANVKD

0.0000012 R DAVWCGIQILSVVLRC

0.00021 R SLLSFIEILIPIAQNSKA

0.000088 K MDGIQNLISLIGSSSHNKL Oxidation (M) 0.200000000000000000.0

0.00000004 R QSYGSNPLQQLVLIIGDGKF

0.000013 K MNYLDSFPFPYYIVLRD Oxidation (M) 0.2000000000000000.0

0.000019 R ALHFNTSLLGSILNYFEKA

3.9E-11 K QLFDNITAMLLEESALLRT Oxidation (M) 0.000000002000000000.0

0.0045 K LPISDLLEPIISLASSWQKV

0.00000029 K ESNVVDPIINFWEWFNRL

5.8E-09 K ALYDGFSMFFLSLLDASSAKI Oxidation (M) 0.00000002000000000000.0

0.0011 R GGHWIVLDELNLAPSDVLEALNRL emPAI

0.0000027 R FTDSSVQSDIK L

0.0000016 R VEIIANDQGNRT

0.0000091 K DAGVIAGLNVMRI Oxidation (M) 0.000000000020.0

0.0032 R MVNHFVQEFKR Oxidation (M) 0.2000000000.0



0.00013 R FEELNIDLFR K

0.000072 R EIAEAYLGTTIKN

0.0000042 K NALENYAYNMRN Oxidation (M) 0.00000000020.0

0.00019 K ELESICNPIIAK M

1.2E-09 K VQQLLVDFFNGKE

0.000000064 K NSIDDVVLVGGSTRI

0.0000014 R TTPSYVAFTDSERL

0.00041 R ARFEELNIDLFRK

7.1E-09 K ATAGDTHLGGEDFDNRM

2.2E-09 K NQVAMNPINTVFDAKR Oxidation (M) 0.000020000000000.0

0.004 K NAVVTVPAYFNDSQRQ

4.6E-14 K SINPDEAVAYGAAVQAAILSGEGNEKV

0.00018 K GEGPAIGIDLGTTYSCVGVWQHDRV

4.5E-09 K EQVFSTYSDNQPGVLIQVYEGERA

0.00071 K VQDLLLLDVTPLSLGLETAGGVMTVLIQRN

0.00000035 K KIEDSIEAAIEWLEANQLAECDEFEDKM emPAI

0.0011 K SSVCDIAPR G

0.000068 R YLTASAMFR G

0.0086 K IREEYPDR M

0.000003 K LAVNLIPFPR L

0.000011 R FPGQLNSDLR K

0.00000095 R VSEQFTAMFR R

0.000087 R KLAVNLIPFPR L

0.00000047 R YVGNSDLQLERV

0.00000035 R MMLTFSVFPSPKV 2 Oxidation (M)0.220000000000.0

0.00000014 R VNVYYNEASCGRY

0.00000046 K EVDEQMINVQNKN Oxidation (M) 0.000002000000.0

0.000000014 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

0.0000011 K NSSYFVEWIPNNVKS

1E-14 K GHYTEGAELIDAVLDVVRK

0.000027 K LTTPSFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

0.000011 R TGPYGQIFRPDNFVFGQSGAGNNWAKG emPAI

0.000031 R DGYLTLFK F

0.0075 R ALADPNTDVR G

0.0000041 R VLPLIIPILSK G

0.000000013 K LSILSAVASWASRS

0.00000035 K DLPAVMTFLISRA

7.2E-09 R SPIVSAAAFENLVKL

0.000000055 R QSSVELLGDLLFKV

0.00093 K YALELLPVILPQARH

0.000000029 R SQLLSFMDQLIPTIRT

5.4E-10 K SGPLPVDTFTFIFPILERI

1.7E-12 R VVLVIDEEGVETLLSELLKG

0.000018 R NPDTISQISDLLSPLIQLVKT

0.000064 K SLKPLLPVFLQGLISGSAELRE

9E-10 K VVIDVLSSIVSALHDDSSEVRR

0.00000024 K NPEISSLVPTLLLALTDPNEYTRH

0.00013 R HALDTLLQTTFVNSVDAPSLALLVPIVHRG emPAI

0.000068 R YLTASAMFR G

0.0086 K IREEYPDR M

0.000003 K LAVNLIPFPR L

0.000011 R FPGQLNSDLR K

0.00000095 R VSEQFTAMFR R

0.000087 R KLAVNLIPFPR L

0.0000036 R YNGDSADLQLERI

0.00000035 R MMLTFSVFPSPKV 2 Oxidation (M)0.220000000000.0

0.000000014 R LHFFMVGFAPLTSRG Oxidation (M) 0.00002000000000.0

0.00001 R AVLMDLEPGTMDSIRS 2 Oxidation (M)0.000200000020000.0



0.0000011 K NSSYFVEWIPNNVKS

1E-14 K GHYTEGAELIDAVLDVVRK

3.6E-09 R SGPYGQIFRPDNFVFGQSGAGNNWAKG emPAI

0.000037 K VGAFSVLR E

0.0024 R TTSPAAFTR A

0.00016 K IDLDLEVR L

0.000015 K CLAGLIVSR S

0.00031 K VLPQALTLVK S

0.000068 K HVVDDGLELR K

0.0000054 K ALSSPVLAAVGERY

0.000035 R TNIQMIGALCRA Oxidation (M) 0.00002000000.0

0.00013 R AELPSCLPVLVDRM

0.000000019 K MDVFNTFIDLLRQ

0.00000063 R EYSLQALESFLLRC

0.000039 K LLNTLLLQLGCNQATVRK

0.0000061 K CPSAVLAVLDSLVEPLHKT

5.5E-12 K TVTCIASLASSLSDDLLAKA

0.0000012 K LDEIIFPQISSFLMLIKD

1.1E-12 R LSSIILQQLDDVAGDVSGLAVKC

0.0029 R ELVVVLPDCLADHIGSLVPGIERA

0.000036 K DLSAHAGIETIVIESFQSPFEEIKS

0.00017 K SAASYALGNIAVGNLSNYLPFILDQIDNQQKK emPAI

0.000082 K FEAIIYVLK K

0.00027 K TVGAGVIGTILE-

2.9E-09 K VGETVDLVGLRE

0.0000017 R SYTVTGVEMFQKI

5E-11 K ILDEALAGDNVGLLLRG

0.000029 R HYAHVDCPGHADYVKN

4.9E-10 R GITINTATVEYETENRH

0.00022 K IVVELIVPVACEQGMRF Oxidation (M) 0.0000000000000020.0

0.00000016 K TTLTAALTMALASIGSSVAKK

0.000000021 K IYELMDAVDDYIPIPQRQ Oxidation (M) 0.00002000000000000.0

5.5E-12 K EDQVDDAELLELVELEVRE

2.3E-10 R QTELPFLLAVEDVFSITGRG

0.000037 K WVDKIYELMDAVDDYIPIPQRQ

0.0059 R ELLSSYEFNGDDIPIISGSALLAVETLTENPKV emPAI

0.0034 K FDLMYAK R Oxidation (M) 0.0002000.0

0.000015 K DVNAAVGTIK T

0.0048 K EIVDLCLDR V

0.000088 K YMACCLMYR G Oxidation (M) 0.020000000.0

0.0046 R IDHKFDLMYAKR Oxidation (M) 0.00000002000.0

0.0061 R QLFHPEQLISGKE

3.6E-11 R LISQIISSLTTSLRF

0.0000024 R TVQFVDWCPTGFKC

0.000047 R SLDIERPTYTNLNRL

0.000000041 R AVFVDLEPTVIDEVRT

0.000000017 R IHFMLSSYAPVISAAKA Oxidation (M) 0.0002000000000000.0

0.0000026 K CGINYQPPTVVPGGDLAKV

0.0000058 R AFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.00000000002000000000.0

0.00000036 R QLFHPEQLISGKEDAANNFARG

3.7E-10 R FDGAINVDITEFQTNLVPYPRI

3.9E-11 R KLADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL emPAI

0.0004 K VTVMDTLSR L Oxidation (M) 0.000200000.0

0.0045 R TCNYLTSAAR Y

0.00000021 R VGQAVDVVGQAGRP

0.00032 R MLQYGEQNIRR Oxidation (M) 0.2000000000.0

0.000013 K QESVEATAEVSKT

0.000015 R NLAGEIAQEYTKR



2.4E-09 R FLPLGLGLLYLGKQ

0.00058 K AFHETMADSDLKKY Oxidation (M) 0.0000020000000.0

0.00000018 R AVPLALGLLCISNPKV

0.00024 K YIPLSPILEGFIILKE

0.0045 R MMLTVDENLKPLSVPVRV 2 Oxidation (M)0.22000000000000000.0

0.000000026 K YLSDILSVLALTMSADGERE

3E-11 R QNLAATFVNAFVNAGFGQDKL

0.00014 R AELATDKYIPLSPILEGFIILKE

0.0000016 K NDCDPALALLGDYIDKEDSSVRI

0.007 R QSEEASIDDLMELVQQIVAFHMKH Oxidation (M) 0.00000000000000000000020.0

0.00000015 K HNAETEAVDLLMDVEDLDLLLEHVDKT Oxidation (M) 0.00000000000200000000000000.0

0.00096 R IGINGFGR I

0.0024 K AATYDEIKK A

0.0000031 R VVDLIVHMSK A

0.009 R AASFNIIPSSTGAAKA

4.5E-11 R VPTVDVSVVDLTVRL

0.000019 K TLLFGEKPVTVFGIRN

0.000093 K DAPMFVVGVNEHEYKS Oxidation (M) 0.000200000000000.0

0.0000006 K LVSWYDNEWGYSSRV

6.1E-12 R FGIVEGLMTTVHSITATQKT

8.5E-14 K GILGYTEDDVVSTDFVGDNRS

3.8E-14 K SDLDIVSNASCTTNCLAPLAKV

0.00063 R NPEDIPWGEAGADFVVESTGVFTDKDKA emPAI

0.0083 R YDEIIK E

0.000041 R QTVAVGVIK S

0.0000011 K IGGIGTVPVGRV

0.0012 R STNLDWYK G

0.00035 K STTTGHLIYK L

7.9E-10 R EHALLAFTLGVKQ

0.00000071 K YYCTVIDAPGHRD

0.000068 K FHINIVVIGHVDSGKS

0.00000011 K GPTLLEALDQINEPKR

0.00012 K PGMVVTFAPTGLTTEVKS Oxidation (M) 0.00200000000000000.0

0.000035 K MTPTKPMVVETFSEYPPLGRF 2 Oxidation (M)0.20000020000000000000.0

0.000038 R VETGMIKPGMVVTFAPTGLTTEVKS

2.5E-12 K NMITGTSQADCAVLIIDSTTGGFEAGISKD Oxidation (M) 0.02000000000000000000000000000.0

0.000051 R ALGDYLGVK A

0.000048 R ELAQQIEK V

0.003 R KVDWLTDK M

0.00065 R DELTLEGIK Q

0.0055 R GIYAYGFEK P

0.00000013 R VLITTDLLAR G

0.000096 K RDELTLEGIK Q

2.9E-10 K GLDVIQQAQSGTGKT

6.2E-10 K MFVLDEADEMLSRG 2 Oxidation (M)0.2000000002000.0

3.4E-10 R GIYAYGFEKPSAIQQRG

0.0002 R FYNVVVEELPSNVADLL-

0.000000012 K VQVGVFSATMPPEALEITRK Oxidation (M) 0.0000000002000000000.0

0.000000008 K LETLCDLYETLAITQSVIFVNTRR

0.000000088 R GIDVQQVSLVINFDLPTQPENYLHRI emPAI

0.0086 K LGVRPPK G

0.0028 R ILQIHSR K

0.0093 R ADILDPALMR S Oxidation (M) 0.0000000020.0

0.0024 K GVLLYGPPGTGKT

0.000019 R STDDFNGAQLKA

0.000029 R ACAAQTNATFLKL

0.0000029 K AVCVEAGMLALRR Oxidation (M) 0.000000020000.0

0.000011 K LAGPQLVQMFIGDGAKL



0.00015 K QIQELVEAIVLPMTHKE Oxidation (M) 0.0000000000002000.0

0.000001 K DSYLILDTLPSEYDSRV

9.4E-14 R TMLELLNQLDGFSSDERI Oxidation (M) 0.02000000000000000.0

0.0000024 K EKAPCIIFIDEIDAIGTKR

0.0000024 R DATEVNHEDFNEGIIQVQAKK

0.0000019 K AMEVDEKPTEDYNDIGGLEKQ Oxidation (M) 0.02000000000000000000.0

0.00000073 R QTIFLPVVGLVDPDSLKPGDLVGVNKD

0.0000056 K QLPYLVGNIVEILEMNPEDDAEEDGANIDLDSQRK Oxidation (M) 0.0000000000000020000000000000000000.0emPAI

0.0000016 R VEIIANDQGNRT

0.0032 R MVNHFVQEFKR Oxidation (M) 0.2000000000.0

0.00001 R FEELNMDLFR K Oxidation (M) 0.0000020000.0

0.0000042 K NALENYAYNMRN Oxidation (M) 0.00000000020.0

0.000000092 K VQQLLQDFFNGKE

0.0000014 R TTPSYVAFTDSERL

0.0068 R ARFEELNMDLFRK Oxidation (M) 0.000000020000.0

0.000000005 K NQVAMNPTNTVFDAKR Oxidation (M) 0.000020000000000.0

7.1E-09 K ATAGDTHLGGEDFDNRM

0.004 K NAVVTVPAYFNDSQRQ

4.6E-14 K SINPDEAVAYGAAVQAAILSGEGNEKV

0.00018 K GEGPAIGIDLGTTYSCVGVWQHDRV

0.0000034 K DAGVIAGLNVLRI

0.0000016 R VEIIANDQGNRT

0.000072 R EIAEAFLGTTVKN

0.0032 R MVNHFVQEFKR Oxidation (M) 0.2000000000.0

0.0000042 K NALENYAYNMRN Oxidation (M) 0.00000000020.0

0.000000092 K VQQLLQDFFNGKE

0.0000014 R TTPSYVAFTDSERL

1.2E-09 K NQVAMNPVNTVFDAKR Oxidation (M) 0.000020000000000.0

7.1E-09 K ATAGDTHLGGEDFDNRM

0.004 K NAVVTVPAYFNDSQRQ

4.6E-14 K SINPDEAVAYGAAVQAAILSGEGNEKV

0.00018 K GEGPAIGIDLGTTYSCVGVWQHDRV emPAI

0.0017 K TDGLFLK C

0.0053 R SLNLTLR K

0.0000028 R VAEYAFLYAK T

0.000079 R YDDVDLITIR E

0.0000035 K TRYDDVDLITIRE

2.4E-11 R TADLGGSSTTTEFTKA

0.000000096 R TQSFLTWESLESVRR

5E-14 K NLANPTALLLSGVMMLRH Oxidation (M) 0.00000000000000200.0

0.00054 R ENTEGEYSGLEHQVVRG

0.0015 K ELNLYANVRPCYSLPGYKT

3.9E-09 K FNEQAEQIHSAIINTIAEGKY emPAI

0.00021 K SSLDAFK Q

0.0000058 K GAGANILR A

0.000031 K LQLIVFGK K

0.000000039 R AVAGAGVLSGYDKL

0.00000034 R QFDGLVDVYR K

0.0000031 K LLIQNQDEMIKA Oxidation (M) 0.00000000200.0

0.0017 R TIKDEGFGSLWRG

0.00000054 R YFPTQALNFAFKD

3.1E-09 K GFTNFALDFLMGGVSAAVSKT Oxidation (M) 0.00000000002000000000.0

1.4E-13 K WFAGNLASGGAAGASSLLFVYSLDYART emPAI

0.0000058 K GAGANILR A

0.000031 K LQLIVFGK K

0.0027 K SDGIAGLYR G

0.00021 R DEGIGSLWR G

0.00011 R QFNGLVDVYK K



0.00000015 R AVAGAGVLAGYDKL

0.000048 K SSFDAFSQIVK K

0.0000031 K LLIQNQDEMLKA Oxidation (M) 0.00000000200.0

0.0044 R TIRDEGIGSLWRG

0.00000054 R YFPTQALNFAFKD

0.00000026 R GFNISCAGIIVYRG

1.7E-10 K GFTNFAIDFMMGGVSAAVSKT

1.4E-13 K WFAGNLASGGAAGASSLLFVYSLDYART emPAI

0.0068 K RGILTLK Y

0.00000021 K AGFAGDDAPRA

0.009 K EITALAPSSMK I Oxidation (M) 0.00000000020.0

0.00002 R GYMFTTTAER E Oxidation (M) 0.0020000000.0

0.0000024 K SEYDESGPSIVHRK

0.0003 K IWHHTFYNELRV

1.9E-10 K NYELPDGQVITIGAERF

5.5E-11 K LAYVALDYEQELETAKS

0.0000014 K YPIEHGIVSNWDDMEKI Oxidation (M) 0.0000000000000200.0

0.0000001 R VAPEEHPVLLTEAPLNPKA

4.6E-11 K DLYGNIVLSGGSTMFPGIADRM Oxidation (M) 0.000000000000020000000.0

0.0000001 R TTGIVLDSGDGVSHTVPIYEGYALPHAILRL

0.00006 R CPEVLFQPSLIGMEAPGIHETTYNSIMKC 2 Oxidation (M)0.0000000000002000000000000020.0 emPAI

0.0082 R VQQLDVR C

0.00049 R QAIVDGLR N

0.0000099 K YLSGMGIAR Q Oxidation (M) 0.000020000.0

0.0000019 K LDLDSTFEQK N

0.0000053 R ALAESAQDAFYKL

0.000019 K SNSVFIPHGPGAVRD

0.00000019 R NQIQAYVFDVIRA

1.1E-09 R NSVLAFSESVPGTSSKD

4.3E-13 K DVMDMVLVTQYFDTLKE

0.000075 K AMSHYGYEIVQTLIVDIEPDVHVKR Oxidation (M) 0.020000000000000000000000.0 emPAI

0.000071 K KPDVDIEK I

0.000000062 R ADIVVDVLVK N

0.000085 K PTADVSAIHIPKI

0.0002 K VKDFIHDIGEK L

0.0000015 K IPLTLIYDDIK S

0.00000097 K DFGSALWDMIRG

0.00000038 K GNIDVDTPFGAMKL Oxidation (M) 0.0000000000020.0

0.00000023 R VVHQEGDVEIVDRS

0.0000013 K FSLEETVAILHVRL

0.000041 R IKVDLIVDVPVLGRL

0.000026 K STYNDINPGMIIPYRI Oxidation (M) 0.000000000200000.0

0.00002 K LEGTIGFGKPTADVSAIHIPKI

1.6E-10 K NPNPVPIPLIDVNYLVESDGRK

0.00038 R VVQILAR R

0.0009 K AEIANVLSR G

0.00063 K TAIAEGLAQR I

0.0014 R LDEMIVFR Q Oxidation (M) 0.00020000.0

0.000028 R HAQLPEEAR E

0.007 K EIELQVTER F

0.000079 R VLELSLEEAR Q

0.000000018 K AIDLIDEAGSR V

0.0000024 K LAEEGKLDPVVGRQ

0.00013 R VLENLGADPSNIRT

0.000017 R GSGFVAVEIPFTPRA

0.0000014 K MPTLEEYGTNLTKL Oxidation (M) 0.2000000000000.0

1E-10 K VPEPTVEEAIQILQGLRE

0.0024 K NPNRPIASFIFSGPTGVGKS



4.6E-09 K AHPDVFNMMLQILEDGRL

0.00014 R QLGHNYIGSEHLLLGLLRE

0.000000021 R LGHNFVGTEQILLGLIGEGTGIAAKV

0.0099 R QSDEIILFIDEVHTLIGAGAAEGAIDAANILKPALARG emPAI

0.0028 R ILQIHSR K

0.0093 R ADILDPALMR S Oxidation (M) 0.0000000020.0

0.0024 K GVLLYGPPGTGKT

0.000019 R STDDFNGAQLKA

0.000029 R ACAAQTNATFLKL

0.0000029 K AVCVEAGMLALRR Oxidation (M) 0.000000020000.0

0.000011 K LAGPQLVQMFIGDGAKL

0.00015 K QIQELVEAIVLPMTHKE Oxidation (M) 0.0000000000002000.0

0.000001 K DSYLILDTLPSEYDSRV

9.4E-14 R TMLELLNQLDGFSSDDRI Methyl (DE); Oxidation (M)0.02000000000000010.0

0.0000024 R DATEVNHEDFNEGIIQVQAKK

0.0000019 K AMEVDEKPTEDYNDIGGLEKQ Oxidation (M) 0.02000000000000000000.0

0.00019 K QLPYLVGNIVEILEMSPEDDAEEDGANIDLDSQRK 2 Methyl (DE); Oxidation (M)0.0000000000000020001100000000000000.0emPAI

0.0014 R LSYALAR S

0.002 R SSGFGDFGSDRS

0.00062 R SSFGGFGSNDGKR

0.00063 K TLAFGIPIIDK I

0.0000068 R GSASMFEGIGSRS Oxidation (M) 0.000020000000.0

0.0042 R FTELPSIAVER G

2.1E-09 K CEALHGDISQSQRE

0.003 R DGHFNILVATDVAARG

0.000041 R QSMMFSATMPSWIRS 3 Oxidation (M)0.00220000200000.0

0.00000007 K LADGITTYSIIADSYGRA

5.9E-12 K YLNNPLTVDLVGDSDQKL

0.00000095 R ESAPSLDTICLYGGTPIGQQMRQ Oxidation (M) 0.0000000000000000000020.0

0.00000012 R VGDSESVGGDGLAISELGISPEIVKA

0.000067 R RVGDSESVGGDGLAISELGISPEIVKA emPAI

0.00025 R GALANLFK A

0.0095 K GVEYLIANK L

0.0019 R FMDNLFLR N Oxidation (M) 0.02000000.0

0.000027 R NPASVAQFLR S

2.8E-09 R GGLVSILNLGLPKR

0.0014 K GSSLQCLVNVLKS

3.5E-11 K VTSAEVAQQASQSKS

5.5E-11 R NCALEVLFDLLNERG

4.9E-12 R DASYTTQPLELLNALSFDNPKK

0.000000011 K LPSESVVEFFTALCGVSAEELKQ

0.00028 R MNATNDPEDCAPTELLEEIYDSIVQEEIKL Oxidation (M) 0.20000000000000000000000000000.0 emPAI

0.00000012 K VPLILGIWGGKG

2.7E-09 R GLAYDTSDDQQDITRG

0.000022 R EGPPVFEQPEMTYEKL Oxidation (M) 0.000000000020000.0

2.1E-13 R VPIICTGNDFSTLYAPLIRD

4E-15 R VQLAETYLSQAALGDANADAIGRG

0.000000046 K IKDEDIVTLVDQFPGQSIDFFGALRA emPAI

0.00000059 R TGGGGLDLSSRR

0.0021 R KPTFPESSR A

0.0000098 R ELLAQGVSQSRY

0.000036 R LQSLAFQLTEK L

0.000015 R TMAQLGLCAFRA Oxidation (M) 0.02000000000.0

0.000000065 R VWGNLVAFLERV

0.000042 R AMMDILVSLIYRN

0.0000067 R FELVDQLTHLTKI

0.000000041 K AFEVLNSLEVWRL

0.00000034 K CVLNMLTILDILVKY



0.00000016 K TLVMLEDFLNEALANKE Oxidation (M) 0.0002000000000000.0

0.000000011 R LRDEPMFLALAQNIQDYFERM Oxidation (M) 0.00000200000000000000.0 emPAI

0.00066 R VVGSELIQK Y

0.0085 K GVILYGEPGTGKT

0.000028 K AVANSTSATFLRV

0.000068 K AICTEAGLLALRE

4.9E-12 R TMLELLNQLDGFDSRG

0.000022 R IKDYLLMEEEFVANQERL Oxidation (M) 0.00000020000000000.0

1.6E-11 K APLESYADIGGLEAQIQEIKE

0.0000003 K VLSVVGILQDEVDPMVSVMKV 2 Oxidation (M)0.00000000000000200020.0

0.000000011 R VADDLSPSIVFIDEIDAVGTKR emPAI

0.00063 K TAIAEGLAQR I

0.0014 R LDEMIVFR Q Oxidation (M) 0.00020000.0

0.007 K EIELQVTER F

0.000079 R VLELSLEEAR Q

0.000000018 K AIDLIDEAGSR V

0.0000024 K LAEEGKLDPVVGRQ

0.00013 R VLENLGADPSNIRT

0.000022 R VVDEGYNPSYGARP

0.000017 R GSGFVAVEIPFTPRA

0.0000014 K MPTLEEYGTNLTKL Oxidation (M) 0.2000000000000.0

0.0024 K NPNRPIASFIFSGPTGVGKS

4.6E-09 K AHPDVFNMMLQILEDGRL

0.00014 R QLGHNYIGSEHLLLGLLRE

0.000000021 R LGHNFVGTEQILLGLIGEGTGIAAKV

0.0099 R QSDEIILFIDEVHTLIGAGAAEGAIDAANILKPALARG emPAI

0.0068 R INAEDPFK G

0.0057 K LILDVEDFK N

0.00053 K FGNVVHFGER D

0.0055 R YKQEDIVLR G

0.00051 R HIEFQVLADK F

0.000073 R VANEIGFPVMIKA Oxidation (M) 0.000000000200.0

0.0000056 K LLEEAPSPALTAELRK

7.2E-10 K SEAAAAFGNDGCYLEKF

1.2E-10 K HEEELAEPQEIVAVKD

0.00021 R ALNDTIITGVPTTINYHKL

5.1E-09 K NAGVPTVPGSDGLLQSTEEAVRV

0.0000063 R IQVEHPVTEMIYSVDLIEEQIRV Oxidation (M) 0.0000000002000000000000.0

0.0000019 K AMGDAAVAAAASIGYIGVGTVEFLLDERG Oxidation (M) 0.0200000000000000000000000000.0

0.00078 R KAMGDAAVAAAASIGYIGVGTVEFLLDERG Oxidation (M) 0.00200000000000000000000000000.0 emPAI

0.0002 K GELLVGTPAK R

0.00000056 K VQEIVSEIFGK S

0.00032 R SSGGLSDDEINRM

0.000023 K MKETAEAYLGKS Oxidation (M) 0.20000000000.0

0.00016 R TAMAGEDVEDIKA Oxidation (M) 0.002000000000.0

0.000048 K FSPSQIGANVLTKM

0.0000021 K EVDEVLLVGGMTRV Oxidation (M) 0.0000000000200.0

0.0000018 R QAVTNPTNTIFGSKR

2.7E-11 K IPAEIASEIETAVSDLRT

0.0000014 R IINEPTAAALSYGMNNKE Oxidation (M) 0.00000000000002000.0

0.00000069 K SQVFSTAADNQMQVGIKV Oxidation (M) 0.00000000000200000.0 emPAI

0.0067 R FFAFGR V

0.0098 K FGVVESK M

0.007 K SDPVVSFR E

0.0037 R IRPVLTVNK M

0.0041 R RVIYASQITAK P

0.0000025 R LWGENFFDPATRK

3.2E-10 R PMEEGLAEAIDDGRI Oxidation (M) 0.02000000000000.0



0.000001 K DLQDDFMGGAEIIKS Oxidation (M) 0.00000020000000.0

0.000061 K AYLPVVESFGFSSQLRA

1E-10 K STLTDSLVAAAGIIAQEVAGDVRM

0.0041 R YRVENLYEGPLDDQYANAIRN

7.2E-11 R DGNEYLINLIDSPGHVDFSSEVTAALRI emPAI

0.000000045 K IQTVIQAGVVPKL

0.00063 R NATWTLSNFCRG

3.5E-09 R SPPIEEVISAGVVPRF

3.5E-10 R IITVCLEGLENILKV

1.3E-12 R EQAVWALGNVAGDSPRC

0.00000024 K LVELLLHHSPSVLIPALRT

0.000034 R LIHSDDEEVLTDACWALSYLSDGTNDKI emPAI

0.0063 R VPPEVMESIR K Oxidation (M) 0.0000020000.0

0.000046 R HENVDIVVIR E

0.00021 R HLQFPSFADR L

0.00000087 K LADGLFLESCR E

0.0000014 K YAFEYAYLNNRK

4.6E-10 K TPVGGGVSSLNVQLRK

0.000042 K ANPVALLLSSAMMLRH

0.000037 K DLGGTSTTQEVVDAVIAKL

0.00085 R TKDLGGTSTTQEVVDAVIAKL

0.0000012 K ELDLFASLVNCFNLPGLPTRH emPAI

0.000088 K STVVNTHLMPKS Oxidation (M) 0.00000000200.0

1.7E-10 K AADQGLVILQSPTVGYFRR

0.000000005 R EDGEPVGYNDALITVLPSFPGIKK

1.2E-11 K SSEVEALISEITDSSSIAEFELKL

0.000075 K ILREDGEPVGYNDALITVLPSFPGIKK

5.7E-09 K EGQVLCYIEQLGGQIPVESDVSGEIVKI

0.0099 R KLTDESSPPPQQIQPVVAASATPEGVHTNGSATSSSLAITKT emPAI

0.00057 R SGAVASAVMKK

0.0019 K ISWVPDPK T

7.4E-11 R GYAATAAQGSVSSGGRS

8.4E-13 R PETGSNEIDAAELRA Methyl (DE) 0.01000000000000.0

0.000000018 K TGYYRPETGSNEIDAAELRA Methyl (DE) 0.0000001000000000000.0 emPAI

0.000012 K TLVLALATGNKK

0.00021 K VVSAMVNNDLRS Oxidation (M) 0.00002000000.0

0.00013 K EAVDQCITANKM

0.005 R TTFVPSTPPALKN

0.000012 K IPGVISASSFDGKI

0.000016 K IGIYNIEGCSR Y

0.0000015 R LFNETSEALGGARA

0.0025 K DFMPSDTDFSTKG Oxidation (M) 0.002000000000.0

5.8E-09 K VLDSGGLSPELSILRD

0.0000056 K LFESYAEILASQGLLTTAMKY Oxidation (M) 0.00000000000000000020.0

0.00000028 K GTSSILSEVFLHSLVTEQSLVSRT

0.0025 K IGLFGGAGVGKT

0.0026 K VVDLLAPYQR G

0.00017 R TIAMDGTEGLVRG Oxidation (M) 0.000200000000.0

0.00026 K VLNTGAPITVPVGRA

1.3E-09 R VGLTGLTVAEYFRD

0.00000011 K TVLIMELINNVAKA

4.1E-11 R FTQANSEVSALLGRI

0.00000014 R DAEGQDVLLFIDNIFRF

0.00013 K NLQDIIAILGMDELSEDDKLTVARA Oxidation (M) 0.000000000020000000000000.0 emPAI

0.0082 R VQQLDVR C

0.00049 R QAIVDGLR D

0.0000005 K YLSGLGIAR Q

0.0002 R DGLLQGSSANL-



0.000013 K LLLDDVFEQK N

0.00076 K SSAVFIPHGPGAVRD

7.7E-10 R GQIQAYVFDVIRA

0.0000013 R DSVLGFAVNVPGTTAKD

0.000000039 K DVMDMVLVTQYFDTMKE 2 Oxidation (M)0.0020000000000020.0

0.000013 K AMSAYGYEIVQTLIVDIEPDEHVKR Oxidation (M) 0.020000000000000000000000.0 emPAI

0.0037 R LAFGLAK S

0.0038 R ASIIGPLVK E

0.00062 R SSFGGFGSNDGKR

0.000000054 R GSASMFEGVGARS Oxidation (M) 0.000020000000.0

0.00063 K TLAFGIPIIDK I

0.000031 K CEALHGDISQAQRE

0.00055 K KGSAILIHGQDQTRA Methyl (DE) 0.00000000001000.0

0.00000002 R DGNFSILVATDVAARG

0.000041 R QSMMFSATMPSWIRS 3 Oxidation (M)0.00220000200000.0

7.8E-09 R SSGFGSFGSGGSSGGFGSDRS

0.0002 K YLNNPLTIDLVGDSDQKL

0.00000095 R ESAPSLDTICLYGGTPIGQQMRE Oxidation (M) 0.0000000000000000000020.0 emPAI

0.00000012 K LLIEYLTIADK T

0.0000039 K TELQVLVNEGTLKI

1.1E-13 K TSAADVLQLLTGSLLLRM

0.00000005 R LIDVCVENAEEFLQSKF

8.6E-11 K QELLAELYSTELQLFKG

0.00017 K MAFDQFGSMVLACIFSIVDDTKL 2 Oxidation (M)0.2000000020000000000000.0 emPAI

0.00047 R LLQAFLQK A

0.00043 K QFLVASVSR L

0.00013 K GVWSALFTR V

0.000013 R LSQVLGIFEK L

1.6E-09 R IQSQLSEALTVIGKH

1.9E-09 R ALSDAADQANYGLAVLRL

0.000000067 K YCLDNFAAPLTEIFLKT

5.9E-09 R ETLVFLSQCFLNTLSPIPEPRR emPAI

0.0043 R VDMLMVER T 2 Oxidation (M)0.00202000.0

0.00019 R ICGTIAADEK R

0.00000024 R AQEFVCGLAQRI

3.5E-11 K LLEIDPNGAVSAVADMMRK 2 Oxidation (M)0.000000000000000220.0

4.1E-13 R LEVYTADDYADILEFLVGRW

0.0000019 R TVQHLIGSGMDPGTENNPYLGFVYTSFQERA Oxidation (M) 0.000000000200000000000000000000.0 emPAI

0.00008 K VLDFELVR D

0.0014 R GINDTYFGR L

0.000058 R FMVQNVVDLRA Oxidation (M) 0.0200000000.0

0.0000088 K SLLEEYFSIR L

0.00044 K KINEIHSEAER N

0.0000023 K STWQGSGPTPVLIKA

0.000000011 R AAVSGAADGMGLGNILGRP Oxidation (M) 0.000000000200000000.0

0.000000065 R VLLNNCQEAFEGAGKL

7.5E-10 K APNSFGEFLGELVSAKV

0.0021 K IVHHIVQELLGDDTKA emPAI

0.000079 K DVIVAAETGSGKT

0.0011 K MGQPVETAFSRK Oxidation (M) 0.20000000000.0

0.0000045 R MVNGLVDEDGNPLLRV Oxidation (M) 0.200000000000000.0

4.8E-09 R AGQYGTVTSLYTEANRD

2.1E-10 R TMVFANTVEAVEAVADILEKA Oxidation (M) 0.02000000000000000000.0

0.0000039 R GVDVPNVSHVIQADFASSAVDFLHRI emPAI

3.4E-09 R SSIFDANAGIGLSKS

0.00023 R GASQNIIPSSTGAAKA

4.4E-10 R VPTSNVSVVDLTCRL

0.00045 R VLDLIEHMALVAASH-



9.3E-13 K GILGYTDEDVVSNDFVGDSRS

0.0000031 K RDPSEIPWADLGADYVVESSGVFTTLSKA emPAI

0.0053 R SLNLTLR K

0.0000028 R VAEYAFLYAK T

0.000079 R YDDVDLITIR E

0.0000035 K TRYDDVDLITIRE

2.4E-11 R TADLGGSSTTTDFTKA Methyl (DE) 0.000000000001000.0

0.0000074 K ATLFPGDGIGPEIAESVKQ

0.0036 K QAEQIHSAIINTIAEGKY

0.0015 K ELNLYANVRPCYSLPGYKT emPAI

0.00000015 R DAVLLVFANK Q

0.000011 R ILMVGLDAAGKT Oxidation (M) 0.00200000000.0

7.3E-10 K NISFTVWDVGGQDKI

0.00000005 K QDLPNAMNAAEITDKL Oxidation (M) 0.000000200000000.0

0.000032 R MLNEDELRDAVLLVFANKQ Oxidation (M) 0.200000000000000000.0

0.00000065 R HYFQNTQGLIFVVDSNDRD

0.0000076 K LGEIVTTIPTIGFNVETVEYKN emPAI

0.004 R VGIKPPK G

0.0027 K VVSSAIIDK Y

0.0024 K GVLLYGPPGTGKT

0.000026 K HGEIDYEAIVK L

0.00027 R AIASNIDANFLKV

0.0039 R DYVIHEDFMK A Oxidation (M) 0.0000000020.0

0.00000016 R VVLDMTTLTIMRA

0.0000036 R NICTEAGMFAIRA Oxidation (M) 0.000000020000.0

0.000000013 R TLMELLNQLDGFDNLGKV Oxidation (M) 0.00200000000000000.0

0.0000023 K SLQSVGQIIGEVLRPLDNERL emPAI

0.000011 K FSLGLAEPK L

0.00018 K IVNDNYLYAR V

0.0086 K YGLIFHSSFIGRA

0.00000058 K CPSSTLQILGAEKA

0.0000007 R IDCFADGATTAFGEKL

3.4E-09 K IPCQSNEFVLELLRG

0.000000027 K MSDIAPNLAALIGEMVGARL

0.0011 R VDNMVIQAIFMLDTLDKDINSFAMRV 2 Oxidation (M)0.0002000000000000000000020.0 emPAI

0.0068 K RGILTLK Y

0.00000021 K AGFAGDDAPRA

0.0018 R DLTDYLMK I Oxidation (M) 0.00000020.0

0.009 K EITALAPSSMK I Oxidation (M) 0.00000000020.0

0.0003 K IWHHTFYNELRV

0.0000014 K YPIEHGIVSNWDDMEKI Oxidation (M) 0.0000000000000200.0

0.0000001 R VAPEEHPVLLTEAPLNPKA

9.7E-10 K DLYGNIVLSGGTTMFPGIADRM Oxidation (M) 0.000000000000020000000.0

0.0000001 R TTGIVLDSGDGVSHTVPIYEGYALPHAILRL emPAI

0.0011 K LLVLLQNGK Q

0.000062 R SSAESLFNLAK Q

0.00003 K ILIVFAEVLTGKD

0.000082 K EGFFPWIDQVAPTLVPLLKF

9.7E-09 K IAALNAVISFVQCLANSTERD

0.0055 K NLDQVVSMVLSQFQSPHPRV Oxidation (M) 0.0000000200000000000.0

0.0023 K ASFLPFFDELSSYLTPMWGRD Oxidation (M) 0.00000000000000002000.0

0.0000011 R QLVDIVGSMLQIAEADSLEESTRH

0.000055 K QMVQEGALTALASVADSSQEHFQKY Oxidation (M) 0.020000000000000000000000.0

0.0043 R WAAINAIGQLSTDLGPDLQNQHHERV

0.000082 K LQESAFLILAQLSQYVGETLTPHIKE emPAI

0.00013 K VIEVEGPR G

0.000066 K FLDGIYVSEK S

0.00069 K HLNLDFQLIK D



0.00000064 R KVEMLDGVTIVRS Oxidation (M) 0.000200000000.0

0.00000042 R TALSHVDNLISGVTRG

0.0034 R FVYAHFPINASIGGDGKS

2.2E-10 K TILSSETMDIPDSVTIKV Oxidation (M) 0.00000002000000000.0

0.006 K HLNLDFQLIKDPETGKK

0.0000051 K VKDEIVLDGNDIELVSRS emPAI

0.0000059 K IADVLLLMEK E Oxidation (M) 0.0000000200.0

0.0000002 R ASSSTYSVLLR V

0.00000012 K DLLSIYASLGR E

0.00000031 R IEATTWDALIK L

0.000000028 R TLLANCVAAGNVKK

0.00012 K TIVSAPGLSIGSALDKW

0.00034 K GATNDISGMEQILETMKDEGVELDFQTQALTARH emPAI

0.0054 K VQQITIR S

0.0002 K GELLVGTPAK R

0.000078 K EIEDAVADLR S

0.00000083 K VQSIVAEIFGK S

0.0000042 R SSGGLSEDDIQKM

0.000023 K MKETAEAYLGKS Oxidation (M) 0.20000000000.0

0.000045 R QAVTNPTNTVSGTKR

0.0000021 K EVDEVLLVGGMTRV Oxidation (M) 0.0000000000200.0

0.000089 R SRFETLVNHLIERT

0.00000027 K ELLLLDVTPLSLGIETLGGVFTRL

0.0046 K GMQVLEFVGKE Oxidation (M) 0.0200000000.0

0.002 R LESLHSEGVHRL

0.0000067 R EAGSGAPSLLETGKA

0.000000018 R LEGASEESLLSQGLKV

0.000000015 K STGGWGWGFSGFSVLSDLQKA

6.5E-12 K VFDDSVESFTSGAWQAFGNALKG

0.00023 K AADMATGFTNALAGLHVNDMIQRT 2 Oxidation (M)0.00020000000000000002000.0 emPAI

0.0068 K RGILTLK Y

0.00000021 K AGFAGDDAPRA

0.0002 R GYSFTTTAER E

0.009 K EITALAPSSMK I Oxidation (M) 0.00000000020.0

0.0003 K IWHHTFYNELRV

1.3E-09 K NYELPDGQVITIGSERF

0.0079 R VAPEEHPILLTEAPLNPKA

0.0077 K YPIEHGIVNNWDDMEKI Oxidation (M) 0.0000000000000200.0

9.7E-10 K DLYGNIVLSGGTTMFPGIADRM Oxidation (M) 0.000000000000020000000.0

0.0000001 R TTGIVLDSGDGVSHTVPIYEGYALPHAILRL emPAI

0.0043 K YVLEGHDR G

0.0068 R GTGGSAVFIARN

0.0014 R GWSESSSPNVRG

0.0071 K GIFEGGLESANRG

0.0000039 R AITINATEYIFK L

3E-10 R LSFLYLITGNLDKL

0.00000012 R GPPALVFDFSQLEAKL

6.9E-10 R VFLSILQTIPLVVVESRR emPAI

0.0026 K LPDIEVVR V

0.001 K SIESSDLNFTR Y

0.00000011 K LAIFTALAFSQKL

0.0048 R EAILPSVVYIQKI

0.0000088 K GIVLSFVTDFFKE

0.00000045 R FLQSLELFEENERK

0.00014 K VTEESNVDEVIESVKQ

0.000000018 K EYLVENSLEDLISILRR

0.000000038 K SLEPFVNWLEEAEEEE- emPAI

0.00011 K DGFFILK E



0.00062 R LADTYGSGELRL

0.00059 K TEALLQEPFLK N

0.00018 K LFMENGIEELAKK Oxidation (M) 0.002000000000.0

0.000022 R FGFNLLVGGFFSPKR

0.000000013 R VTELVPLVAEILIKE

0.00094 K QEGLSFVGLHVPVGRL

1.2E-10 K GLASVGLTSLQSGMDNVRN Oxidation (M) 0.000000000000020000.0 emPAI

0.0033 R FVEFLTR E

0.00018 K IQSVIEAGVVPRL

0.00063 R NATWTLSNFCRG

0.0057 R SPPIEEVIDAGVVPRF

3.5E-10 R IITVCLEGLENILKV

1.3E-12 R EQAVWALGNVAGDSPRC

0.0019 R DLVLGQGALIPLLSQLNEHAKL

0.0000011 K VVIEHGAVPIFVQLLASQSDDVRE emPAI

0.00001 K LADLVGVTLGPKG

0.0000059 R DLVGVLEDAIRG

0.000000067 K VVAAGANPVLITRG

0.0000029 K YEDLMAAGIIDPTKV Oxidation (M) 0.00002000000000.0

2E-12 R GGYPILIIAEDIEQEALATLVVNKL emPAI

0.0083 K APGILER K

0.00024 K AVDSLVPIGR G

0.0012 R TGSIVDVPAGKA

0.00059 R VVDAMGVPIDGKG Oxidation (M) 0.000020000000.0

0.0029 K SVHEPMQTGLKA Oxidation (M) 0.00000200000.0

0.000015 R AAELTNLFESR I

0.0000014 K TTIAIDTILNQKQ

4.3E-14 R EVAAFAQFGSDLDAATQALLNRG

0.00052 K VVDSLYVR S

0.00028 K LRPFFSLIPK A

0.0028 K AQLEDDPIVHRH

0.0000088 K AGLQYVGPDLDAMKA Oxidation (M) 0.00000000000020.0

7.4E-10 K EYVEALALLSTLVKE

0.0077 R HLSSLYDTLLEQNLCRL

0.000000086 R VEIAHIAELIGLPLDHVEKK

5.2E-10 K TGYSYFFEAFESFNALGDPRA emPAI

0.00043 K VLELALK K

0.0024 K AGIIDPLK V

0.0053 R GVEDLADAVK V

0.0000098 K IGVQIIQNALK T

0.000000062 K SVAAGMNAMDLRR 2 Oxidation (M)0.000002002000.0

0.0000059 K LAVDTVVTNLQSRA

0.0000041 K TLFNELEVVEGMKI Oxidation (M) 0.0000000000020.0

0.000000058 K LLEQDNPDLGYDAAKG

0.00000065 R TALVDAASVSSLLTTTEAVVTEIPTKE emPAI

0.00061 K ALEAVLPK P

0.00015 K FYEILGVPK S

0.0000025 K VSLEDVYLGTMKK Oxidation (M) 0.000000000020.0

0.0033 K SNPGEVVKPDSYKA

0.0000051 R EIYDQYGEDALKE

0.0032 R QLGPGMIQQMQHACNECKG 2 Oxidation (M)0.000002000200000000.0

0.00000027 K ITFEGQADEAPDTVTGDIVFVLQQKE

3.5E-09 K EGMGGGGGGHDPFDIFSSFFGGGPFGGNTSRQ Oxidation (M) 0.0020000000000000000000000000000.0

0.0000047 R KGEDLFVEHTLSLTEALCGFQFVLTHLDGRS emPAI

0.006 R SGAYIVR Q

0.0048 K SIVASGLAR R

0.0061 K TAAYGHFGR D

0.0000033 K ANVDYEQIVR K



0.0022 K IPDKEILEIVK E

0.000000059 R FVIGGPHGDAGLTGRK

0.0011 K TNMVMVFGEITTKA 2 Oxidation (M)0.0020200000000.0

0.000047 R DDADFTWEVVKPLKS

0.000000041 R EIGFVSADVGLDADNCKV

0.0041 K VLVNIEQQSPDIAQGVHGHLTKK

0.0000051 R VHTVLISTQHDETVTNDEIAADLKE emPAI

0.0024 K GVLLYGPPGTGKT

0.00001 K AVCTEAGMFALRE Oxidation (M) 0.000000020000.0

0.0038 R IDILDQALLRPGRI

0.0043 R RVHVTQEDFEMAVAKV Oxidation (M) 0.000000000020000.0

0.00000066 K VPDSTYDMIGGLDQQIKE Oxidation (M) 0.00000002000000000.0

1.4E-10 R TMLELLNQLDGFEASNKI Oxidation (M) 0.02000000000000000.0

0.000082 R MLREELQLLQEPGSYVGEVVKV Oxidation (M) 0.200000000000000000000.0 emPAI

0.0002 R SIVALIASR G

0.0000048 K AVVTFFDAILDKT

2.1E-10 K MGYGSAAVELLTRY Oxidation (M) 0.2000000000000.0

0.00000015 K LSQVELLVIDEAAAIPLPVVKS

9E-13 K SLLGPYLVFLSSTVSGYEGTGRS emPAI

0.00059 K WAEIIGQAR H

0.0000029 K LLSEEVFDFSR G

7.6E-10 K FFALQVLEGVIKY

1.4E-09 R NIAETGLNLLLEMLKN

0.000021 R DLSQPIDVGVLDATVAAFFVTGSKE

0.0000039 K LRDLSQPIDVGVLDATVAAFFVTGSKE emPAI

0.00026 K YFVEAGAIAVRR

0.000000015 R EVGDGTTSVVIVAAELLKR

1.7E-09 R EQLAIAEFADALLIIPKV

8.9E-11 K LISGDSDFFANLVVEAVLSVKM

0.00043 R TLESNTVVAGGGAVESALSVYLEHLATTLGSRE emPAI

0.0068 K RGILTLK Y

0.00000021 K AGFAGDDAPRA

0.0018 R DLTDYLMK I Oxidation (M) 0.00000020.0

0.009 K EITALAPSSMK I Oxidation (M) 0.00000000020.0

0.00002 R GYMFTTTAER E Oxidation (M) 0.0020000000.0

0.0003 K IWHHTFYNELRI

1.9E-10 K NYELPDGQVITIGAERF

0.0035 K YPIEHGVVSNWDDMEKI Oxidation (M) 0.0000000000000200.0

0.0000014 R EATTGFLTNLPKI

2.5E-10 R VQIASLIGLLIR H

0.000000088 R SFVNLIESLLIK D

0.00056 R SFVNLIESLLIKDPAQRI

0.00024 K NLFPSLLSIIEQGTEVLRG

0.000000034 R SASGWQVSNALISLVSSVLRK

0.0075 K LPEESIYGLAYDLVIALQYLHSKG emPAI

0.00000014 K SVAAGSATVAVEKS

0.00000059 K SGAAPVVSAAAVESKV

0.00011 R FGSWPDGLDSTVKI

3.8E-10 K QFSGVDILSGEGNLFIKV

0.000000002 K ADGLVDMPYISDENADEDPEIRF Oxidation (M) 0.0000002000000000000000.0 emPAI

0.00098 K SEVLDFIR S

0.0081 K NALYQATIK Q

0.0023 K VVDAPEILTVLGKI

7.6E-12 K IADAEENLGESEVRE

0.000000025 K AFGVSVDFIDQELSRF

0.0000042 R SHGMAPLYETLIASSVLDLDQSLLESMRA 2 Oxidation (M)0.0002000000000000000000000020.0 emPAI

0.0051 R SISCWTLSR F

0.0031 K YLIQESGNPK G



0.01 K SELLPCLGAADRN

0.0000014 R IVYDAIGTLADSVRE

0.0012 R LLQFFQSPHASLRK

8E-11 R LLDFLEIASQQLSANLNRE

0.00019 R LHGSEDFDDDDDDSFNVWNLRK

0.0073 K CSAAAIDVLSNVFGDEILPALMPLIQKN

0.000087 K ICEDIPHVLDTEVPGLAERPINIFLPRL emPAI

0.0004 K VTVMDTLSR L Oxidation (M) 0.000200000.0

0.00000021 R VGQAVDVVGQAGRP

0.000013 K QESVEATAEVSKT

2.4E-09 R FLPLGLGLLYLGKQ

0.00000018 R AVPLALGLLCISNPKV

0.000036 K YIPLSPILEGFVILKE

0.006 K IGIGQPK R

0.000027 R VDEIITCAPR R

0.00069 R GASHHVLDEAERS

0.000024 K DSFLDEGFILDKK

0.00054 K DSFLDEGFILDKKI

0.000017 R SLHDALCVLSQTVNDTRV

0.0000001 K VQDDEVGDGTTSVVVLAGELLRE

0.000002 R ALVAIPTTIADNAGLDSAELVAQLRA

0.0037 R QLIYNFPEELFADAGILAIEHADFEGIERL emPAI

3.6E-09 K ALDALIAFLR A

0.000000099 K EIIEVLDVLLR W

0.0000001 K AGCLNLVDVIEDVKT

0.000000036 K VDIFSQLQNASEAFRT

0.002 K NVQVQQQVIEIITYISSTAAKF emPAI

0.00043 K VLELALK R

0.0024 K AGIIDPLK V

0.0053 K GVEDLADAVK V

0.0000098 K IGVQIIQNALK T

0.000000062 K SVAAGMNAMDLRR 2 Oxidation (M)0.000002002000.0

0.000067 R GYTSPYFITNQKT

0.0000041 K TLFNELEVVEGMKL Oxidation (M) 0.0000000000020.0

0.000000058 K LLEQDNPDLGYDAAKG emPAI

0.000046 R HENVDIVVIR E

0.00021 R HLQFPSFADR L

0.0000014 K YAFEYAYLNNRK

0.000000001 K TPVGGGVSSLNVNLRK

0.00000037 K ELDLFASLVNCFNLPGLASRH emPAI

0.00032 K LAIVNVGR Q

0.000008 R AVAVVVDPIQSVKG

0.00000012 R SINPQTIMLGQEPRQ Oxidation (M) 0.00000002000000.0

0.000000045 K TNEQTVQEMLSLAAKY Oxidation (M) 0.000000002000000.0

0.000000036 R IFGAGGGLGHASPDSPTLDTSEQVYISSLALLKM emPAI

0.00056 R DLNEYVGFVK S

0.000045 K GVDGLFESFARL

0.0013 K IGDHLQSADAQRE

3.4E-09 R VLESAFTALEGLNKQ

5.6E-10 R AESQQVSESSGTIGRS

0.0031 R GQSAPLSSAPFFPEVDGLLSLFKD emPAI

0.0049 K NSIGIRPGK G

0.000093 R MSLLAEAQR V Oxidation (M) 0.200000000.0

0.0021 K AGHQTSAESWGTGRA

0.00000055 K KAGHQTSAESWGTGRA

0.000077 K LESIYGSFEKPSEKK

6.6E-09 K TMISDSDYTEFDNFTKW Oxidation (M) 0.0200000000000000.0

0.00015 K IENVPEMPLVVSDSAEAVEKT Oxidation (M) 0.00000020000000000000.0 emPAI



0.000083 R VVGSEFVQK Y

0.0024 R GVLLYGPPGTGKT

0.0041 K AVANHTTAAFIRV

0.0028 K KPDTDFEFYK -

0.000078 R ELLKPSASVALHRH

3.9E-09 K ENAPAIIFIDEVDAIATARF

2.6E-09 K ASPALMDLSTADEEDLYGRL Oxidation (M) 0.0000020000000000000.0 emPAI

0.0003 K ADLVNNLGTIARS

0.00041 R ELISNSSDALDKI

0.0017 K HFSVEGQLEFKA

0.00000027 K GIVDSEDLPLNISRE

0.0056 K SGDELTSLKDYVTRM

1.2E-10 K GIEVLYMVDAIDEYAIGQLKE

0.0034 K GLAPLWGR Q

0.000025 K IGMVGLFTR G

0.0033 K FGFYEYFK K

0.00000017 K FASFETIVEMIYKY

0.00000048 K VFVGLPTTGGVAPAPAIAATEAKA emPAI

0.00011 K VGSSEAALLAKL

0.000046 K GTVEIITPVELIKQ

2.1E-14 R IHSENSGNTAILNLLPLLQGNVGLIFTKG Methyl (DE) 0.0001000000000000000000000000.0

0.00000039 R ALLDVGLIR T

6.1E-14 K DIVAQIVSASIAGDIVKA emPAI

0.0000068 K DAGVIAGLNVARI

0.000023 K MKETAEAYLGKK Oxidation (M) 0.20000000000.0

0.00018 R NALETYVYNMKN Oxidation (M) 0.00000000020.0

0.000055 R ITPSWVGFTDSERL

1.4E-10 R VEIESLFDGVDFSEPLTRA emPAI

0.00000043 R GLCAIAQAESLRY

0.00000024 R ELAEDGYSGVEVRV

4.2E-12 K FVADGVFYAELNEVLTRE emPAI

0.0049 K NSIGIRPGK G

0.0021 K AGHQTSAESWGTGRA

0.00000055 K KAGHQTSAESWGTGRA

0.000077 K LESIYGSFEKPSEKK

2.1E-09 R IINSDEVQSVVNPIKD

0.00015 K IENVPEMPLVVSDSAEAVEKT Oxidation (M) 0.00000020000000000000.0 emPAI

5.9E-09 R AGVDDLLGILKN

4.2E-09 K VVGLVGELFSLPGRV

6.6E-09 R VISEEFDSIFLEFLKR emPAI

0.000000019 K IADVLLLLEK E

0.00031 R VSSNVYSVLLR V

0.000007 K DLLSVYGYLQRE

1.8E-10 R YNEVLAAILAFGKI emPAI

0.0004 R ADGYILEGK E

0.000024 K SAIVQVDAAPFKQ

0.0000049 R SLDSHIEDQFASGRL

0.000094 R LDTGNYSWGSEATTRK

0.000000002 R VLDVVYNASNNELVRT emPAI

0.00079 R TDACFIR V

0.00023 R PLDEDDIALLK T

0.00044 K TYGLGPYSAPIKK

0.000000098 R FDDGVGGDNEVQRT

8.2E-11 R TMLEIVNQLDGFDARG Oxidation (M) 0.020000000000000.0 emPAI

0.00031 R NIDQVLLEFK E

0.000039 K LVYLYLINYAK S

1.7E-10 K SQPDLAILAVNTFVKD

0.00022 K MAPPLVTLLSAEPEIQYVALRN Oxidation (M) 0.200000000000000000000.0



0.00005 K LLTALNECTEWGQVFILDALSKY emPAI

0.0035 R SFSMEFLETK D Oxidation (M) 0.0002000000.0

0.000000025 K AEMTLDETLEALGLNANSKQ Oxidation (M) 0.0020000000000000000.0

9.2E-10 R SAADLVIESLEQDGTEAESWLCVRL

0.00001 K LADLVGVTLGPKG

0.00000019 R DIISILEDAIK G

0.000000067 K VVAAGANPVLITRG

0.0000029 K YEDLMAAGIIDPTKV Oxidation (M) 0.00002000000000.0

0.009 K GGYPLLIIAEDIEQEPLATLVVNKL emPAI

0.00012 K FVFNSLLPAICKA

1.1E-13 R LLVDEAVLQEVVDALVKG

1.8E-09 K IPSFEAVDDFLYKV

1.2E-10 K VIELSDVILEVLDARD emPAI

0.00031 R NIDQVLLEFK E

0.000039 K LVYLYLINYAK S

1.7E-10 K SQPDLAILAVNTFVKD

0.000059 R GIPFLIELTAIVGQPGLKC

0.00022 K MAPPLVTLLSAEPEIQYVALRN Oxidation (M) 0.200000000000000000000.0 emPAI

0.00015 R VDSVFALR S

0.000082 K FIQFVVDIFK R

6.3E-12 R VINLILQYLSNSISKS

0.00074 K DLDEIRPVLPQLLDEFFKL

0.00054 K VCILGLTSLFSLPAGQLPGEVLPHVFRA emPAI

0.0000018 K SQDSEVGDGTTTVVLLAAEFLKE

0.00000036 K INAINAATEAACLILSVDETVKN

0.00043 R VAAAAGGTVQTSVNNIIDEVLGTCEIFEEKQ emPAI

0.0002 K LVAMATPEDMRI 2 Oxidation (M)0.00020000020.0

0.00000041 K NSFVETLEGWART

0.00000057 R DLFEGILQAGSAIVENLRT

0.000021 K IGSSLIAQAADVPTLPWSGSHVKI emPAI

0.0044 K GYEGVVTR W

0.00022 R VLAHTQIR K

0.000035 R HGSLGFLPR K

0.0013 R QSLLTQTSR L

0.003 K DEMIDIIGVTK G Oxidation (M) 0.00200000000.0

0.0012 K VDFAYSFFEK Q

0.000083 K FIDTASIFGHGRF

0.0000029 K VGTEAHTAMTEYDRT Oxidation (M) 0.00000000200000.0

0.0078 R SLNTVWAQHLSEEVRR emPAI

0.0000046 R IGDLELFR T

0.0013 R LLLGEIPER S

0.000022 K EIAALIDTGSYTKE

0.0012 K ALRPYFELTNAVRI

0.000067 K GDEHDMEVDTASSATQAAPSKH Oxidation (M) 0.000002000000000000000.0

0.00000058 K LTGSVLSSFLDFALVPGSEAHSRL emPAI

0.0000005 R AILSSEIAVVDLRG

7.5E-11 R VAAFADTVNELVYDVLISKV

0.0000041 K LLLIGDSGVGK S

0.00004 K LQIWDTAGQERF

0.0036 K AFADELGIPFLETSAKN

4.5E-11 R FADDSYLDSYISTIGVDFKI emPAI

0.0000022 R FIADAVASLPK L

0.00016 R LLTLINDVYK Y

0.00024 K AFVSSNLSLGDRQ

0.000000065 K YVDSVVGGQIAPDNNIGRF

0.0007 K LPPQVFDNLVNDSLQDQLLLLYLSSITRT emPAI

0.000051 K IMFALTSIK G

0.0081 K IPDWFLNR Q



3.7E-10 R AGELSAAEIDNLMTIVANPRQ Oxidation (M) 0.00000000000020000000.0

0.0001 K HATFVPHTAGRY

0.0000035 R VNQAIFLLTTGARE

1.4E-10 K TIAECLADELINAAKG emPAI

0.00062 K VGIALALKP -

0.000062 K SFFTVSGEVDSKA

0.000000048 K GSLFLGDVATQVKN

0.000000016 K VSTDSSLLTTLTFDEPAPGLKV emPAI

0.00000018 K VGEEVEILGLR E

9.4E-09 R GSALSALQGTNDEIGRQ

0.000029 R HYAHVDCPGHADYVKN

0.0000024 R MQADNTLPLAQRR Oxidation (M) 0.200000000000.0

0.0042 K FYSGFPVYCVRI

0.00027 K YPYTGSLDCAMKT Oxidation (M) 0.000000000020.0

0.000022 K AIESNDGKPLPLYQKA

0.00000033 R IQLGQGSAASITTNMLKN Oxidation (M) 0.00000000000000200.0 emPAI

0.00000003 K ELLDSILDTIVK I

0.000000045 K LILLASLSDSLEYVADSIERL emPAI

0.00011 K LQQFQGAVDAARK

0.000012 R EGLVSDAIESFIRA

0.000012 K QVGYTPDYLFLLQTILRT

0.0000048 K FQSVPVQAGQTPPLLQYFGTLLTRG emPAI

2.8E-09 R SIATLAITTLLK T

0.000018 R SLMTFLSNILR E

0.00000025 R ELTPAITVLQLFLSSPRP emPAI

0.0012 R WIVNLIR T

0.0000022 R HLVFPIFEFLQERQ

0.0023 K SLYHTEDAPQEMVERR Oxidation (M) 0.000000000002000.0

0.0093 R VEDGNFSTVPLRDEFLENARL

0.0000006 K SLEEAAAPLVSFLLNPNAVQELRA

0.00000011 K LAIFTALAFSQKL

0.0048 R EAILPSVVYIQKI

0.00000045 R FLQSLELFEENERK

0.0028 R SLYELDVLAEDTILHWYRK

0.000098 K LPETEVVHVIWDGIMNAVQWSGKN emPAI

0.0000036 K FTSLPPLFENSPNAAKE

9.4E-09 R QTAPDATYVYFMDLLAKT

0.0000074 R NRIPQSPQENLILGLNLLRL emPAI

0.000013 R IAGLEVLR I

0.00026 R VVDWLASTFK K

0.00012 K NQADSVVYQTEKQ

0.000000086 K QFAAEEISAQVLRK emPAI

0.000051 K ILQLLR L

0.000083 K LLFIIR I

0.0001 K EANNFLWPFQLKA

5.7E-10 R IALTDNSIVDQALGKH emPAI

0.0012 K IAELVENK T

0.0000052 K ELLQAFIDFR C

3.3E-09 K EATESYMSYALSVLLGRA

0.0062 R LDPLAEAVLLSDLDQDTVDFVANFDNSQKE emPAI

0.00000012 K LVVIVDVVDQNRA

9.7E-11 R LSLTDIVIDINR V emPAI

0.000063 K ILLENAGAVFR T

9.6E-09 R LLGLDTILNIVVPRR

0.00000067 R APLVVAAIQTLGNMGESLFKK emPAI

0.0000053 R GLLGTVGTIARE

0.0014 K SALAGDVTLPKY

0.000088 R ALWTGLGPNVARN



0.000000086 R YSGALNAYSTIVRQ emPAI

0.00014 R TSISGHLR N

0.000013 R SWNVDILVDTIKQ

0.000053 K AIQTIDADIAQQLLLRR

0.00005 K IDLLPEIVEAPCILSEVDAALKA emPAI

0.00039 R TCYAQSSQIR Q

0.00000028 K ATQGIYPLQNVFIRK

0.00004 K LMDVHGDYSAEDVGVKV Oxidation (M) 0.0200000000000000.0

0.0000042 K VDRPADEMAVEEPTEIIGA- Oxidation (M) 0.0000000200000000000.0 emPAI

0.00032 R IIDLIEGR S

0.0047 K TLAFGIPIIK R

0.00014 K GWVTLQLIR D

0.00054 R SVTGFLSDLYR T

0.0000033 R TILSDLITVYAK G

0.000023 K GTDALAAALAHLSGFSQPPSSRS emPAI

0.0012 K TSLNGIPLLVLGNKI

0.00000002 K NSTNIDQVIDWLVKH

0.000000028 K EALTDEMGLTSLTDRE Oxidation (M) 0.000000200000000.0 emPAI

0.0042 R VLNPNAEVLNKS

0.0021 K GIDPPSLDLLARE

0.0000055 R QLINSGPVIASQLLLVDEVIRA

1.5E-09 K LYEGLADQLTDIVVNSVLCIRK emPAI

0.0032 M APVSALAK Y

0.0000068 K LVFLGDQSVGKT

0.00004 R LQLWDTAGQERF

0.000000017 R DSSVAVIVYDVASRQ emPAI

0.0000041 K LLLIGDSGVGK S

0.0034 K GQALADEYGIKF

0.00004 K LQIWDTAGQERF

0.00000013 K TNLNVEEVFFSIAKD emPAI

0.0000011 K NPVLTSFATGRA

4E-10 K AVVSSPLGGEFLTDCLLKS emPAI

0.00012 M GIDLIAGGK S

0.000000061 R APLGQNTVLLRG

0.00000026 K AGGECLTFDQLALRA emPAI

0.0091 K LGGAFAPK P

0.0044 K LTIIEEAR K

0.00011 R LGNVYTIGK G

0.004 R ECLPLVLIIR N

0.00000019 K FDVGNVVMVTGGRN Oxidation (M) 0.0000000200000.0 emPAI

6.3E-09 R LQAQTEAVNLLCGAKT

0.00000019 K TQSNPENTVGILTMAGKG Oxidation (M) 0.00000000000002000.0 emPAI

0.0019 R ESAIAQIIR T

0.000012 R LGNLGTISQNVRV

0.00042 R TCGPLLDVVAIKE

7.3E-09 K VPYGQGAVELVAGRE emPAI

0.0037 K VLSMAPGLER L Oxidation (M) 0.0002000000.0

0.0000023 R SQDFLFISGTK M

0.000000022 K NPVLLLNPLGGFTKA

0.0028 R NPVHNGHALLMTDTRR Oxidation (M) 0.000000000020000.0 emPAI

0.0034 R DGVLWLIDR Y

0.000000026 R LSGLVNNLISIGLGRE

0.000000074 R LASFQNAPSVPPFLSLPRQ emPAI

0.000004 K EQIQAYVFDVVRA

0.000029 K ASADDAFYELQNPKE

0.0000005 K EVMDLIMITQYFDTIRD emPAI

4.2E-11 K QSNILEDLATLTLLSKL

0.00011 R YVYQPIEALFLLLVTTKQ emPAI



0.003 R AITSAYYR G

0.005 K VVLIGDSGVGKS

0.000096 K STIGVEFATR S

0.000011 R HLVAVQTEDAKS

0.000000097 R GAVGALLVYDVTRH emPAI

0.0015 K HLSEMVVSK A Oxidation (M) 0.000020000.0

0.0052 K NLSEIPDFK M

0.000018 K IAFILEQVR L

0.00000019 K DSNEILNSWAGNLEKL

0.00013 K EGDNMVEEAPADIPTLLELKR Oxidation (M) 0.00002000000000000000.0 emPAI

0.00043 R LALPQIEDIVR A

2.5E-11 K LAEEGISAEVINLRS

0.0066 R IAGADVPMPYAANLERL Oxidation (M) 0.0000000200000000.0 emPAI

0.000015 K AIILVTSDVSARG

0.00019 K TVAFLLPAIEAVIKS

0.0012 K VLVLDEADHLLDMGFRR Oxidation (M) 0.0000000000002000.0

0.00000075 K SLIEDEAELSDWVSDLRT emPAI

0.0012 K YSGTVQGLK H

0.0000098 R TGNENAQLTPLLRL

0.000000017 R TESAAVSTIVNLAEEARE emPAI

0.0018 R LAAELAER R

0.00000065 K VATELGLWQEAFRS

0.0034 K QDALQALHDLITSKR

0.0000034 R DRPDLSAPESLQLYLDTRF emPAI

0.00066 K KLEDIVPSSHNCDVPHVNRV

1.8E-11 R VDYQLIDITEDGFVSLLTDSGGTKD emPAI

0.0027 K LAVLQFYK V

0.000047 R TLADYNIQK E

0.0000099 K ESTLHLVLR L

0.0000014 K TITLEVESSDTIDNVKA emPAI

0.000051 K ILQLLR L

0.000083 K LLFIIR I

0.00019 R ENFINELIR R

0.0001 K EANNFLWPFQLKA

0.00026 K HGIICTEDLIHEILTVGPHFKE emPAI

0.00000038 K NPAIIVGAGLFNRT

0.000000029 R FASEVAGVQDLGILGRG emPAI

0.00094 K SDTSVFDVFGRV

0.0013 R ALQFNTLPVVKT

0.00045 K TATEPLNPSELPKM

0.000003 R GLAEDIENGVVSIDWNRK

0.00041 K SVETTLAELGVTLSNSAYKL emPAI

0.000059 K TVQGLIEELQK K

0.0000037 K VGAATETELEDRK

0.00003 R APLLIIAEDVTGEALATLVVNKL

6.1E-10 K EIALQQALDQITSSFGKG

0.0055 K GELEGEMGDAHMAMQARL 3 Oxidation (M)0.00000020000202000.0

0.0026 K AIGVNTENLLLSQPDCGEQALSLVDTLIRS emPAI

0.00005 R LLILTDPR T

0.00032 R HTPGTFTNQMQTSFSEPRL Oxidation (M) 0.000000000200000000.0

0.000000076 K EGALGNIPIIAFCDTDSPMRF Oxidation (M) 0.00000000000000000020.0 emPAI

0.00000052 K GLVLLSQSLK E

0.00067 K ETGGVEAASLRV

0.000023 R AQGEAEAILARA

0.0017 R AQILESEGER Q emPAI

0.0000015 K TPGPGAQSALRA

0.000046 K VENVTLGPAVRE

0.0000092 R IEDVTPIPTDSTRR emPAI



0.0036 K GSAITGPIGK E

1.3E-11 R MSLGLPVAATVNCADNTGAKN Oxidation (M) 0.20000000000000000000.0 emPAI

0.00002 R SALNALLFR T

3.5E-09 K GLLLFIDEADAFLCERN emPAI

1.1E-09 K LATEAAESAASDGKT

0.00034 K SDQFKPLDVTEWLTTALGPLKG emPAI

0.000069 K SSLETVLTVLHAGGKF

1.8E-09 R GLHHLVYEILDNAIDEAQAGYASKV emPAI

0.000066 K TPSADYSVDR Q

0.0046 R QLSNAATGPIGKE

0.0081 R QIQAQFQTSGKQ

0.00016 K TVSSAITESFQRG

0.007 R DRDANIQDVNNDPRD

0.000096 R NLLALAAAGANSGGSNSLVTQLSGGPLGALLEKV emPAI

0.00061 K AIEAVLPK P

0.00015 K FYEILGVPK T

0.0000051 R EIYDQYGEDALKE

0.00012 R KGEDLFVEHTISLTEALCGFQFVLTHLDKR emPAI

0.00000066 K GVLQILLDLR F

0.000000052 K WLSDELSAILLRD emPAI

0.00000016 K GTCVSASNCANVCHNEGFVGGNCRG

0.0000015 R FKGTCVSASNCANVCHNEGFVGGNCRG emPAI

0.000013 R LLPLVIGLLR T

1.5E-09 R TLSSEAFVNLLTAIFKI emPAI

0.000000011 R LGALSLLLETARR

0.00005 K VLNFLVDLLSVAQSPDLRR

0.0000053 R VVSNFVAQALRK

0.000000036 R SFQFVSDLVEGLMRL emPAI

0.0046 K VALVQIPSK V

0.00021 K STYSGFELFR I

0.000000018 K GSADEFSIGGPGGVAGASWPVFRW emPAI

0.0000013 K LGSQLDVLASIKY

0.00000027 R CEEICLSGGLVRQ emPAI

0.000000046 K SANGEDTQVNIEKF

0.000011 K NLPATAQVASQQGKY emPAI

0.000019 K LLILALER L

0.00000015 R TDVIQALGGVEGILEHTLFKG emPAI

0.00099 R GLSVFISDVR N

6.5E-10 R DLGVLTSSTSLLVALVSNNHEAYSSCLPKC emPAI

0.000071 R DLEIPLVVFLK L

2.3E-09 R VLAFANLVYSILTKN emPAI

0.000000011 R VSAADFLGIFR I

0.00016 K EAVEDEAAIDFLLDEVIVAASERC emPAI

0.00054 K GVNVQVLLR C

0.00011 R GLEEEIVTSANEIFTLLERG

0.000098 K VTFLELYNEEITDLLAPEDLSRV emPAI

0.004 K SAGSMSLEVVKV Oxidation (M) 0.00002000000.0

0.00022 K FATLVATNVAARG

0.00000062 K TLAFVLPILESLVNGPAKS emPAI

0.00000086 R LLNTLLDLVQK E

0.00000069 R SPEFISLFVDDKL emPAI

0.0027 K IACYVTVR G

0.0024 K AMQLLESGLK V Oxidation (M) 0.0200000000.0

0.000000018 K VLEQLSGQTPVFSKA emPAI

8.6E-10 K LVAEVLLDEVAEKS

0.0056 R APGTAMEFSLAIVEKF Oxidation (M) 0.000002000000000.0

0.0038 K MVADTLLSDITDSVFDLIVLPGGLPGGETLKN Oxidation (M) 0.2000000000000000000000000000000.0emPAI

0.00000011 R VAIGQVLLSVRC



0.000005 K ENVSSEALEAARI emPAI

0.00000021 K TVESALNGLINWRS

0.000036 K TEKPQLLEEDELVYLFVTLKK emPAI

1.2E-09 R FGLLGLLSVIK M

0.00027 R GGLGVSPILGNVGSRM emPAI

0.000000021 R NFVETVELQIGLKN

0.00042 K QLFQNVQMSVNFLVSLLKK Oxidation (M) 0.000000020000000000.0 emPAI

0.00067 K AVLAVADLER R

4.7E-09 R WVGGVELELIAIATGGRI emPAI

0.0019 R TTLNGISFK N

0.000063 R ASGGFGSFVVNPRA

0.00051 K DQIGSFFYFPSLHFQRA

0.00028 R STIQVYPGAWSAILISLDNPGAWNLRT emPAI

0.00023 R VVGVLLGSSSRG

0.0000018 R SVIALHNLINNKL

0.0054 K VVVHPLVLLSIVDHYNRV

0.00097 K LRENDLDVHALFNGYVPNPVLVIIDVQPKE emPAI

0.0000013 R ILALNASFFLK T

0.00063 R TNVIPIIEDAR H

0.000058 K LAAAILGGVDNIWIKPGAKV emPAI

0.00019 R SITIAEVEPLVK D

0.0000013 R AALTQLLLYYTRL

0.0012 K SNTSLFVEELLVEHFSDLIKF emPAI

0.0000011 K AGALGDSVTITRE

0.000017 K ITVTADGQFSKR emPAI

0.0027 R IDDIVSGIK K

9.4E-09 K IGDDFFSFIVDCKE emPAI

0.0037 K ALNECLNEITR A

0.00000001 R IIEQAIFSELCK M emPAI

0.000000077 K YLSPLVDATLLLLTEKA

0.0029 K LDTVLNIVLGALRDPELVVRG emPAI

0.00000041 R TPILVATDVAARG

0.0002 R MLDMGFEPQIRK 2 Oxidation (M)0.20020000000.0 emPAI

0.00017 R HNTLLEEQR H

0.000064 R ELLEQLLSTK M

0.00046 R SFSVYNNPSAQDNFQRK emPAI

0.00042 R LLSLPDFYDSSISKI

0.00000037 R VLGLIQNDTELSGLKL emPAI

0.00011 R VQEFDVLDWWKQ

0.0005 R DILSIPVSAAAFDYVFDMEPRE Oxidation (M) 0.000000000000000002000.0

0.000091 K SILLEIPSLAR Q

0.000049 K DLSVTGAGFNFRG

0.0011 K LLTPVYFQFFLDKL emPAI

0.000073 K DMTALDIPVVVPYSILFNLARD Oxidation (M) 0.020000000000000000000.0

0.00013 K AKDMTALDIPVVVPYSILFNLARD Oxidation (M) 0.00020000000000000000000.0

0.000011 R SKVEGAIESR G

0.000011 K SLPLQTLIDILK Q emPAI

0.000000056 K AIGNFGLSLLR Q

0.0089 R IAAPGISVWNPAFDMTPAELIAGIITEKG Oxidation (M) 0.0000000000000020000000000000.0 emPAI

0.0025 K IGLFGGAGVGKT

0.00000063 R DVNEQDVLLFIDNIFRF emPAI

0.0014 R VLIASDVWAR G

0.000014 K LLVLDESDEMLSKG Oxidation (M) 0.0000000002000.0 emPAI

0.0021 K LSIEDVEHLLMKS Oxidation (M) 0.000000000020.0

0.000024 K SALLYLAYTSVEDLSESFKL emPAI

0.0012 K VGDFEMNLK R Oxidation (M) 0.000002000.0

0.00000068 K EGQVIGYLHQLGTELPVTSDVAGEVLKL emPAI

0.0017 R ALLIDLEPR V



0.000014 R DIIESLVDEYK A

0.0027 R YPGYMNNDLVGLLASLIPTPRC Oxidation (M) 0.000020000000000000000.0 emPAI

0.005 R YLEDVIAHK Q

0.0000016 K SAQFVLDLLK N emPAI

0.00039 K KLEIDDDQK L

0.00000081 R GCIVSPDLSVLNLVIVKK emPAI

0.000021 K FVFLLSTR A

0.000016 K LALDALVIQQGRL emPAI

0.000005 R VEPLVNMGQISRA Oxidation (M) 0.000000200000.0

0.00094 K GQIYPEPGFEYENRQ emPAI

0.0022 R WLMQFGGFR E

0.0000064 R LLADDLFMAK L Oxidation (M) 0.0000000200.0

0.0017 K ESGIELESLPK D emPAI

0.0000012 K EAAVSYLEGVIEKL

0.0021 K LSIEDVEHLLMKS Oxidation (M) 0.000000000020.0 emPAI

0.00063 R TNVIPIIEDAR H

0.00045 R ILALNASYFLK S

0.000058 K LAAAILGGVDNIWIKPGAKV emPAI

0.0088 K KLGGTVDDTHTVKG

0.0014 K SFAEALEVIPYTLAENAGLNPIAIVTELRN

0.00017 K VVSQYSTLLAPLAVDAVLSVIDPEKPEIVDLRD

0.0038 R NIVEQAAIR D

0.0000035 R DVQEASVYEGYTLPKL emPAI

0.00035 K AGALGDSVSITRE

0.000017 K ITVTADGQFSKR emPAI

0.0000014 K EGLLQLVSDK A

0.0022 K YAADEDAFFADYAEAHMKL Oxidation (M) 0.000000000000000020.0 emPAI

0.0057 R ASSLPSHALR S

0.00047 K SLLFFQGQR S

0.0014 R ASSGLSDGSAAHVDLTGGYYDAGDNVKF

0.0084 R DDYSHAEPATYINAAFVGPLAYFAAGRS emPAI

0.00014 K KGLTPSQIGVILRD

0.0073 K TTPQDVDESICKF

0.00016 K AHGLAPEIPEDLYHLIKK emPAI

0.0014 K QSLPPGLSVQDL-

0.000032 R YLYTLCVFDQEKA emPAI

0.0051 R VYVAIDQK T

0.0000065 R GFGFVNFVSR E emPAI

0.0063 R VGVHHLDDSQQSKN

0.0000046 R NLIVFNLQNPQTEFKR emPAI

0.000023 K VAVDGQSDSIVKD

0.00038 K AISSVPIHLSIYSPNVVNLTLIDLPGLTKV emPAI

0.00023 K LPTAVLSTSVK A

0.0087 K FSATAGLGVIHRG

0.0012 R IVSLLSESYNPHVRY emPAI

0.0037 K EFVDIILSR T

0.000015 R ITPSLAYLEQIR Q emPAI

0.00031 R TPVLVATDVAARG

0.0002 R MLDMGFEPQIRK 2 Oxidation (M)0.20020000000.0 emPAI

0.0000096 K VTVVPSAAALVIKA

0.0012 K HNGNISFDDVTEIARI emPAI

0.0033 R AAALNIVPTSTGAAKA

0.000014 R VVDLADIVANNWK- emPAI

0.003 R AITSAYYR G

0.000096 K STIGVEFATR T

0.0012 K AFQTILGEIYHIISKK emPAI

0.000079 R LLLPLLVSK S

0.00014 R SYGFTDSQISTIITDYPLLLVADAKK emPAI



0.00005 R VVCEATLSPEVKI

0.00012 K QALPGLVPLLLETLLKQ emPAI

0.00047 R KLQGEIDR V

0.00021 K SSLAASASQVRS emPAI

0.00036 R IFEGEALLR R

0.0064 K QLVNIPSFMVRL Oxidation (M) 0.00000000200.0

0.0018 R YGLLDESQNKLDYVLALTVENFLERR emPAI

0.000063 K ILLENAGAVFR T

0.0069 K VFESVLFPIFDYVRH emPAI

0.00039 K LAPSGFVLLR D

0.0087 K FSATAGLGVIHRG

0.0012 R IVSLLSESYNPHVRY emPAI

0.00018 K ILQEEIGGVK G

0.00021 K SFSSGGEDGYVRL emPAI

0.00087 R DIVELQLK Q

0.001 K QLDCELVIR K

0.009 K ESSASSPELATEESISEFLTQVTTLVKL emPAI

0.0037 K FIDAIAR N

0.0005 K SLADADYYR V

0.003 R YAPGIEILSVR V

0.0036 R GGALLNIITEPGFHLKL emPAI

0.002 K TIDVLSAADSIIDALEVAEDETKR

0.00068 K TIDVLSAADSIIDALEVAEDETKRH emPAI

0.000025 K AFQAVEQFLQILKQ

0.0011 K LLPLLASSLEFGSAAAPALTALLKM emPAI

0.0042 R GDSVIIVLR N

0.000065 K NNTQVLINCR N emPAI

0.005 R VTYLVLDEADRM

0.0002 R MLDMGFDPQIRK Methyl (DE); 2 Oxidation (M)0.20020010000.0 emPAI

0.0074 R WVLPDSYLDVRN

0.00028 K TLAQIVGSEDEARM emPAI

0.00053 R YGDFFLR Q

0.0023 K LVDESVNSQLRD emPAI

0.00051 K TVAFLLPSIEAVIKA

0.0012 K VLVLDEADHLLDMGFRR Oxidation (M) 0.0000000000002000.0 emPAI

0.0039 R VIFAWLAYK Q

0.00072 R AAEILFGLGFDKE emPAI

0.0033 K AVILLQGR Y

0.00031 K EVATLDALQSKD emPAI

0.0077 K GYIPLSTYLR T

0.00056 K GPKPGFMVEGMTLETVTPIPYDVVNDLKG 2 Oxidation (M)0.0000002000200000000000000000.0 emPAI

0.0062 K LLTEAPK F

0.00046 R MVSAHSSQQIYTRA Oxidation (M) 0.2000000000000.0 emPAI

0.0067 K DVIFVTTR R

0.0062 R TLTSVHEAMLEDVAFPAEIVGKR Oxidation (M) 0.0000000020000000000000.0 emPAI

0.0071 R SQIQTEAVQVGLAMQHLGALLLELGRT emPAI

0.0062 K LLTEAPK F

0.0044 R MVAAHSSQQIYTRA Oxidation (M) 0.2000000000000.0 emPAI

0.0084 R KPSPTVIEK L

0.0068 K DIVSSFLPEVILALKE emPAI

pep_expect pep_res_beforepep_seq pep_res_afterpep_var_modpep_var_mod_pos

0.00000096 K SSVCDIAPK G

0.0000019 R YLTASAVFR G

0.0021 K NMMCAADPRH

0.00000028 K LAVNLIPFPR L

0.0025 R FPGQLNSDLR K

0.0000021 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

0.0023 R FPGQLNSDLRKL



0.00024 R RVSEQFTAMFRR

7.2E-09 R MMMTFSVFPSPKV 2 Oxidation (M)0.202000000000.0

0.0000013 K EVDEQMMNIQNKN

0.000000061 R LHFFMVGFAPLTSRG

0.0000028 R AVLMDLEPGTMDSLRS 2 Oxidation (M)0.000200000020000.0

0.00000061 K NSSYFVEWIPNNVKS

0.00000043 R IDVYFNEASGGKYVPRA

5.8E-10 R EILHIQGGQCGNQIGAKF

3.9E-11 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

4.5E-15 K GHYTEGAELIDSVLDVVRK

1.2E-12 K GHYTEGAELIDSVLDVVRKE

0.000063 - MREILHIQGGQCGNQIGAKF

0.0000087 R GSQQYSALSVPELTQQMWDAKN

1.3E-09 K LANPTFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

0.00000092 R SGPFGQIFRPDNFVFGQSGAGNNWAKG

0.0036 K FWEVICDEHGIDHTGQYVGDSPLQLERI

0.000085 K EAENSDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0

0.0035 K VSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRT 2 Methyl (DE); Oxidation (M)0.001000100000000000000000020000000000000.0emPAI

0.0000019 R YLTASAVFR G

0.0021 K NMMCAADPRH

0.00000028 K LAVNLIPFPR L

0.0025 R FPGQLNSDLR K

0.0000021 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

0.0023 R FPGQLNSDLRKL

0.00017 R INVYFNEASGGKY

0.00024 R RVSEQFTAMFRR

7.2E-09 R MMMTFSVFPSPKV 2 Oxidation (M)0.202000000000.0

0.000000061 R LHFFMVGFAPLTSRG

0.0000028 R AVLMDLEPGTMDSLRS 2 Oxidation (M)0.000200000020000.0

0.00000061 K NSSYFVEWIPNNVKS

5.8E-10 R EILHIQGGQCGNQIGAKF

3.9E-11 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

4.5E-15 K GHYTEGAELIDSVLDVVRK

1.2E-12 K GHYTEGAELIDSVLDVVRKE

0.000063 - MREILHIQGGQCGNQIGAKF

0.0000087 R GSQQYSALSVPELTQQMWDAKN

1.3E-09 K LANPTFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

0.00000092 R SGPFGQIFRPDNFVFGQSGAGNNWAKG

1.1E-09 K FWEVICGEHGIDQTGQSCGDTDLQLERI

0.0000011 K EAENCDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0

0.0035 K VSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRT 2 Methyl (DE); Oxidation (M)0.001000100000000000000000020000000000000.0emPAI

0.0021 K NMMCAADPRH

0.00000028 K LAVNLIPFPR L

0.0025 R FPGQLNSDLR K

0.0000021 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

0.0023 R FPGQLNSDLRKL

0.0024 K STVCDIPPTGLKM

0.00000037 R YTGDSDLQLERI

0.00024 R RVSEQFTAMFRR

0.0000004 R MMLTFSVFPSPKV

1.2E-09 R INVYYNEASCGRF

0.00000022 K EVDEQMLNVQNKN

0.000000061 R LHFFMVGFAPLTSRG

0.0000028 R AVLMDLEPGTMDSLRS 2 Oxidation (M)0.000200000020000.0

0.00000061 K NSSYFVEWIPNNVKS

0.00000037 R SLTVPELTQQMWDSKN Oxidation (M) 0.000000000020000.0

5.8E-10 R EILHIQGGQCGNQIGAKF

0.00000011 K FWEVVCAEHGIDPTGRY



3.9E-11 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

4.5E-15 K GHYTEGAELIDSVLDVVRK

1.2E-12 K GHYTEGAELIDSVLDVVRKE

0.000063 - MREILHIQGGQCGNQIGAKF

0.000056 K LTTPSFGDLNHLISATMSGVTCCLRF

0.000000011 R SGPYGQTFRPDNFVFGQSGAGNNWAKG

0.0000011 K EAENCDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0

0.0035 K VSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRT 2 Methyl (DE); Oxidation (M)0.001000100000000000000000020000000000000.0emPAI

0.0021 K NMMCAADPRH

0.00000028 K LAVNLIPFPR L

0.0025 R FPGQLNSDLR K

0.0000021 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

0.0023 R FPGQLNSDLRKL

0.0024 K STVCDIPPTGLKM

0.0000022 R YVGDSELQLERV

0.00024 R RVSEQFTAMFRR

0.000000024 R VNVYYNEASCGRY

7.2E-09 R MMMTFSVFPSPKV 2 Oxidation (M)0.202000000000.0

0.00000022 K EVDEQMLNVQNKN

0.000000061 R LHFFMVGFAPLTSRG

0.000014 R AVLMDLEPGTMDSVRS

0.00000061 K NSSYFVEWIPNNVKS

0.0092 R NLTVPELTQQMWDAKN

3.9E-10 K FWEVVNLEHGIDQTGRY

3.9E-11 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

4.5E-15 K GHYTEGAELIDSVLDVVRK

1.2E-12 K GHYTEGAELIDSVLDVVRKE

0.000024 K LSTPSFGDLNHLISATMSGVTCCLRF

9.1E-09 R SGPYGQIFRPDNFVFGQSGAGNNWAKG

0.0000011 K EAENCDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0

0.0035 K VSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRT 2 Methyl (DE); Oxidation (M)0.001000100000000000000000020000000000000.0emPAI

0.0021 K NMMCAADPRH

0.00000028 K LAVNLIPFPR L

0.0025 R FPGQLNSDLR K

0.0000021 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

0.0023 R FPGQLNSDLRKL

0.0024 K STVCDIPPTGLKM

0.000099 R YQGENDLQLERV

0.00024 R RVSEQFTAMFRR

0.0000004 R MMLTFSVFPSPKV

0.000000024 R VNVYYNEASCGRF

0.00000022 K EVDEQMINVQNKN

0.000000061 R LHFFMVGFAPLTSRG

0.000014 R AVLMDLEPGTMDSVRS

0.00000061 K NSSYFVEWIPNNVKS

5.8E-10 R EILHIQGGQCGNQIGAKF

3.9E-11 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

4.5E-15 K GHYTEGAELIDSVLDVVRK

1.2E-12 K GHYTEGAELIDSVLDVVRKE

0.000063 - MREILHIQGGQCGNQIGAKF

0.000056 K LTTPSFGDLNHLISATMSGVTCCLRF

9.1E-09 R SGPYGQIFRPDNFVFGQSGAGNNWAKG

0.0000011 K EAENCDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0

0.0035 K VSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRT 2 Methyl (DE); Oxidation (M)0.001000100000000000000000020000000000000.0emPAI

0.00053 R LSVDYGKK S

0.0019 K DVNAAVGTIK T

0.000014 K YMACCLMYR G Oxidation (M) 0.000000200.0

0.0046 R IDHKFDLMYAKR



1.6E-09 R LVSQVISSLTASLRF

0.00000053 R TIQFVDWCPTGFKC

0.0011 R SLNIERPTYTNLNRL

0.00000004 R AVFVDLEPTVIDEVRT Methyl (DE) 0.000000000000100.0

4.3E-09 R IHFMLSSYAPVISAEKA

4E-11 R AVCMISNSTSVAEVFSRI

0.000015 K CGINYQPPTVVPGGDLAKV

0.00014 R GHYTIGKEIVDLCLDRI

4.1E-11 K TVGGGDDAFNTFFSETGAGKH

0.0097 R AVFVDLEPTVIDEVRTGTYRQ

0.000047 R AFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.00000000002000000000.0

0.000000015 R QLFHPEQLISGKEDAANNFARG

1.9E-11 R FDGALNVDVTEFQTNLVPYPRI

8E-11 K RAFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.000000000002000000000.0

0.0000027 K AFHEQLSVAEITNSAFEPASMMAKC 2 Oxidation (M)0.000000000000000000002200.0

5.1E-09 K LADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL

2.4E-11 R KLADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL emPAI

0.00053 R LSVDYGKK S

0.0019 K DVNAAVGTIK T

0.000014 K YMACCLMYR G Oxidation (M) 0.000000200.0

0.0046 R IDHKFDLMYAKR

1.6E-09 R LVSQVISSLTASLRF

0.00000053 R TIQFVDWCPTGFKC

0.0055 R SLSIERPTYTNLNRL

0.00000004 R AVFVDLEPTVIDEVRT Methyl (DE) 0.000000000000100.0

4.3E-09 R IHFMLSSYAPVISAEKA

4E-11 R AVCMISNSTSVAEVFSRI

0.000015 K CGINYQPPTVVPGGDLAKV

0.00014 R GHYTIGKEIVDLCLDRI

4.1E-11 K TVGGGDDAFNTFFSETGAGKH

0.0097 R AVFVDLEPTVIDEVRTGTYRQ

0.000047 R AFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.00000000002000000000.0

0.000000015 R QLFHPEQLISGKEDAANNFARG

1.9E-11 R FDGALNVDVTEFQTNLVPYPRI

8E-11 K RAFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.000000000002000000000.0

0.0000027 K AFHEQLSVAEITNSAFEPASMMAKC 2 Oxidation (M)0.000000000000000000002200.0

5.1E-09 K LADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL

2.4E-11 R KLADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL emPAI

0.0049 R MLFDIQK F

0.00057 R ELAQQIEK V

0.00000064 R VLITTDLLAR G

0.000045 K VHACVGGTSVRE

0.0025 M AGSAPEGTQFDTRQ

3.9E-09 K GLDVIQQAQSGTGKT

5.6E-09 K GVAINFVTLDDQRM

5.9E-09 R ILQAGVHVVVGTPGRV

4.7E-10 R KGVAINFVTLDDQRM

5.7E-10 K MFVLDEADEMLSRG 2 Oxidation (M)0.2000000002000.0

4.3E-09 R GIYAYGFEKPSAIQQRG

0.0000079 K FYNVVVEELPSNVADLL-

2.2E-09 R SRDHTVSATHGDMDQNTRD

7.9E-10 K IQVGVFSATMPPEALEITRK Oxidation (M) 0.0000000002000000000.0

0.000000092 K LETLCDLYETLAITQSVIFVNTRR

6.9E-12 R GIDVQQVSLVINFDLPTQPENYLHRI

0.0077 K TATFCSGVLQQLDYALLQCQALVLAPTRE emPAI

0.0049 R MLFDIQK F

0.0018 R ALGDYLGVK V

0.00057 R ELAQQIEK V



0.0000042 K GVAINFVTR D

0.00019 R KGVAINFVTR D

0.00000064 R VLITTDLLAR G

0.000045 K VHACVGGTSVRE

3.9E-09 K GLDVIQQAQSGTGKT

5.9E-09 R ILQAGVHVVVGTPGRV

5.7E-10 K MFVLDEADEMLSRG 2 Oxidation (M)0.2000000002000.0

4.3E-09 R GIYAYGFEKPSAIQQRG

0.0000079 K FYNVVVEELPSNVADLL-

2.2E-09 R SRDHTVSATHGDMDQNTRD

7.9E-10 K IQVGVFSATMPPEALEITRK Oxidation (M) 0.0000000002000000000.0

0.000000092 K LETLCDLYETLAITQSVIFVNTRR

6.9E-12 R GIDVQQVSLVINFDLPTQPENYLHRI

0.00000022 K LNEVLEGQDEFFTSYDDVHESFDAMGLQENLLRG Oxidation (M) 0.000000000000000000000000200000000.0emPAI

0.00053 R LSVDYGKK S

0.0019 K DVNAAVGTIK T

0.000014 K YMACCLMYR G Oxidation (M) 0.000000200.0

0.0046 R IDHKFDLMYAKR

1.5E-11 R LISQIISSLTTSLRF

0.00000055 R TVQFVDWCPTGFKC

0.00014 R SLDIERPTYTNLNRL

0.00000004 R AVFVDLEPTVIDEVRT Methyl (DE) 0.000000000000100.0

0.00000057 R IHFMLSSYAPVISAAKA

9.7E-11 R AVCMISNNTAVAEVFSRI

0.000015 K CGINYQPPTVVPGGDLAKV

0.0097 R AVFVDLEPTVIDEVRTGTYRQ

0.000047 R AFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.00000000002000000000.0

0.000000015 R QLFHPEQLISGKEDAANNFARG

8E-11 K RAFVHWYVGEGMEEGEFSEARE Oxidation (M) 0.000000000002000000000.0

0.0022 K AYHEQLSVPEITNAVFEPASMMAKC 2 Oxidation (M)0.000000000000000000002200.0

5.1E-09 K LADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL

2.4E-11 R KLADNCTGLQGFLVFNAVGGGTGSGLGSLLLERL emPAI

0.00078 K FEAIIYVLK K

0.000023 K TVGAGVIGTILE-

6.6E-09 K VGETVDLVGLRE

0.0000045 R SYTVTGVEMFQKI

0.00000045 K KYDEIDAAPEERA

5.4E-10 K ILDEALAGDNVGLLLRG

0.000026 R HYAHVDCPGHADYVKN

2.1E-10 R GITINTATVEYETENRH

0.0000013 K IVVELIVPVACEQGMRF

2.7E-12 K TTLTAALTMALASIGSSVAKK Oxidation (M) 0.00000000200000000000.0

2.1E-12 K EDQVDDAELLELVELEVRE

8.3E-10 R QTELPFLLAVEDVFSITGRG Methyl (DE) 0.0010000000000000000.0

0.0000054 R SYTVTGVEMFQKILDEALAGDNVGLLLRG

0.0000039 R ELLSSYEFNGDDIPIISGSALLAVETLTENPKV emPAI

0.000029 R VVQILAR R

0.00016 K AEIANVLSR G

0.00063 R LDEMIVFR Q Oxidation (M) 0.00020000.0

0.000075 R HAQLPEEAR E

0.0022 K EIELQVTER F

0.000013 R VLELSLEEAR Q

0.00000047 K AIDLIDEAGSR V

0.000025 R LDMSEFMER H Oxidation (M) 0.000000200.0

0.00037 K HIEKDPALER R

0.00016 R SQDFEMAGSHRD

0.0093 K RVLELSLEEAR Q

0.0084 R LRHAQLPEEARE



0.0000012 K LAEEGKLDPVVGRQ

0.000073 R VLENLGADPSNIRT

0.000048 R VVDEGFDPSYGARP

0.0000042 R GSGFVAVEIPFTPRA

0.0000022 K MPTLEEYGTNLTKL

0.0000037 K ALAAYYFGSEEAMIRL

2.3E-10 K VPEPTVEEAIQILQGLRE

0.0032 K AHPDVFNMMLQILEDGRL

0.00000022 R QLGHNYIGSEHLLLGLLRE

0.0000038 R YTDEALVAAAQLSHQYISDRF

1.8E-10 K LIGSPPGYVGYTEGGQLTEAVRR

0.000035 R TVDFKNTLLIMTSNVGSSVIEKG

0.006 R FQPVKVPEPTVEEAIQILQGLRE

5.7E-09 R LGHNFVGTEQILLGLIGEGTGIAAKV

0.000058 R RLGHNFVGTEQILLGLIGEGTGIAAKV

0.000056 K AENEAEEGGPTVTESDIQHIVATWTGIPVEKV

0.0029 R QSDEIILFIDEVHTLIGAGAAEGAIDAANILKPALARG emPAI

0.00039 K SSVCDIAPR G

0.0021 K NMMCAADPRH

0.00000028 K LAVNLIPFPR L

0.0025 R FPGQLNSDLR K

0.0000021 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

0.0023 R FPGQLNSDLRKL

0.0000054 R YVGNSDLQLERV

0.00024 R RVSEQFTAMFRR

0.0000004 R MMLTFSVFPSPKV

0.000000024 R VNVYYNEASCGRY

0.00000022 K EVDEQMINVQNKN

0.000000061 R LHFFMVGFAPLTSRG

0.00000061 K NSSYFVEWIPNNVKS

9.6E-12 K GHYTEGAELIDAVLDVVRK

0.0000013 K GHYTEGAELIDAVLDVVRKE

0.000056 K LTTPSFGDLNHLISATMSGVTCCLRF

0.0000015 R TGPYGQIFRPDNFVFGQSGAGNNWAKG

0.0000011 K EAENCDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0

0.0035 K VSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRT 2 Methyl (DE); Oxidation (M)0.001000100000000000000000020000000000000.0emPAI

0.0000023 K DAGVIAGLNVMRI

0.000097 R VEIIANDQGNRT

0.00000062 R FSDSSVQSDMKL

0.0006 R MVNHFVQEFKR

0.0025 R FEELNMDLFR K

0.0000092 K NALENYAYNMRN

0.0011 K ELESICNPIIAK M

0.000054 K STVHDVVLVGGSTRI

0.0000003 R TTPSYVAFTDSERL

0.000083 R ARFEELNMDLFRK

0.000000079 R IINEPTAAAIAYGLDKK

0.00000036 K NQVAMNPVNTVFDAKR Oxidation (M) 0.000020000000000.0

6.9E-09 K ATAGDTHLGGEDFDNRM

0.00088 K NAVVTVPAYFNDSQRQ

0.00011 R IINEPTAAAIAYGLDKKA

0.00000025 K VQQLLQDFFNGKELCKS

9.5E-13 K SINPDEAVAYGAAVQGAILSGEGNEKV

2.5E-09 K EQVFSTYSDNQPGVLIQVYEGERA

0.002 R TLSSTAQTTIEIDSLYEGIDFYSTITRA

0.000077 K VQDLLLLDVTPLSLGLETAGGVMTTLIPRN emPAI

0.0021 K NMMCAADPRH

0.00000028 K LAVNLIPFPR L



0.0025 R FPGQLNSDLR K

0.0000021 R VSEQFTAMFR R Oxidation (M) 0.0000000200.0

0.0023 R FPGQLNSDLRKL

0.00024 R RVSEQFTAMFRR

0.00000016 R YNGDSADLQLERI

0.0000004 R MMLTFSVFPSPKV

0.000000061 R LHFFMVGFAPLTSRG

0.0000028 R AVLMDLEPGTMDSIRS 2 Oxidation (M)0.000200000020000.0

0.00000061 K NSSYFVEWIPNNVKS

9.6E-12 K GHYTEGAELIDAVLDVVRK

0.0000013 K GHYTEGAELIDAVLDVVRKE

9.1E-09 R SGPYGQIFRPDNFVFGQSGAGNNWAKG

0.0000011 K EAENCDCLQGFQVCHSLGGGTGSGMGTLLISKI Oxidation (M) 0.00000000000000000000000020000000.0

0.0035 K VSDTVVEPYNATLSVHQLVENADECMVLDNEALYDICFRT 2 Methyl (DE); Oxidation (M)0.001000100000000000000000020000000000000.0emPAI

0.0000023 K DAGVIAGLNVMRI

0.000097 R VEIIANDQGNRT

0.0006 R MVNHFVQEFKR

0.00003 R EIAEAYLGTTIKN

0.0000092 K NALENYAYNMRN

0.0011 K ELESICNPIIAK M

0.000000071 K VQQLLVDFFNGKE

0.00000014 K NSIDDVVLVGGSTRI

0.0000003 R TTPSYVAFTDSERL

0.00028 R ARFEELNIDLFRK

0.000000079 R IINEPTAAAIAYGLDKK

6.9E-09 K ATAGDTHLGGEDFDNRM

0.00000027 K NQVAMNPINTVFDAKR Oxidation (M) 0.000020000000000.0

0.00088 K NAVVTVPAYFNDSQRQ

0.00011 R IINEPTAAAIAYGLDKKA

0.0014 R FTDSSVQSDIKLWPFTLKS

5.9E-12 K SINPDEAVAYGAAVQAAILSGEGNEKV

2.5E-09 K EQVFSTYSDNQPGVLIQVYEGERA

0.000043 K VGAFSVLR E

0.002 R TTSPAAFTR A

0.00032 K IDLDLEVR L

0.00026 K CLAGLIVSR S

0.0013 K HVVDDGLELR K

0.0025 K SCSENISLAVR N

0.000039 K ALSSPVLAAVGERY

0.00000011 R TNIQMIGALCRA

0.000022 K QHLALLSLGEIGRR

0.00001 R AELPSCLPVLVDRM

2.9E-09 K MDVFNTFIDLLRQ

0.000039 R EYSLQALESFLLRC

0.0041 R AAVSALSTFAHYKPNLIKG

1.2E-09 K TVTCIASLASSLSDDLLAKA

0.000022 R EENVKMDVFNTFIDLLRQ Oxidation (M) 0.00000200000000000.0

1.4E-13 R LSSIILQQLDDVAGDVSGLAVKC

0.00000015 R ELVVVLPDCLADHIGSLVPGIERA

0.0044 R FGTHLGNTVPVLINYCTSASENDEELREYSLQALESFLLRC emPAI

0.0019 R VVQILGR R

0.00063 R LDEMIVFR Q Oxidation (M) 0.00020000.0

0.0022 K EIELQVTER F

0.000013 R VLELSLEEAR Q

0.00000047 K AIDLIDEAGSR V

0.000025 R LDMSEFMER H Oxidation (M) 0.000000200.0

0.00037 K HIEKDPALER R

0.0093 K RVLELSLEEAR Q



0.0000012 K LAEEGKLDPVVGRQ

0.000073 R VLENLGADPSNIRT

0.000011 R VVDEGYNPSYGARP

0.0000042 R GSGFVAVEIPFTPRA

0.0000022 K MPTLEEYGTNLTKL

0.0000037 K ALAAYYFGSEEAMIRL

0.0032 K AHPDVFNMMLQILEDGRL

0.00000022 R QLGHNYIGSEHLLLGLLRE

1.8E-10 K LIGSPPGYVGYTEGGQLTEAVRR

0.000035 R TVDFKNTLLIMTSNVGSSVIEKG

5.7E-09 R LGHNFVGTEQILLGLIGEGTGIAAKV

0.000058 R RLGHNFVGTEQILLGLIGEGTGIAAKV

0.0029 R QSDEIILFIDEVHTLIGAGAAEGAIDAANILKPALARG emPAI

0.00052 K VTVMDTLSR L

0.0005 R TCNYLTSAAR Y

0.0006 K QNLELYVER V

0.0017 R VQDPNPELQK A

0.00009 R MLQYGEQNIRR Oxidation (M) 0.2000000000.0

0.00003 R NLAGEIAQEYTKR

9.9E-10 R FLPLGLGLLYLGKQ

0.00000039 R VGQAVDVVGQAGRPKT

0.00000031 R AVPLALGLLCISNPKV

6.3E-12 K TITGFQTHSTPVLLAAGERA

0.000000055 K YLSDILSVLALTMSADGERE

3.3E-09 R QNLAATFVNAFVNAGFGQDKL

0.000015 K YLSDILSVLALTMSADGERESLRF

0.0033 R QSEEASIDDLMELVQQIVAFHMKH

0.00026 R FLPLGLGLLYLGKQESVEATAEVSKT emPAI

0.0016 R QTVAVGVIK S

0.0087 K EVSSYLKK V

0.000000042 K IGGIGTVPVGRV

0.0023 K STTTGHLIYK L

0.000000086 R EHALLAFTLGVKQ

0.000046 K YYCTVIDAPGHRD

0.000033 R YDEIIKEVSSYLKK

0.000058 K FHINIVVIGHVDSGKS

0.000000018 K MTPTKPMVVETFSEYPPLGRF Oxidation (M) 0.20000000000000000000.0

0.0000004 R VETGMIKPGMVVTFAPTGLTTEVKS Oxidation (M) 0.000020000000000000000000.0

0.0000028 K NMITGTSQADCAVLIIDSTTGGFEAGISKD Oxidation (M) 0.02000000000000000000000000000.0 emPAI

0.000000067 K DAGVIAGLNVLRI

0.000097 R VEIIANDQGNRT

0.0006 R MVNHFVQEFKR

0.0000092 K NALENYAYNMRN

0.0000003 R TTPSYVAFTDSERL

0.000000079 R IINEPTAAAIAYGLDKK

0.00000036 K NQVAMNPVNTVFDAKR Oxidation (M) 0.000020000000000.0

6.9E-09 K ATAGDTHLGGEDFDNRM

0.00088 K NAVVTVPAYFNDSQRQ

0.00011 R IINEPTAAAIAYGLDKKA

0.00000025 K VQQLLQDFFNGKELCKS

5.9E-12 K SINPDEAVAYGAAVQAAILSGEGNEKV

0.0036 K KVEDSIEEAIQWLDGNQLGEADEFEDKM 3 Methyl (DE) 0.000000010000010000010000000.0 emPAI

0.00083 K TDGLFLK C

0.0045 R SLNLTLR K

0.0084 R SLNLTLRK E

0.0000028 R VAEYAFLYAK T

0.0006 R YDDVDLITIR E

0.00000045 K TRYDDVDLITIRE



5.3E-11 R TADLGGSSTTTEFTKA

0.0000041 R TQSFLTWESLESVRR

1.7E-12 K NLANPTALLLSGVMMLRH Oxidation (M) 0.00000000000002000.0

0.00000009 R ENTEGEYSGLEHQVVRG

0.00041 K ELNLYANVRPCYSLPGYKT emPAI

0.000097 R VEIIANDQGNRT

0.000006 K DAGVISGLNVMRI

0.0006 R MVNHFVQEFKR

0.0025 R FEELNMDLFR K

0.0000092 K NALENYAYNMRN

0.0000017 K SSVHDVVLVGGSTRI

0.0000003 R TTPSYVAFTDSERL

0.000083 R ARFEELNMDLFRK

0.00046 K QFSAEEISSMVLIKM

0.000000079 R IINEPTAAAIAYGLDKK

0.000023 K NQVAMNPTNTVFDAKR Oxidation (M) 0.000020000000000.0

6.9E-09 K ATAGDTHLGGEDFDNRM

0.00088 K NAVVTVPAYFNDSQRQ

0.00011 R IINEPTAAAIAYGLDKKA

0.00000025 K VQQLLQDFFNGKELCKS

5.9E-12 K SINPDEAVAYGAAVQAAILSGEGNEKV

0.000048 K TSLILALGK Y

0.0011 R LIGVLEGVR G

0.00031 K LALETFSVR C

0.00012 R EGYYILAER L

0.000027 R DVLLSQFSPVFKE

0.000000018 K SLFESLNSVGVLRR

0.00017 R VFACQNPSTQGGGRK

0.000065 R TVGSTHLDSCQAVKT

0.00084 K LLAENLNCLLNVRD

1.2E-09 K TATVAQILENVFSVKD

0.000042 R SLLSFIEILIPIAQNSKA

0.0027 R FTEIWVPPITDTEELRS

0.0008 R ALHFNTSLLGSILNYFEKA

2.1E-09 K QLFDNITAMLLEESALLRT Oxidation (M) 0.000000002000000000.0

7.1E-10 K ALYDGFSMFFLSLLDASSAKI Oxidation (M) 0.00000002000000000000.0

0.0024 R SYQQWLVESNDNHTDVSTFTRF emPAI

0.000007 R VLPLIIPILSK G

0.0016 R TALCDSALEVRE

0.0000082 K DLPAVMTFLISRA

0.0000055 R AVSTCLSPLVLSKQ

0.000000013 R SQLLSFMDQLIPTIRT

1.4E-10 K SGPLPVDTFTFIFPILERI

6.1E-11 R NPDTISQISDLLSPLIQLVKT

0.000000037 K VVIDVLSSIVSALHDDSSEVRR

0.0000011 R IICRNPDTISQISDLLSPLIQLVKT

0.000035 R HALDTLLQTTFVNSVDAPSLALLVPIVHRG emPAI

0.0057 K GVLLYGPPGTGKT

0.0000022 K LAEGFNGADLRN

0.0000055 K HGEIDYEAIVK L

0.00002 R AIASNIDANFLKV

0.000027 R NICTEAGMFAIRA

0.00000013 R VVLDMTTLTIMRA

0.00032 K VVSSAIIDKYIGESARL

0.0000032 R ESIELPLMNPELFLRV

0.000000029 R TLMELLNQLDGFDNLGKV Oxidation (M) 0.00200000000000000.0

0.0000076 K SLQSVGQIIGEVLRPLDNERL

0.0000012 R EVDPVVYNMLHEDPGNISYSAVGGLGDQIRE



0.000016 K VPLILGIWGGKG

0.0011 K SFQCELVMAK M Oxidation (M) 0.0000000200.0

2.6E-09 R GLAYDTSDDQQDITRG

0.00012 K MCCLFINDLDAGAGRM Oxidation (M) 0.200000000000000.0

0.000057 R EGPPVFEQPEMTYEKL

1.8E-13 R VPIICTGNDFSTLYAPLIRD

0.0000099 K NFLTLPNIKVPLILGIWGGKG

1.1E-14 R VQLAETYLSQAALGDANADAIGRG

0.00008 R AMAAVLLR K

0.00064 R DDAYLWPR L

0.0011 R LSLSTQSSLK S

0.00000056 R SSAESLFNLAK Q

0.00045 R LNVVIQLPNARQ

0.0000009 R IAICIFDDVAEQCRE

0.000038 R VLPALAAAMDDFQNPRV

0.00000031 K ASFLPFFDELSSYLTPMWGRD Oxidation (M) 0.00000000000000002000.0

5.1E-11 R QLVDIVGSMLQIAEADSLEESTRH

0.0053 R WAAINAIGQLSTDLGPDLQNQHHERV

0.0035 R DSIDSSQVLPAWLNCLPISNDVLEAKV

0.003 R TLTESLNNGNEATAQEALELLIELAGTEPRF

0.0000076 R VQAHAASAVLNFSENCTPEILSPYLDGVVSKL emPAI

0.00038 R ILQIHSR K

0.0057 K GVLLYGPPGTGKT

0.000029 K RFDSEVSGDR E

0.000000025 R STDDFNGAQLKA

0.001 R ACAAQTNATFLKL

0.00000063 K LAGPQLVQMFIGDGAKL

4.3E-14 R TMLELLNQLDGFSSDDRI Methyl (DE) 0.00000000000000010.0

0.00047 R DATEVNHEDFNEGIIQVQAKK

0.000046 K QLPYLVGNIVEILEMSPEDDAEEDGANIDLDSQRK 2 Methyl (DE); Oxidation (M)0.0000000000000020011000000000000000.0emPAI

0.0000056 K VQEIVSEIFGK S

0.00026 R SSGGLSDDEINRM

0.00000043 R NSADTTIYSVEKS

0.0002 K FSPSQIGANVLTKM

0.000000021 K EVDEVLLVGGMTRV

0.00093 R QAVTNPTNTIFGSKR

1.3E-11 K IPAEIASEIETAVSDLRT

0.00013 K GVNPDEAVAMGAAIQGGILRG

0.0001 R EKIPAEIASEIETAVSDLRT

0.00000062 R GDVKDLLLLDVVPLSLGIETLGAVFTKL

0.0000021 K ATNGDTFLGGEDFDNTLLEYLVNEFKRS emPAI

0.0045 R SLNLTLR K

0.0084 R SLNLTLRK E

0.0000028 R VAEYAFLYAK T

0.0006 R YDDVDLITIR E

0.00000045 K TRYDDVDLITIRE

5.3E-11 R TADLGGSSTTTDFTKA Methyl (DE) 0.000000000001000.0

1.1E-09 R TNSFLTWDNLQSVLKN

0.0000017 K ATLFPGDGIGPEIAESVKQ

0.00000002 K QAEQIHSAIINTIAEGKY

0.00041 K ELNLYANVRPCYSLPGYKT

0.0081 K QVFTAADVVIDWDEQFVGTEVDPRT emPAI

0.000000053 R TGGGGLDLSSRR

0.000014 R ELLAQGVSQSRY

0.0018 R LQSLAFQLTEK L

0.000063 R TMAQLGLCAFRA Oxidation (M) 0.02000000000.0

0.00000046 R AMMDILVSLIYRN

0.00082 R VRELLAQGVSQSRY



0.00019 R FELVDQLTHLTKI

0.00000077 K AFEVLNSLEVWRL

1.7E-10 K CVLNMLTILDILVKY

0.000000022 R LRDEPMFLALAQNIQDYFERM Oxidation (M) 0.00000200000000000000.0 emPAI

0.000031 R SGFGSFGMR S Oxidation (M) 0.000000020.0

0.0025 K AVLEPAMEGRD

0.001 K TLAFGIPIIDK I

0.00001 R GSASMFEGIGSRS

0.00017 R GRNPLCLVLAPTRE

0.0000023 K CEALHGDISQSQRE

0.000078 K TLAFGIPIIDKIIKY

1.5E-09 K LADGITTYSIIADSYGRA

0.000028 R TLAGFRDGHFNILVATDVAARG

0.00000097 R ESAPSLDTICLYGGTPIGQQMRQ Oxidation (M) 0.0000000000000000000020.0

0.0000013 R RVGDSESVGGDGLAISELGISPEIVKA

0.003 R GLDVPNVDLIIHYELPNNTETFVHRT emPAI

0.0014 R IGINGFGR I

0.000054 R VVDLIVHMSK A

0.0013 K AGIALSDKFVK L

0.0048 R AASFNIIPSSTGAAKA

7.2E-11 R VPTVDVSVVDLTVRL

0.000021 K TLLFGEKPVTVFGIRN

0.00000065 K LVSWYDNEWGYSSRV

5.7E-10 R FGIVEGLMTTVHSITATQKT

6.1E-10 K GILGYTEDDVVSTDFVGDNRS

0.0000012 K VINDRFGIVEGLMTTVHSITATQKT emPAI

0.000032 K EIEDAVADLR S

0.0002 K VQSIVAEIFGK S

0.0000014 R SSGGLSEDDIQKM

0.00015 R QAVTNPTNTVSGTKR

0.000000021 K EVDEVLLVGGMTRV

0.000000002 K SQVFSTAADNQTQVGIRV

0.00021 K IPSEIAKEIEDAVADLRS

0.00013 K GVNPDEAVAMGAALQGGILRG

0.00000001 K ELLLLDVTPLSLGIETLGGVFTRL

0.0016 K LIVWAPTR E

0.0041 K LILDVEDFK N

0.000042 R VANEIGFPVMIKA

0.000025 K LLEEAPSPALTAELRK

0.00000031 R DHGINFIGPNPDSIRV

1.1E-09 K SEAAAAFGNDGCYLEKF

0.001 R ALNDTIITGVPTTINYHKL

0.000000053 K NAGVPTVPGSDGLLQSTEEAVRV

0.00000042 R HIEFQVLADKFGNVVHFGERD

0.0000048 R IQVEHPVTEMIYSVDLIEEQIRV Oxidation (M) 0.0000000002000000000000.0

0.000003 K LADEAVCIGEAPSNQSYLVIPNVLSAAISRG emPAI

0.0024 R FFAFGR V

0.000011 R LWGENFFDPATRK

4.7E-13 R PMEEGLAEAIDDGRI

0.0000045 K AYLPVVESFGFSSQLRA

0.00027 K NATLTNEKEVDAHPIRA

3.8E-10 K STLTDSLVAAAGIIAQEVAGDVRM

0.0000043 R YRVENLYEGPLDDQYANAIRN

2.4E-09 R DGNEYLINLIDSPGHVDFSSEVTAALRI

0.009 R VMQTWLPASTALLEMMIFHLPSPHTAQRY Oxidation (M) 0.0200000000000000000000000000.0 emPAI

0.00028 R GINDTYFGR L

0.0000018 R FMVQNVVDLRA

0.0000039 K SLLEEYFSIR L



0.0048 K KINEIHSEAER N

0.000044 K STWQGSGPTPVLIKA

2.7E-10 R VLLNNCQEAFEGAGKL

2.7E-10 K APNSFGEFLGELVSAKV

8.5E-11 R SQPQPQPQAAPLANSLNAGELERK emPAI

0.000000045 K SLGLSDNVSIALRD

0.0035 R MVNGLVDEDGNPLLRV

2.4E-09 R AGQYGTVTSLYTEANRD

0.0066 K HMFQDAVWVSGNFLHRN

3.3E-15 R TMVFANTVEAVEAVADILEKA

0.000014 R GVDVPNVSHVIQADFASSAVDFLHRI emPAI

0.0027 R VVGSELIQK Y

0.0059 K KFEPAAPPAR V

0.000045 K AVANSTSATFLRV

0.0016 K AICTEAGLLALRE

0.0044 R IESLDPALLRPGRI

1.6E-11 R TMLELLNQLDGFDSRG

6.6E-11 K APLESYADIGGLEAQIQEIKE

0.00000026 K VLSVVGILQDEVDPMVSVMKV

1.5E-10 R VADDLSPSIVFIDEIDAVGTKR emPAI

0.0019 R NVVLDEFGSPKV

0.00000008 K VGAATETELEDRK

0.000063 R GYISPQFVTNPEKL

6.3E-14 K TNDSAGDGTTTASILARE

6.4E-11 R AIELPNAMENAGAALIRE

0.00026 R AALQAGIDKLADCVGLTLGPRG

0.000000028 R APLLIIAEDVTGEALATLVVNKL

0.00063 R APLLIIAEDVTGEALATLVVNKLRG

0.00033 K TTQLRAPLLIIAEDVTGEALATLVVNKL emPAI

0.000012 K AGFAGDDAPRA

0.0000069 R HTGVMVGMGQKD

0.00038 R GYMFTTTAER E

0.00025 R AVFPSIVGRPR H

9.2E-09 K NYELPDGQVITIGAERF

8.9E-09 K LAYVALDYEQELETAKS

0.000085 R VAPEEHPVLLTEAPLNPKA

6.9E-09 R TTGIVLDSGDGVSHTVPIYEGYALPHAILRL

0.0058 K YDVHGEMSR V

0.000009 R HENVDIVVIR E

0.0002 R HLQFPSFADR L

0.00000093 K LADGLFLESCR E

0.000041 K YAFEYAYLNNRK

7.4E-09 K TPVGGGVSSLNVQLRK

0.000000019 K ANPVALLLSSAMMLRH Oxidation (M) 0.000000000002000.0

0.008 R TKDLGGTSTTQEVVDAVIAKL emPAI

0.0017 K KPDVDIEK I

0.0012 K LVSGLIPDAGTLKA

0.000098 K IPLTLIYDDIK S

0.00000019 K DFGSALWDMIRG

0.0049 K GNIDVDTPFGAMKL Oxidation (M) 0.0000000000020.0

0.00000016 R VVHQEGDVEIVDRS

0.000004 K FSLEETVAILHVRL

0.0000013 R IKVDLIVDVPVLGRL

0.0000036 K STYNDINPGMIIPYRI

0.0025 K AVLEPAMEGRD

0.0000028 R GSASMFEGVGARS Oxidation (M) 0.000020000000.0

0.001 K TLAFGIPIIDK I

0.00035 R FNELPSIAVER G



0.000019 K CEALHGDISQAQRE

0.0052 K KGSAILIHGQDQTRA Methyl (DE) 0.00000000001000.0

0.000078 K TLAFGIPIIDKIIKF

1.1E-10 R SSGFGSFGSGGSSGGFGSDRS

0.000032 K LADGITMYSIAADSYGRA

0.000052 R TLAGFRDGNFSILVATDVAARG

0.00000097 R ESAPSLDTICLYGGTPIGQQMRE Oxidation (M) 0.0000000000000000000020.0 emPAI

0.00042 K LAIVNVGR Q

0.0000052 R AVAVVVDPIQSVKG

0.0012 K AVQEEDELSPEKL

0.000000072 R SINPQTIMLGQEPRQ Oxidation (M) 0.00000002000000.0

7.7E-10 K TNEQTVQEMLSLAAKY

0.000074 R AGVPMEVMGLMLGEFVDEYTVRV

0.00000021 R IFGAGGGLGHASPDSPTLDTSEQVYISSLALLKM

0.00019 R SGAVASAVMKK

0.0035 K ISWVPDPK T

0.0052 R SGAVASAVMKKK

6.1E-09 R GYAATAAQGSVSSGGRS

6.5E-11 K TGYYRPETGSNEIDAAELRA Methyl (DE) 0.0000001000000000000.0

0.000091 K LINSTSEEIR S

0.00024 K VSSYLVDVVLPKF

1.5E-10 K SGFEAATLIGLLQKL

6.2E-10 R TNALNSAVLGETQPRG

7E-14 K VSSDFVDAALNGAIGVISRC

0.0033 K HLPHLWDLCLNEITVRS emPAI

0.0057 K GVLLYGPPGTGKT

0.00028 K AVCTEAGMFALRE

0.00011 R IDILDQALLRPGRI

3.7E-11 R TMLELLNQLDGFEASNKI

8.2E-10 R EHAPSIIFMDEIDSIGSARM

0.000085 R ILLDDGTSNILMRS Oxidation (M) 0.0000000000020.0

9E-11 R LSGLVNNLISIGLGRE

1.3E-11 R LASFQNAPSVPPFLSLPRQ

0.00000032 K TDAASAFLASLEDPKLTSLSDASRK emPAI

0.00093 R FMDNLFLR N

0.00081 R NPASVAQFLR S

6.7E-09 R GGLVSILNLGLPKR

0.0009 K GSSLQCLVNVLKS

0.00000003 R NCALEVLFDLLNERG

2.8E-09 K VVTQAAPSSIVESSQAEGGGEKT

0.0022 R ILSLELLQGMLEGVSHSFTKN

0.0034 K TTSGLADDASNSEDRLEGAAEEKL

0.000088 K LPSESVVEFFTALCGVSAEELKQ

0.0083 R AELTNFTFQNDILKPFVIIMRN emPAI

0.00033 K SSLDAFK Q

0.0035 K LQLIVFGK K

0.00061 R AVAGAGVLSGYDKL

0.000059 R QFDGLVDVYR K

0.000043 K LLIQNQDEMIKA Oxidation (M) 0.00000000200.0

0.0053 R TIKDEGFGSLWRG

0.00000011 K GFTNFALDFLMGGVSAAVSKT

0.000094 R AVAGAGVLSGYDKLQLIVFGKK emPAI

0.0072 K ASTFNDSLR S

0.00002 R EAGSGAPSLLETGKA

0.000000013 R LEGASEESLLSQGLKV

3.6E-09 K STGGWGWGFSGFSVLSDLQKA

6.8E-12 K VFDDSVESFTSGAWQAFGNALKG

0.00029 R GKAETMAGYVEAVSNSFITGISDVSETYSAAIKG emPAI



4.5E-10 K AADQGLVILQSPTVGYFRR

0.00000054 K AADQGLVILQSPTVGYFRRS

0.000000002 R EDGEPVGYNDALITVLPSFPGIKK

6.3E-12 K SSEVEALISEITDSSSIAEFELKL emPAI

0.000000057 K VGEEVEILGLR E

8.3E-10 R GSALSALQGTNDEIGRQ

0.000032 K LMDAVDEYIPDPVRV

5.1E-10 K ILDNGQAGDNVGLLLRG

0.000026 R HYAHVDCPGHADYVKN

0.000067 K DAGVIAGLNVARI

0.0071 R NALETYVYNMKN

0.0000016 R ITPSWVGFTDSERL

0.0022 K NGHVEIIANDQGNRI

0.000000079 R IINEPTAAAIAYGLDKK

0.00011 R IINEPTAAAIAYGLDKKG

2.3E-09 R VEIESLFDGVDFSEPLTRA

0.0005 R FVEFLTR E

0.0087 R YKVAVDAEEGRR

0.000026 R SLQLEATTQFRK

0.0041 R NATWTLSNFCRG

0.00000013 R SPPIEEVIDAGVVPRF

6.4E-09 R IITVCLEGLENILKV

0.00000024 R EQAVWALGNVAGDSPRC

0.00002 R LVELLQHQSPSVLIPALRS

0.0016 R CRDLVLGQGALIPLLSQLNEHAKL

0.0042 K VVIEHGAVPIFVQLLASQSDDVREQAVWALGNVAGDSPRC emPAI

0.0055 R SGAYIVR Q

0.0018 K SIVASGLAR R

0.00025 K TAAYGHFGR D

0.00001 K ANVDYEQIVR K

0.00000022 R FVIGGPHGDAGLTGRK

1.3E-10 K TNMVMVFGEITTKA

5E-10 R EIGFVSADVGLDADNCKV

0.0034 K VLVNIEQQSPDIAQGVHGHLTKK

0.0025 K FSLGLAEPK L

0.002 R SFLELNLPK V

0.0016 K SQLGLAHSYSRA

0.000004 K IVNDNYLYAR V

0.0000013 K CPSSTLQILGAEKA

9.2E-10 K IPCQSNEFVLELLRG

0.000032 K MSDIAPNLAALIGEMVGARL

0.0000034 R VVQLTAFHPFESALDALNQVNAVSEGVMTDELRS Oxidation (M) 0.000000000000000000000000000200000.0emPAI

0.0087 R YKVAVDAEEGRR

0.0041 R NATWTLSNFCRG

1.7E-10 R SPPIEEVISAGVVPRF

6.4E-09 R IITVCLEGLENILKV

0.00000024 R EQAVWALGNVAGDSPRC

0.0000046 K LVELLLHHSPSVLIPALRT

0.0019 R CRDLVLGCGALLPLLNQLNEHAKL emPAI

0.00039 K APGILER K

0.0017 K AVDSLVPIGR G

0.0000034 R AAELTNLFESR I

0.0000041 K TTIAIDTILNQKQ

0.002 R IRNFYANFQVDEIGRV

2.9E-13 R EVAAFAQFGSDLDAATQALLNRG

0.00055 R VLATDEWLR V

0.00091 R HSVIDCFER A

0.000000079 K SANGEDTQVNIEKF



0.000000046 K NLPATAQVASQQGKY

4.5E-10 R VEGCDGVYALGDTATINQRR

0.000016 R NFFLFTPLLPSVTNGTVEARS emPAI

0.000012 K AGFAGDDAPRA

0.0056 R GYSFTTTAER E

0.0000069 R HTGVMVGMGQKD

0.00025 R AVFPSIVGRPR H

0.0000097 K NYELPDGQVITIGSERF

6.9E-09 R TTGIVLDSGDGVSHTVPIYEGYALPHAILRL

0.0021 R FELLAR L

0.00034 R TDACFIR V

0.0002 R SVCTEAGMYAIRA

0.000000099 R FDDGVGGDNEVQRT

3.7E-11 R TMLEIVNQLDGFDARG Oxidation (M) 0.020000000000000.0 emPAI

0.00019 R GTGGSAVFIARN

0.0011 R GWSESSSPNVRG

0.000063 R LVLGELQTPFVRY

0.00027 R AFSSSPVVPLAIERG

0.00000041 R SLLDTNPTIESQART

0.0000025 R GPPALVFDFSQLEAKL

5.8E-10 K SSLAAEQAAAGSFDTAMRL Oxidation (M) 0.000000000000000020.0

0.00079 K ILENAGHLPLAYITASVHGLTDIAERL emPAI

0.005 R SISCWTLSR F

0.0032 K YLIQESGNPK G

0.0000042 K ALVENSAITLGRL

0.0000076 R QSAFALMGDLARV

0.0028 R LLQFFQSPHASLRK

0.0038 K VVSSLGLILQHGEGVNKA

6.1E-10 R LLDFLEIASQQLSANLNRE

0.00079 K CSAAAIDVLSNVFGDEILPALMPLIQKN Oxidation (M) 0.000000000000000000000200000.0

0.008 K ICEDIPHVLDTEVPGLAERPINIFLPRL emPAI

0.00032 K VVSAMVNNDLRS Oxidation (M) 0.00002000000.0

0.0000081 K IPGVISASSFDGKI

0.00076 K IGIYNIEGCSR Y

0.00000053 R LFNETSEALGGARA

0.0023 R DLPLVGEIPSSERF

6.6E-09 K VLDSGGLSPELSILRD

0.00000072 K GTSSILSEVFLHSLVTEQSLVSRT emPAI

0.00000054 R IVNDGVTVAR E

0.0000018 K LADLVGVTLGPKG

0.0000003 R DLVGVLEDAIRG

0.0000055 K VVAAGANPVLITRG

0.000000005 K AAVEEGIVVGGGCTLLRL

0.000069 R GGYPILIIAEDIEQEALATLVVNKL emPAI

0.000009 R HENVDIVVIR E

0.0002 R HLQFPSFADR L

0.000041 K YAFEYAYLNNRK

0.00000018 K TPVGGGVSSLNVNLRK

0.0000027 K ELDLFASLVNCFNLPGLASRH

0.00000001 R TEDLGGNSTTQEVVDAVIANLD- emPAI

0.0048 R VDMLMVER T

0.0047 K LEGLTGEGQR A

0.00000007 K LLEIDPNGAVSAVADMMRK 2 Oxidation (M)0.000000000000000220.0

0.00000021 R LEVYTADDYADILEFLVGRW

0.000015 R TVQHLIGSGMDPGTENNPYLGFVYTSFQERA

0.00084 K SSGNDASIALR N

0.000037 K IPSFEAVDDFLYKV

9.7E-10 K VIELSDVILEVLDARD



0.000000008 K VIELSDVILEVLDARDPLGTRC emPAI

0.00041 R GNLPGAENLVVQRF

0.000064 R ADDTTQFLEVIRA

0.000000073 R EGLVSDAIESFIRA

0.000033 R TANLANNQIINYKC

0.0017 R GCFNELISLMESGLGLERA

0.00065 K QVGYTPDYMFLLQTILRT

0.00000023 K FQSVPVQAGQTPPLLQYFGTLLTRG emPAI

0.0016 K IGLFGGAGVGKT

0.0063 R TIAMDGTEGLVRG Oxidation (M) 0.000200000000.0

0.0041 K VLNTGAPITVPVGRA

0.00078 R VGLTGLTVAEYFRD

6.8E-09 K TVLIMELINNVAKA

0.00000052 R FTQANSEVSALLGRI

0.0000026 R DAEGQDVLLFIDNIFRF

0.0011 R DAPALVDLATGQEILATGIKVVDLLAPYQRG emPAI

0.00016 K IMFALTSIK G

8.3E-11 R AGELSAAEIDNLMTIVANPRQ

0.0071 R VLNPNAEVLNKS

0.00000001 R AQLGVEAFANALLVVPKT

6.1E-10 R QLINSGPVIASQLLLVDEVIRA

0.000025 R TKLYEGLADQLTDIVVNSVLCIRK emPAI

0.000012 K AGFAGDDAPRA

0.00038 R GYMFTTTAER E

9.2E-09 K NYELPDGQVITIGAERF

0.0062 R IAPEEHPVLLTEAPLNPKA

0.00000034 R TTGIVLDSGDGVSHTVPIYEGFSLPHAILRL emPAI

0.00004 R QAVDISPLR R

0.0039 K HATFVPHTAGRY

0.0000001 R VNQAIFLLTTGARE

0.0017 R RVNQAIFLLTTGARE

7.1E-10 K TIAECLADELINAAKG emPAI

0.00041 R GNLPGAENLVVQRF

0.000000073 R EGLVSDAIESFIRA

0.000033 R TANLANNQIINYKC

0.0017 R GCFNELISLMESGLGLERA

0.000048 K QVGYTPDYLFLLQTILRT

0.00000023 K FQSVPVQAGQTPPLLQYFGTLLTRG emPAI

0.0000031 R HLVFPIFEFLQERQ

0.00081 K SLYHTEDAPQEMVERR Oxidation (M) 0.000000000002000.0

1.6E-09 K SLEEAAAPLVSFLLNPNAVQELRA emPAI

0.00000054 R IVNDGVTVAR E

0.0000018 K LADLVGVTLGPKG

0.0000039 R DIISILEDAIK G

0.0000055 K VVAAGANPVLITRG

0.000000005 K AAVEEGIVVGGGCTLLRL emPAI

0.00053 K VLAALQESR R

0.000062 R ILEFIAVGR L

0.0042 K ESAQIAHTVARK

0.000000054 R LADFGAAICGANRH

3.6E-10 K DGPSAGCTMITSLLSLATKK

0.0035 K LQLIVFGK K

0.0051 K SDGIAGLYR G

0.00024 K SSFDAFSQIVK K

0.000043 K LLIQNQDEMLKA Oxidation (M) 0.00000000200.0

0.0012 R TIRDEGIGSLWRG

0.00000022 K GFTNFAIDFMMGGVSAAVSKT

0.000053 R AVAGAGVLAGYDKLQLIVFGKK emPAI



0.000000002 R VQIASLIGLLIR H

0.000042 R SFVNLIESLLIKDPAQRI

0.0014 K NLFPSLLSIIEQGTEVLRG

0.0059 K TNAHLFPVVLHLLGSSSFKN

5.2E-12 R SASGWQVSNALISLVSSVLRK emPAI

0.00047 K SNADALWAR I

0.0044 K ELAAIGPALAR S

0.000065 K TPSADYSVDR Q

0.0000079 K TVSSAITESFQRG

0.0000024 R NLDVSSVEEISRS

0.0021 R SSVESSVIPSFEKA

0.00046 R DRDANIQDVNNDPRD

0.00017 R LQGEIQPQLEVTPITKY

0.00011 R AEEAFFNQVIALSEAGLLLLANAKRN emPAI

0.0000065 R LVELANEFSR S

0.000023 K TVAFLLPAIEAVIKS

0.000034 R QTFLFSATVPEEVRQ

1.1E-10 K SLIEDEAELSDWVSDLRT

0.0072 K VLVLDEADHLLDMGFRRD Oxidation (M) 0.00000000000020000.0 emPAI

0.00063 K SLLTLGR V

0.0059 K QVTDVSSLVR S

0.00045 K SAPCGGLPAEAGVIPRA

0.00000076 K SDTDKLIADLTNLVSSHIRR

0.00004 R GLEEEIVTSANEIFTLLERG

8.6E-09 K VTFLELYNEEITDLLAPEDLSRV emPAI

0.00000067 R SSIFDANAGIGLSKS

5.7E-10 R VPTSNVSVVDLTCRL

0.000000056 K GILGYTDEDVVSNDFVGDSRS

0.0069 K FLVLAPTR E

0.0036 R IIDLIEGR S

0.000026 K IFLIADDR I

0.0072 R GVDVVVGTPGRI

0.00045 R SVTGFLSDLYR T

0.000000093 R TILSDLITVYAK G

0.0015 R IQGAVFDLPEEIAKE

0.00012 K GTDALAAALAHLSGFSQPPSSRS

0.0000059 R DVGCHFEFISPPTVGDLLESSADQVVATLNGVHPDSIKF emPAI

0.0053 K VVDSLYVR S

0.00014 K IPGTTDLQITLCKE

2.7E-12 R HLSSLYDTLLEQNLCRL

0.000023 R VEIAHIAELIGLPLDHVEKK emPAI

0.00045 K AVLAVADLER R

0.00000094 R IAEGYEMASR V

7.5E-10 R WVGGVELELIAIATGGRI

0.00000038 R SQDYEIGDGTTGVVVMAGALLEQAERQ emPAI

0.000000019 K ILSAFVETEDVQVRE

0.0000011 K TSAADVLQLLTGSLLLRM

0.000000046 K QELLAELYSTELQLFKG emPAI

0.0057 R GVLLYGPPGTGKT

0.00041 K AVANHTTAAFIRV

0.0002 R ELLKPSASVALHRH

5.5E-11 K ENAPAIIFIDEVDAIATARF

0.0032 R QLEFTDIQEEYVKDEQKN

0.000088 R LAKENAPAIIFIDEVDAIATARF emPAI

0.0096 R FNIFSGCPSGR T

2.1E-14 K SQDSEVGDGTTTVVLLAAEFLKE

0.000013 R VAAAAGGTVQTSVNNIIDEVLGTCEIFEEKQ emPAI

0.0066 K NQQVSASALR H



0.000058 K SQIVQDELAR L

3.7E-10 R IALVDTLASQIRS

0.0000013 K SAVLNSLIGHPVLPTGENGATRA emPAI

0.0012 R DLNEYVGFVK S

0.00000073 K GVDGLFESFARL

0.0029 K IGDHLQSADAQRE

0.000000022 R GLEVAVANLQDYCNELENRL

0.0096 K AIFTCLLDQVSVYITEGLERA

0.00053 R GQSAPLSSAPFFPEVDGLLSLFKD emPAI

0.0047 K LLQQLDEQSR A Methyl (DE) 0.0000010000.0

0.0000002 K MGYGSAAVELLTRY Oxidation (M) 0.2000000000000.0

0.000088 K LSQVELLVIDEAAAIPLPVVKS

7.9E-11 K SLLGPYLVFLSSTVSGYEGTGRS emPAI

0.00015 K DMTALDIPVVVPYSILFNLARD Oxidation (M) 0.020000000000000000000.0

0.00000054 K AKDMTALDIPVVVPYSILFNLARD Oxidation (M) 0.00020000000000000000000.0

0.00018 K VSVTNPYSHSIPICEISFTFHSAGRE emPAI

0.00055 R LGYVGVVNR S

0.0014 K SSVLEALVGR D

0.00000015 K VPVGDQPSDIEARI

0.000073 K SSVLEALVGRDFLPRG

0.00084 R SALFVPDVPFEVLVRR emPAI

0.0023 R HAAAVNFK N

0.00055 R LLQAFLQK A

0.0021 K QFLVASVSR L

0.00017 K GVWSALFTR V

0.000000087 R IQSQLSEALTVIGKH

0.00000002 R ALSDAADQANYGLAVLRL emPAI

0.00043 K IAELLR Y

0.00072 K ADLVNNLGTIARS

0.0007 R ELISNSSDALDKI

0.0019 K HFSVEGQLEFKA

9.6E-10 K GIVDSEDLPLNISRE

0.00011 K SGDELTSLKDYVTRM

0.0018 K FYEILGVPK S

0.00000027 K EGMGGGGGGHDPFDIFSSFFGGGPFGGNTSRQ Oxidation (M) 0.0020000000000000000000000000000.0

0.000013 R KGEDLFVEHTLSLTEALCGFQFVLTHLDGRS emPAI

0.0000014 R LQAQTEAVNLLCGAKT

7.6E-09 K TQSNPENTVGILTMAGKG emPAI

1.9E-10 K SQPDLAILAVNTFVKD

0.0000023 R GIPFLIELTAIVGQPGLKC

0.000001 K MAPPLVTLLSAEPEIQYVALRN Oxidation (M) 0.200000000000000000000.0 emPAI

0.0000002 R LADTYGSGELRL

0.000077 R LQADDMDELARL Oxidation (M) 0.00000200000.0

0.0000081 R FGFNLLVGGFFSPKR

0.00000097 R VTELVPLVAEILIKE

0.0032 R VTELVPLVAEILIKEFGAVPRE emPAI

0.0000027 K TSSAVSLILR G

0.000012 R DSYLLNGYALNTGRA

0.0000059 R EQLAIAEFADALLIIPKV

0.00000052 R TLESNTVVAGGGAVESALSVYLEHLATTLGSRE emPAI

0.0074 R VVVDGNVITSRA

0.00000023 K LAATCATAVESRV

0.000000052 K LVAEVLLDEVAEKS

0.0044 K SFDLIVLPGGLNGAQRF

0.0000014 K TVLIPIAHGTEPLEAVAMITVLRR emPAI

0.0014 K IVEAINVAAK D

0.00011 K GLVLLSQSLK E

0.000047 K SSVILASEAAK M



0.0000046 R AQGEAEAILARA

0.00017 R AQILESEGER Q

0.0083 R QSHINIADGKKS

0.0000017 R VAEQYITAFGNIAKE emPAI

0.001 R ILGQPSLIR E

0.000011 R SALNALLFR T

0.000011 R IATEEQIQAQQRE

3.9E-10 K GLLLFIDEADAFLCERN emPAI

0.00019 R GTGGSAVFIARN

0.0011 R GWSESSSPNVRS

0.000063 R LVLGELQTPFVRY

0.0028 R LATELGDNVPSLPEGKT

5.8E-10 K SSLAAEQAAAGSFDTAMRL Oxidation (M) 0.000000000000000020.0 emPAI

0.00013 R SALLSELVSK G

0.0046 K EIFQAQVISR R

0.000081 R EEAAPLIEAAYQRR

0.00015 K VATELGLWQEAFRS

0.0000033 R QTTEVSGPSAPTSSETDRR

0.0045 R QTTEVSGPSAPTSSETDRRS

0.00056 R DRPDLSAPESLQLYLDTRF emPAI

0.001 K SEVLDFIR S

0.00000014 K IADAEENLGESEVRE

0.000015 K AFGVSVDFIDQELSRF

0.00049 R SHGMAPLYETLIASSVLDLDQSLLESMRA

0.0066 R GVEDLADAVK V

0.0000053 K IGVQIIQNALK T

0.00000079 K SVAAGMNAMDLRR 2 Oxidation (M)0.000002002000.0

3.6E-09 K TLFNELEVVEGMKI emPAI

0.000053 R VIIDSGAVPLFVKL

0.0041 R NATWTLSNFCRG

0.000000026 R VVTVTLEGLENILKV

0.0000088 R LVQLLAHPSPSVLIPALRT

0.003 R LLHSTDEEVLTDASWALSYLSDGTNEKI emPAI

4.4E-10 R AGVDDLLGILKN

0.00000078 R VISEEFDSIFLEFLKR

0.001 R FSSSQIDYHEVIYDLYRC emPAI

0.000022 M GIDLIAGGK S

8.7E-09 R APLGQNTVLLRG

0.00000034 K AGGECLTFDQLALRA emPAI

0.0033 K SFKGEVLYR T

0.000027 K IADVLLLMEK E

0.000069 R ASSSTYSVLLR V

0.000054 R IEATTWDALIK L

0.00000026 R TLLANCVAAGNVKK emPAI

0.0083 K TLSAPVPDVR S

0.00000042 R TAAYEALNEVVRC

0.000000015 R NGILEAYSGIFQGFKN

0.00062 K TAIGVLGDLADTLGSHVGGLIQQSVSSKE emPAI

2.5E-09 R SIATLAITTLLK T

0.0014 R SLMTFLSNILR E

0.0000019 R WSNEVQEGIQSRS

0.00023 R ELTPAITVLQLFLSSPRPVLRF emPAI

0.0021 R GASHHVLDEAERS

0.000000017 R MASFVGAMAISDLVKS Oxidation (M) 0.200000000000000.0

0.0012 R SLHDALCVLSQTVNDTRV

0.0000078 R ALVAIPTTIADNAGLDSAELVAQLRA emPAI

4.4E-13 R LLVDEAVLQEVVDALVKG

0.000021 K RLLVDEAVLQEVVDALVKG emPAI



0.000000063 K YLSPLVDATLLLLTEKA

0.000018 R MIVVHPQLVPLNQVLPVFLRG emPAI

0.000032 K YLSGLGIAR Q

0.00011 R AMNEINAAARM

0.00027 K LLLDDVFEQK N

0.00000026 R GQIQAYVFDVIRA

0.006 R DVASQIRDGLLQGSSANL- emPAI

0.000000029 K NPAIIVGAGLFNRT

9.1E-09 R FASEVAGVQDLGILGRG emPAI

0.00000038 R MNTIAPNLTALVGELVGARL

0.0000028 R SQFTELISGLGDQDLAPMSLGLSHSLARY Oxidation (M) 0.0000000000000000020000000000.0 emPAI

0.004 K QLGDFFR T

0.000016 K SDTSVFDVFGRV

0.000032 R ALQFNTLPVVKT

0.0043 K TATEPLNPSELPKM

0.000037 K SVETTLAELGVTLSNSAYKL

0.0026 R SIWAFGPDKQGPNILLDDTLPTEVDRN emPAI

0.00000003 K GVDLDALLDMSTDDLVKL

0.005 K GVDLDALLDMSTDDLVKLFSSRI emPAI

0.000079 R MSLLAEAQR V Oxidation (M) 0.200000000.0

0.000000021 K AGHQTSAESWGTGRA

0.00016 R HAIVSAIAATAVPALVMARG emPAI

0.00019 R ALLIDLEPR V

0.000000051 K YISILNIIQGEVDPTQVHESLQRI emPAI

0.000076 R IAGLEVLR I

0.0064 R IPAVQDLVR K

4.5E-09 K QFAAEEISAQVLRK

0.0025 R QAVVNPENTFFSVKR

0.00088 R IINEPTAASLAYGFERK emPAI

0.000000047 R ISADEGVLALWKG

0.00005 R NYTNAFHALTRI

0.000003 R MQADNTLPLAQRR Oxidation (M) 0.200000000000.0 emPAI

0.000047 R GPASDLVPVLFGERQ

0.000004 K SDLGSSPLAQGVVYRL

0.00000023 K NADVILTTLTGALTRK emPAI

0.000052 R AMNEINAASR M

0.00041 K SNSVFIPHGPGAVRD

0.00000003 R NQIQAYVFDVIRA

0.0016 R NSVLAFSESVPGTSSKD emPAI

0.0025 R AAADQILR D

0.00047 K WAEIIGQAR H

0.00097 K DLYAEEAAAQRE

0.000012 K LLSEEVFDFSR G

0.0000017 R NIAETGLNLLLEMLKN emPAI

0.0069 K TAYNLIQR E

0.0018 R LLVDLLQFLEPFLRN

0.0005 R STHPELVTVIEQALSRI

0.00000019 K AIQTIDADIAQQLLLRR

0.000024 K IDLLPEIVEAPCILSEVDAALKA emPAI

0.0063 R LVAIVER M

0.0000066 K LAPSGFVLLR D

0.0021 K FSATAGLGVIHRG

0.0000014 R IVSLLSESYNPHVRY

0.0078 R QLLHFAVSDVSDDVRRT emPAI

0.00055 R TVEYIPENSCDPRA

1.1E-10 R DLFEGILQAGSAIVENLRT emPAI

0.0000018 R SPSVLVLLPTR E

0.000058 K FATLVATNVAARG



0.0031 K VQVSELSGLLDGSRA

0.00024 K TLAFVLPILESLVNGPAKS

0.00084 R DLEIPLVVFLK L

1.1E-12 R VLAFANLVYSILTKN emPAI

0.0091 K TSLRPETVEALICARE

0.00000046 R DILSIPVSAAAFDYVFDMEPRE

0.0048 K SIESSDLNFTR Y

2.3E-09 K SLEPFVNWLEEAEEEE-

0.0000086 R SLYELDVLAEDTILHWFRK emPAI

0.0055 K LMGLKELLQAFIDFRC Oxidation (M) 0.020000000000000.0

0.000000008 R NAAGTPLVQILSMSEGERV

0.000075 R LDPLAEAVLLSDLDQDTVDFVANFDNSQKEPAVLPARL emPAI

0.000000007 K QSNILEDLATLTLLSKL

0.0000015 K RPDQPFPTGQGGDGVGLLRW emPAI

0.00000076 K GVLQILLDLR F

0.00000017 K WLSDELSAILLRD

0.0011 K SLCESISANISSIHGNIRS emPAI

0.0056 K LAVLQFYK V

0.000000015 K TITLEVESSDTIDNVKA

0.000018 R TLADYNIQKESTLHLVLRL emPAI

0.0073 R LRHNVIR T

0.0000097 R IGDLELFR T

0.0056 R LLLGEIPER S

0.0023 K FLDTFAQDR T

0.00024 K ALRPYFELTNAVRI

0.000013 K ETGDIYSTNEPQTAFNSRI emPAI

4.9E-09 R SIVGATLEVIQKK

0.000006 R SDSQVFLFLNSKC emPAI

0.00015 K GVVDSDDLPLNVSRE

0.0000061 K NYSQFVGFPIYTWQEKS

0.0000014 R FLSVTEPSLLGDGGDLEIRI emPAI

0.0068 R TNQQFLAR I

0.00000041 K DITTVLDLALR Q

0.000000085 R LVLILGLADELAATRA emPAI

0.00013 K AIDEYASLR S

0.0021 K FSATAGLGVIHRG

0.0000014 R IVSLLSESYNPHVRY

0.0078 R QLLHFAVSDVSDDVRRT emPAI

0.000057 K VIEVEGPR G

0.000046 K FLDGIYVSEK S

0.0000011 R TALSHVDNLISGVTRG

0.0000064 K GTCVSASNCANVCHNEGFVGGNCRG

0.000000008 R FKGTCVSASNCANVCHNEGFVGGNCRG emPAI

0.00014 K VTVVPSAAALVIKA

0.000000025 K HNGNISFDDVTEIARI

0.00029 R GLSVFISDVR N

0.0022 K VSAYILGEYGHLLARQ

0.000000092 K FLQPLQLTSEEFFPQWRA

0.0017 R DLGVLTSSTSLLVALVSNNHEAYSSCLPKC emPAI

0.000000014 K ISDVLLLMER E

0.000046 R SLLPLYADIGDSDNVRR emPAI

0.00000082 R TASMDFVTELVRK

0.0018 K FIQFVVDIFKR Y

0.000067 R NQILVFVSQVPPILRV

0.00031 R AISTILESISSLPHLYGQIEPQLLPIMRK emPAI

0.0062 K LLGGLAVR R

0.0000021 R GLCAIAQAESLRY

0.0000001 R ELAEDGYSGVEVRV emPAI



0.000000011 K WLDLATLMVTSADLVSAKI

0.000017 R MLNEDELRDAVLLVFANKQ

0.0013 R HYFQNTQGLIFVVDSNDRDRV emPAI

0.002 R FLALDEADR M

2.7E-09 R TPILVATDVAARG

0.0033 R LAADFLANYIFLAVGRV emPAI

0.0000026 K SVAAGSATVAVEKS

0.000082 K SGAAPVVSAAAVESKV

0.00016 R YGNATVVENTERG emPAI

0.00013 R TGNENAQLTPLLRL

0.00000001 R TESAAVSTIVNLAEEARE emPAI

0.000041 R AAALNIVPTSTGAAKA

0.00000002 K GILDVCDAPLVSVDFRC emPAI

0.00024 K ILLENAGAVFR T

8.3E-09 R LLGLDTILNIVVPRR

0.0033 R APLVVAAIQTLGNMGESLFKKN emPAI

0.0012 K VLAPYSAEDARG

0.00091 R LALPQIEDIVR A

7.6E-09 K LAEEGISAEVINLRS emPAI

0.0000029 K TPGPGAQSALRA

0.0026 K VETVTLGPSVRE

0.0000024 R IEDVTPIPTDSTRR emPAI

0.000022 K ILQLLR L

0.000048 K LLFIIR I

0.0000068 R IALTDNSIVEQALGKH emPAI

0.000000081 K AIGNFGLSLLR Q

0.000037 R IAAPGISVWNPAFDMTPAELIAGIITEKG emPAI

0.0000015 R QTAPDATYVYFMDLLAKT

0.0000017 R NRIPQSPQENLILGLNLLRL emPAI

0.000000019 K LAVNTIGSLVR A

0.00032 K SIDAGDYDYAIAFQERI emPAI

5.3E-09 R ILSALLTGVNR A

0.0016 K AVVIDEVDSFLFRPHLGLRA emPAI

0.0000031 R GEGTSTIVNPRK

0.00082 K VIGVGGGGSNAVNRM

0.00026 K LLTAVSQSTPVTEAFNLADDILRQ emPAI

0.0000065 R LVELANEFSR S

0.00063 K SPCQILVATPGRL

0.0016 K TVAFLLPSIEAVIKA

0.0072 K VLVLDEADHLLDMGFRRE Oxidation (M) 0.00000000000020000.0 emPAI

0.00012 R HNTLLEEQR H

0.000014 R SFSVYNNPSAQDNFQRK

0.00083 R HIDPLWPSDHNDQLLRS emPAI

7.5E-09 R VVVEVEQEDADTRR

0.0036 K GIYPTEIYNLSDSVFNKL emPAI

0.00000021 R SSVSSLQSSIR R

0.000072 K LVSMIENLLER I emPAI

0.0000042 R SLDSHIEDQFASGRL

0.0000095 R VLDVVYNASNNELVRT emPAI

0.00016 K NPVLTSFATGRA

0.0000015 K AVVSSPLGGEFLTDCLLKS emPAI

0.0013 R LNILPFK V

0.0035 K VLSMAPGLER L Oxidation (M) 0.0002000000.0

0.00004 R SQDFLFISGTK M

0.0013 K AGNWLIGGDLQVLEPIKYNDGLDRF emPAI

0.00012 R VLINAFTVR A

0.000000052 K LLPLLASSLEFGSAAAPALTALLKM emPAI

0.009 R YLTVQFVR F



0.00031 K ALFGVNLQSR L

0.00000059 K SALSNYSLAAR S emPAI

0.0035 R ASDLSPEVSSARQ

0.000000026 K SVNIDNAVTLSGVISQIFDKA emPAI

0.000078 K VAQSITAAIR N

0.0000006 K LISDVELAAER R emPAI

0.0022 K TAEEVAALVR S

0.0047 R AISATNLYLR V

0.0022 R YIQPWESEFIDSQRV

0.00031 R TDVIQALGGVEGILEHTLFKG

0.00015 R EELGLIEQAYDNPHEALSRI emPAI

0.00061 K SPMAGTFYR S Oxidation (M) 0.002000000.0

0.0000028 K QLDCELVIR K

0.0065 K ESSASSPELATEESISEFLTQVTTLVKL emPAI

0.0000079 K TVSSAITESFQRG

0.00017 R LQGEIQPQLEVTPITKY

0.006 K AFFNQVIALSEAGLLLLANARR emPAI

0.000000088 R LASLISLDGILK Q

0.00085 R TGDALQSQDIFSPIPKA emPAI

0.00013 K STYSGFELFR I

0.0026 K VALVQIPSKVELRQ

0.0000032 R SGPDTEVFWNDTRQ emPAI

0.000011 R LLILTDPR T

0.000013 R HTPGTFTNQMQTSFSEPRL Oxidation (M) 0.000000000200000000.0 emPAI

0.00084 R YAQVFQVR Y

0.0028 K VLRPFLLR R

0.00074 K LALDALVIQQGRL

0.000015 K LRDYQLAGLNWLIRL emPAI

0.00011 K DLLSVYGYLQRE

0.0000027 R TLLANHVATSNVRT emPAI

0.000086 K TLAFLIPAVELLFKE

0.000003 K ALLVLIPEELQFIRY

0.00077 K TLAFLIPAVELLFKERF emPAI

0.00004 R VVGVLLGSSSRG

0.000055 K VVVHPLVLLSIVDHYNRV emPAI

0.00033 K TYGFLTPEFWKE

0.0000058 K VLQFAGIDDVFTSSRG emPAI

0.000073 K VLPEMILICQNLRN

0.000032 K TQTTHAQPDDLIDFFHLKS emPAI

0.00055 K GTVEIITPVELIKK

0.00000081 R VGLVAPIDVVVQPGNTGLDPSQTSFFQVLNIPTKI emPAI

0.00037 K HNEIQTANIK S

0.0000069 K SIGADYEVTDGERL emPAI

0.00074 R YGDFFLR Q

0.000015 K LVDESVNSQLRD emPAI

0.0055 K TGFVFPR V

0.0000021 R ILGEQVQIVR D

0.0014 K LLPLPELLQSISSIKA emPAI

0.00028 K SFSSGGEDGYVRL

0.00004 R LHHFDSDYFNIKI- emPAI

0.000002 K FLSTLQNIPSVSLFRS emPAI

0.0035 K ILNIER K

0.0026 R TIDGGTHIEGVKA

0.000034 K SSLETVLTVLHAGGKF emPAI

0.00049 K SLLFFQGQR S

0.000064 R DDYSHAEPATYINAAFVGPLAYFAAGRS emPAI

0.0039 K IASLQNEVR K

0.0000067 R AVFGEVYPDPVRV emPAI



0.0053 R NLQDAMSVARN

0.00026 K TAIEAACMLLRI

0.00022 R TLAQNCGVNVIRT emPAI

0.001 R YFDFASPWEQRS

0.000036 R VVSEPIEMTQEFRY Oxidation (M) 0.0000000200000.0 emPAI

0.0036 K NLYIISVK G

0.0000055 R MSLGLPVAATVNCADNTGAKN Oxidation (M) 0.20000000000000000000.0 emPAI

0.000013 K SSLAASASQVRS

0.0076 R NPAITPQTFPQTQAPIINNPLLWERL emPAI

0.002 R QCLFGGLR I

0.000014 R GLLGTVGTIARE emPAI

0.0087 R YKVAVDAEEGRR

0.0041 R NATWTLSNFCRG

0.000026 R LIQLLGHSSPSVLIPALRT emPAI

0.000012 K AGALGDSVTITRE

0.0085 K ITVTADGQFSKR emPAI

0.0041 R NATWTLSNFCRG

0.000013 R LVELLGHQSPTVLIPALRT emPAI

0.0095 R IFEGEALLR R

0.000014 R YGLLDESQNKLDYVLALTVENFLERR emPAI

0.000018 K AGALGDSVSITRE

0.0085 K ITVTADGQFSKR emPAI

0.0009 K IASETGVPVGQQRL

0.00019 K ATPEVATATPLGLGLGGLDRK emPAI

0.00034 K HIDATLGSGNLRE

0.0022 K ELAPLQELIESIISPY- emPAI

0.0048 K VGIALALKP -

0.0000069 K SFFTVSGEVDSKA emPAI

0.0086 R TLGSSALEAR H

0.00026 R IFEFLHSPDSGFSVISPENLPRI emPAI

0.0007 K SLADADYYR V

0.00058 R YAPGIEILSVR V emPAI

0.0087 R LILVESR I

0.00046 K KGLTPSQIGVILRD

0.0023 K TTPQDVDESICKF emPAI

0.00036 R SPLVSFLYER G

0.0048 R SGGVFVGTTFLRY emPAI

0.0096 K LTIIEEAR K

0.00014 K SRECLPLVLIIR N emPAI

0.0059 R AMIGQVAGGGRT

0.0028 R ASGDYAIVIAHNPDSDTTRI emPAI

0.005 R DHACVVGGYRM

0.0025 R TNVIPIIEDAR H emPAI

0.005 R AVVDEVLAPR D

0.0027 K LVASADDLSVDIPDAVDVLAVFVARA emPAI

0.0052 R YSEVETSTVR I

0.0057 K TMGEILASLLMG- Oxidation (M) 0.000000000020.0 emPAI

0.0036 R ANLNDFDR F

0.0085 R LSLTDIVIDINRVPKK emPAI

0.0081 K TQIHVAADDSNKRH

0.0096 K SQQDTFLPVIEDGSILFIGATTENPSFHLITPLLSRC emPAI

pep_expect pep_res_beforepep_seq pep_res_afterpep_var_modpep_var_mod_pos

4.40E-06 K SSVCDIAPK G

3.10E-06 R YLTASAVFR G

2.40E-06 K LAVNLIPFPR L

0.00064 R FPGQLNSDLR K

1.40E-06 R VSEQFTAMFR R

8.30E-07 R IDVYFNEASGGKY



2.40E-06 R MMMTFSVFPSPKV

1.20E-05 R LHFFMVGFAPLTSRG

9.20E-06 R AVLMDLEPGTMDSLRS

3.80E-07 K NSSYFVEWIPNNVKS

9.00E-10 R EILHIQGGQCGNQIGAKF

1.80E-12 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

6.50E-11 K GHYTEGAELIDSVLDVVRK

3.60E-06 R GSQQYSALSVPELTQQMWDAKN

3.10E-07 K LANPTFGDLNHLISATMSGVTCCLRF Oxidation (M) 0.0000000000000000200000000.0

5.50E-06 R SGPFGQIFRPDNFVFGQSGAGNNWAKG

8.90E-08 K FWEVICDEHGIDHTGQYVGDSPLQLERI

1.30E-08 K EAENSDCLQGFQVCHSLGGGTGSGMGTLLISKI emPAI

0.0029 R YLTASAMFR G

2.40E-06 K LAVNLIPFPR L

0.00064 R FPGQLNSDLR K

1.40E-06 R VSEQFTAMFR R

1.20E-06 R YTGDSDLQLERI

6.50E-05 R MMLTFSVFPSPKV

1.10E-09 R INVYYNEASCGRF

2.00E-07 K EVDEQMLNVQNKN

1.20E-05 R LHFFMVGFAPLTSRG

9.20E-06 R AVLMDLEPGTMDSLRS

3.80E-07 K NSSYFVEWIPNNVKS

9.00E-10 R EILHIQGGQCGNQIGAKF

1.80E-12 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

6.50E-11 K GHYTEGAELIDSVLDVVRK

1.80E-08 R SGPYGQTFRPDNFVFGQSGAGNNWAKG emPAI

1.80E-07 K DAGVIAGLNVMRI

2.00E-05 R FTDSSVQSDIK L

3.20E-05 R VEIIANDQGNRT

0.0018 R MVNHFVQEFKR

9.70E-07 R FEELNIDLFR K

6.50E-06 R EIAEAYLGTTIKN

2.50E-06 K NALENYAYNMRN

5.30E-05 K ELESICNPIIAK M

8.50E-08 K VQQLLVDFFNGKE

9.30E-09 K NSIDDVVLVGGSTRI

4.70E-07 R TTPSYVAFTDSERL

0.00053 R ARFEELNIDLFRK

2.50E-06 K EFSAEEISSMILIKM

1.40E-09 K NQVAMNPINTVFDAKR

7.20E-09 K ATAGDTHLGGEDFDNRM

0.00052 K NAVVTVPAYFNDSQRQ

1.60E-14 K SINPDEAVAYGAAVQAAILSGEGNEKV

0.0053 K GEGPAIGIDLGTTYSCVGVWQHDRV

3.60E-07 K EQVFSTYSDNQPGVLIQVYEGERA emPAI

0.0029 R YLTASAMFR G

2.40E-06 K LAVNLIPFPR L

0.00064 R FPGQLNSDLR K

1.40E-06 R VSEQFTAMFR R

6.50E-05 R MMLTFSVFPSPKV

7.60E-08 R VNVYYNEASCGRF

2.00E-07 K EVDEQMINVQNKN

1.20E-05 R LHFFMVGFAPLTSRG

9.30E-05 R AVLMDLEPGTMDSVRS

3.80E-07 K NSSYFVEWIPNNVKS

9.00E-10 R EILHIQGGQCGNQIGAKF

1.80E-12 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0



6.50E-11 K GHYTEGAELIDSVLDVVRK

1.10E-05 R SGPYGQIFRPDNFVFGQSGAGNNWAKG emPAI

1.80E-07 K DAGVIAGLNVMRI

3.20E-05 R VEIIANDQGNRT

0.0001 R FSDSSVQSDMKL

0.0018 R MVNHFVQEFKR

1.90E-06 R FEELNMDLFR K

2.50E-06 K NALENYAYNMRN

5.30E-05 K ELESICNPIIAK M

6.60E-05 K STVHDVVLVGGSTRI

0.00011 K VQQLLQDFFNGKE

4.70E-07 R TTPSYVAFTDSERL

9.20E-05 R ARFEELNMDLFRK

3.10E-08 K EFAAEEISSMVLIKM

3.20E-09 K NQVAMNPVNTVFDAKR Oxidation (M) 0.000020000000000.0

7.20E-09 K ATAGDTHLGGEDFDNRM

0.00052 K NAVVTVPAYFNDSQRQ

9.20E-13 K SINPDEAVAYGAAVQGAILSGEGNEKV

0.0053 K GEGPAIGIDLGTTYSCVGVWQHDRV

3.60E-07 K EQVFSTYSDNQPGVLIQVYEGERA emPAI

0.0029 R YLTASAMFR G

2.40E-06 K LAVNLIPFPR L

0.00064 R FPGQLNSDLR K

1.40E-06 R VSEQFTAMFR R

0.00069 R YVGDSELQLERV

2.40E-06 R MMMTFSVFPSPKV

7.60E-08 R VNVYYNEASCGRY

2.00E-07 K EVDEQMLNVQNKN

1.20E-05 R LHFFMVGFAPLTSRG

9.30E-05 R AVLMDLEPGTMDSVRS

3.80E-07 K NSSYFVEWIPNNVKS

1.80E-12 K MASTFIGNSTSIQEMFRR 2 Oxidation (M)0.20000000000000200.0

6.50E-11 K GHYTEGAELIDSVLDVVRK

1.10E-05 R SGPYGQIFRPDNFVFGQSGAGNNWAKG emPAI

6.10E-06 K DVNAAVGTIK T

2.40E-05 K YMACCLMYR G

0.0044 R QLFHPEQLISGKE

1.20E-09 R LVSQVISSLTASLRF

9.60E-07 R TIQFVDWCPTGFKC

0.0003 R SLSIERPTYTNLNRL

1.30E-06 R AVFVDLEPTVIDEVRT

5.30E-10 R IHFMLSSYAPVISAEKA

2.50E-10 R AVCMISNSTSVAEVFSRI

7.40E-08 K CGINYQPPTVVPGGDLAKV

1.30E-09 K TVGGGDDAFNTFFSETGAGKH

3.50E-06 R AFVHWYVGEGMEEGEFSEARE

1.90E-09 R FDGALNVDVTEFQTNLVPYPRI

0.00062 K AFHEQLSVAEITNSAFEPASMMAKC Oxidation (M) 0.000000000000000000000200.0 emPAI

0.00038 R ALGDYLGVK V

0.00029 R ELAQQIEK V

3.30E-05 K GVAINFVTR D

0.0065 R DELTLEGIK Q

2.10E-07 R VLITTDLLAR G

5.20E-05 K VHACVGGTSVRE

0.0034 K RDELTLEGIK Q

3.10E-10 K GLDVIQQAQSGTGKT

1.10E-06 R ILQAGVHVVVGTPGRV

1.10E-08 K MFVLDEADEMLSRG Oxidation (M) 0.2000000000000.0



7.30E-08 R GIYAYGFEKPSAIQQRG

1.40E-06 K FYNVVVEELPSNVADLL-

1.20E-07 R SRDHTVSATHGDMDQNTRD

5.00E-12 K IQVGVFSATMPPEALEITRK

0.00029 R ELAQQIEK V

0.0065 R DELTLEGIK Q

2.10E-07 R VLITTDLLAR G

5.20E-05 K VHACVGGTSVRE

0.0034 K RDELTLEGIK Q

3.10E-10 K GLDVIQQAQSGTGKT

3.60E-06 K GVAINFVTLDDQRM

1.10E-06 R ILQAGVHVVVGTPGRV

1.10E-08 K MFVLDEADEMLSRG Oxidation (M) 0.2000000000000.0

7.30E-08 R GIYAYGFEKPSAIQQRG

1.40E-06 K FYNVVVEELPSNVADLL-

1.20E-07 R SRDHTVSATHGDMDQNTRD

5.00E-12 K IQVGVFSATMPPEALEITRK

3.20E-07 K DAGVIAGLNVLRI

3.20E-05 R VEIIANDQGNRT

0.0018 R MVNHFVQEFKR

2.50E-06 K NALENYAYNMRN

0.00011 K VQQLLQDFFNGKE

4.70E-07 R TTPSYVAFTDSERL

3.20E-09 K NQVAMNPVNTVFDAKR Oxidation (M) 0.000020000000000.0

7.20E-09 K ATAGDTHLGGEDFDNRM

0.00052 K NAVVTVPAYFNDSQRQ

1.60E-14 K SINPDEAVAYGAAVQAAILSGEGNEKV

0.0053 K GEGPAIGIDLGTTYSCVGVWQHDRV emPAI

3.20E-05 R VEIIANDQGNRT

0.00024 K DAGVISGLNVMRI

1.20E-05 R EIAEAFLGSPVKN

0.0018 R MVNHFVQEFKR

1.90E-06 R FEELNMDLFR K

2.50E-06 K NALENYAYNMRN

0.00011 K VQQLLQDFFNGKE

4.70E-07 R TTPSYVAFTDSERL

9.20E-05 R ARFEELNMDLFRK

7.20E-09 K ATAGDTHLGGEDFDNRM

0.00052 K NAVVTVPAYFNDSQRQ

1.60E-14 K SINPDEAVAYGAAVQAAILSGEGNEKV

0.0053 K GEGPAIGIDLGTTYSCVGVWQHDRV emPAI

0.0078 R INAEDPFK G

0.0038 K LIVWAPTR E

0.00065 K LILDVEDFK N

5.50E-05 K FGNVVHFGER D

5.90E-05 R YKQEDIVLR G

6.50E-05 R VANEIGFPVMIKA

1.10E-07 R GSFYFMEMNTRI

0.0026 R ITSYLPSGGPFVRM

4.20E-06 K LLEEAPSPALTAELRK

2.60E-06 R DHGINFIGPNPDSIRV

2.10E-11 K SEAAAAFGNDGCYLEKF

3.30E-11 K HEEELAEPQEIVAVKD

1.50E-05 R ALNDTIITGVPTTINYHKL

2.30E-08 K NAGVPTVPGSDGLLQSTEEAVRV

1.10E-05 R IQVEHPVTEMIYSVDLIEEQIRV Oxidation (M) 0.0000000002000000000000.0 emPAI

0.0029 R YLTASAMFR G

2.40E-06 K LAVNLIPFPR L



0.00064 R FPGQLNSDLR K

1.40E-06 R VSEQFTAMFR R

6.50E-05 R MMLTFSVFPSPKV

7.60E-08 R VNVYYNEASCGRY

2.00E-07 K EVDEQMINVQNKN

1.20E-05 R LHFFMVGFAPLTSRG

3.80E-07 K NSSYFVEWIPNNVKS

0.00054 K GHYTEGAELIDAVLDVVRK emPAI

6.00E-08 R SGAVASAVMKK

0.0062 K ISWVPDPK T

6.70E-12 R GYAATAAQGSVSSGGRS

5.00E-12 R PETGSNEIDAAELRA

1.40E-07 K TGYYRPETGSNEIDAAELRA Methyl (DE) 0.0000001000000000000.0

6.10E-06 K DVNAAVGTIK T

2.40E-05 K YMACCLMYR G

0.0044 R QLFHPEQLISGKE

1.30E-11 R LISQIISSLTTSLRF

1.20E-06 R TVQFVDWCPTGFKC

1.30E-06 R AVFVDLEPTVIDEVRT

7.10E-11 R AVCMISNNTAVAEVFSRI

7.40E-08 K CGINYQPPTVVPGGDLAKV

3.50E-06 R AFVHWYVGEGMEEGEFSEARE

0.0034 R IGINGFGR I

9.10E-10 R VPTVDVSVVDLTVRL

2.00E-05 K TLLFGEKPVTVFGIRN

1.90E-06 K DAPMFVVGVNEHEYKS

3.40E-07 K LVSWYDNEWGYSSRV

2.30E-06 R FGIVEGLMTTVHSITATQKT

6.20E-12 K GILGYTEDDVVSTDFVGDNRS

6.10E-12 K SDLDIVSNASCTTNCLAPLAKV emPAI

0.0063 K EHILLAK Q

0.00062 K FEAIIYVLK K

2.30E-05 K TVGAGVIGTILE-

3.50E-07 K VGETVDLVGLRE

1.70E-06 R SYTVTGVEMFQKI

1.70E-06 K KYDEIDAAPEERA

2.70E-09 K ILDEALAGDNVGLLLRG

2.30E-06 R HYAHVDCPGHADYVKN

0.00033 K IVVELIVPVACEQGMRF

9.50E-08 K TTLTAALTMALASIGSSVAKK Oxidation (M) 0.00000000200000000000.0

2.60E-07 K EDQVDDAELLELVELEVRE emPAI

0.0026 R QTVAVGVIK S

0.003 K ARYDEIIK E

9.90E-07 K IGGIGTVPVGRV

0.0012 R STNLDWYK G

0.00015 K STTTGHLIYK L

0.0047 R FEKEAAEMNK R Methyl (DE) 0.0001000000.0

2.40E-08 R EHALLAFTLGVKQ

5.70E-06 K YYCTVIDAPGHRD

1.70E-05 K FHINIVVIGHVDSGKS

0.00055 K MTPTKPMVVETFSEYPPLGRF 2 Oxidation (M)0.20000020000000000000.0

3.70E-05 R VETGMIKPGMVVTFAPTGLTTEVKS

1.10E-05 K NMITGTSQADCAVLIIDSTTGGFEAGISKD

0.0098 R VPPEVMESIR K

4.10E-07 R HENVDIVVIR E

0.0002 R HLQFPSFADR L

4.10E-07 K LADGLFLESCR E

1.40E-06 K YAFEYAYLNNRK



3.80E-08 K TPVGGGVSSLNVQLRK

7.30E-05 K ANPVALLLSSAMMLRH Oxidation (M) 0.000000000002000.0

7.00E-10 K DLGGTSTTQEVVDAVIAKL emPAI

0.00032 K TDGLFLK C

0.0083 R SLNLTLR K

0.00024 R YDDVDLITIR E

6.00E-07 K TRYDDVDLITIRE

1.10E-11 R TADLGGSSTTTEFTKA

9.10E-08 R TQSFLTWESLESVRR

2.00E-07 K NLANPTALLLSGVMMLRH

3.70E-07 R ENTEGEYSGLEHQVVRG emPAI

0.0062 K VQQITIR S

0.00026 K EIEDAVADLR S

3.20E-05 K VQSIVAEIFGK S

1.50E-05 R SSGGLSEDDIQKM

1.40E-05 R QAVTNPTNTVSGTKR

1.00E-09 K EVDEVLLVGGMTRV

0.0048 K AVVTVPAYFNDAQRQ

4.90E-06 R SRFETLVNHLIERT

9.60E-11 K SQVFSTAADNQTQVGIRV emPAI

0.001 R SDNIDLTK D

5.60E-06 K VQEIVSEIFGK S

8.80E-06 R SSGGLSDDEINRM

6.30E-05 R TAMAGEDVEDIKA Oxidation (M) 0.002000000000.0

9.00E-06 R NSADTTIYSVEKS

0.00068 K FSPSQIGANVLTKM

1.00E-09 K EVDEVLLVGGMTRV

0.0048 K AVVTVPAYFNDAQRQ

9.30E-10 K IPAEIASEIETAVSDLRT emPAI

0.0083 R SLNLTLR K

0.00024 R YDDVDLITIR E

6.00E-07 K TRYDDVDLITIRE

1.10E-11 R TADLGGSSTTTDFTKA Methyl (DE) 0.000000000001000.0

1.50E-05 K TDGLFLQCCDEVAAKY

7.50E-07 R TNSFLTWDNLQSVLKN

9.30E-05 K ATLFPGDGIGPEIAESVKQ emPAI

0.00027 K VGAFSVLR E

2.00E-07 K ALSSPVLAAVGERY

3.60E-06 R TNIQMIGALCRA

1.10E-05 R AELPSCLPVLVDRM

4.70E-07 K MDVFNTFIDLLRQ

0.00011 R EYSLQALESFLLRC

2.40E-09 R LSSIILQQLDDVAGDVSGLAVKC emPAI

0.00019 K VPLILGIWGGKG

6.90E-09 R GLAYDTSDDQQDITRG

3.30E-11 R VPIICTGNDFSTLYAPLIRD

3.50E-13 R VQLAETYLSQAALGDANADAIGRG emPAI

5.60E-07 R HNTLLEEQR H

0.00032 R NNSLLSGIIDGGRS

0.0034 R QELFEQGLPFERS

4.70E-10 R SFSVYNNPSAQDNFQRK

1.40E-05 R HIDPLWPSDHNDQLLRS

1.80E-05 R SFLDFSTQDEEIVFPGRA

2.10E-06 K TESAHAHISNQESELEETRL emPAI

2.70E-05 K AGFAGDDAPRA

0.0066 R HTGVMVGMGQKD

5.70E-05 R AVFPSIVGRPR H

5.30E-07 K SEYDESGPSIVHRK



0.0079 K IWHHTFYNELRV

6.80E-11 K LAYVALDYEQELETAKS

0.0046 K DLYGNIVLSGGSTMFPGIADRM

3.50E-07 R TTGIVLDSGDGVSHTVPIYEGYALPHAILRL emPAI

0.0038 K STVVNTHLMPKS Oxidation (M) 0.00000000200.0

1.30E-10 K AADQGLVILQSPTVGYFRR

3.70E-10 R EDGEPVGYNDALITVLPSFPGIKK

7.80E-10 K VGEEVEILGLR E

7.30E-08 R GSALSALQGTNDEIGRQ

2.30E-06 R HYAHVDCPGHADYVKN

0.00024 K VDVVDDPELLELVEMELRE Oxidation (M) 0.000000000000002000.0

0.0014 R VLDKPFLMPIEDVFSIQGRG emPAI

0.0037 K LVSGLIPDAGTLKA

2.20E-05 K IPLTLIYDDIK S

1.10E-05 K DFGSALWDMIRG Oxidation (M) 0.00000000200.0

2.30E-06 K FSLEETVAILHVRL

8.90E-05 K STYNDINPGMIIPYRI Oxidation (M) 0.000000000200000.0

0.00044 K NPNPVPIPLIDVNYLVESDGRK

1.60E-05 R QAVDISPLR R

0.0015 K HATFVPHTAGRY

8.30E-09 R VNQAIFLLTTGARE

2.30E-09 K TIAECLADELINAAKG

4.10E-07 R HENVDIVVIR E

0.0002 R HLQFPSFADR L

1.40E-06 K YAFEYAYLNNRK

9.10E-09 K TPVGGGVSSLNVNLRK

0.0017 K NANPVALLLSSAMMLRH

0.00014 R TEDLGGNSTTQEVVDAVIANLD- emPAI

0.00055 R LWGENFFDPATRK

6.20E-09 R PMEEGLAEAIDDGRI

1.50E-06 K AYLPVVESFGFSSQLRA

5.20E-05 R YRVENLYEGPLDDQYANAIRN emPAI

0.00046 K AICTEAGLLALRE

2.80E-08 R TMLELLNQLDGFDSRG

2.60E-09 K APLESYADIGGLEAQIQEIKE

0.0018 R VADDLSPSIVFIDEIDAVGTKR emPAI

0.0045 K AEIANVLSR G

0.0012 K TAIAEGLAQR I

3.20E-05 R HAQLPEEAR E

2.90E-07 K AIDLIDEAGSR V

2.50E-05 R VLENLGADPSNIRT

0.0012 R GSGFVAVEIPFTPRA

2.70E-06 K VPEPTVEEAIQILQGLRE

0.0076 R LGHNFVGTEQILLGLIGEGTGIAAKV emPAI

9.80E-05 R ALLIDLEPR V

0.0016 R VINGIQNGDYRN

8.40E-06 R DIIESLVDEYK A

5.70E-05 K GVEEEIMDMIDRE

5.50E-06 K YISILNIIQGEVDPTQVHESLQRI

0.00042 R LHLTNPTFAQTNSLVSTVMSASTTTLRY emPAI

0.00066 R SLQLEATTQFRK

7.70E-05 R NATWTLSNFCRG

2.80E-08 R EQAVWALGNVAGDSPRC

1.30E-06 K VTGNTGDVNFYAQLIDDAEGLEKI

0.0033 K VVIEHGAVPIFVQLLASQSDDVRE emPAI

1.20E-05 R VDEIITCAPR R

1.10E-05 K DSFLDEGFILDKK

4.10E-10 K VQDDEVGDGTTSVVVLAGELLRE



0.0037 R ALVAIPTTIADNAGLDSAELVAQLRA emPAI

2.70E-05 R LLILTDPR T

9.30E-10 R VIVAIENPQDIIVQSARP

0.00041 R HTPGTFTNQMQTSFSEPRL Oxidation (M) 0.000000000200000000.0

8.10E-05 K EGALGNIPIIAFCDTDSPMRF emPAI

4.60E-05 K DAGVIAGLNVARI

0.0023 R FEELNNDLFR K

5.70E-06 R ITPSWVGFTDSERL

0.0036 K VFSPEEISAMILTKM

3.60E-08 R VEIESLFDGVDFSEPLTRA emPAI

1.60E-05 K GAGANILR A

1.20E-05 K LQLIVFGK K

0.0079 K DEGFGSLWR G

0.00039 K LLIQNQDEMIKA Oxidation (M) 0.00000000200.0

0.0041 R TIKDEGFGSLWRG

0.00083 R YFPTQALNFAFKD

2.70E-05 K GFTNFALDFLMGGVSAAVSKT Oxidation (M) 0.00000000002000000000.0 emPAI

2.70E-05 K AGFAGDDAPRA

0.0021 R GYSFTTTAER E

0.0066 R HTGVMVGMGQKD

5.70E-05 R AVFPSIVGRPR H

0.0079 K IWHHTFYNELRV

0.00023 K NYELPDGQVITIGSERF

3.50E-07 R TTGIVLDSGDGVSHTVPIYEGYALPHAILRL emPAI

1.60E-05 K GAGANILR A

1.20E-05 K LQLIVFGK K

0.0016 R DEGIGSLWR G

4.70E-05 K SSFDAFSQIVK K

0.00039 K LLIQNQDEMLKA Oxidation (M) 0.00000000200.0

0.0011 R TIRDEGIGSLWRG

0.00083 R YFPTQALNFAFKD emPAI

2.50E-06 R SSGFGDFGSDRS

0.0041 R SSFGGFGSNDGKR

0.00053 K TLAFGIPIIDK I

0.0053 R FTELPSIAVER G

0.0018 K CEALHGDISQSQRE

3.70E-07 K LADGITTYSIIADSYGRA emPAI

0.0066 R HGDLLR T

1.60E-06 R AQEFVCGLAQRI

2.20E-07 K LLEIDPNGAVSAVADMMRK

0.0001 R TVQHLIGSGMDPGTENNPYLGFVYTSFQERA emPAI

4.60E-05 K DAGVIAGLNVARI

0.0023 R FEELNNDLFR K

5.70E-06 R ITPSWVGFTDSERL

0.0036 K VFSPEEISAMILTKM

2.30E-07 R VEIESLFDGVDLSEPLTRA emPAI

6.20E-10 K SSTTTISDGSSDASVSDGKK

3.60E-05 K EGQVIGYLHQLGTELPVTSDVAGEVLKL

0.00026 K LLSDDGDSVGYGDPLVAVLPSFHDINIQ- emPAI

0.0076 K IGLFGGAGVGKT

1.30E-05 R VGLTGLTVAEYFRD

8.60E-06 K TVLIMELINNVAKA

1.10E-07 R FTQANSEVSALLGRI emPAI

0.00084 K TLFNELEVVEGMKL

5.30E-13 K TPVYTIASNAGVEGAVIVGKL emPAI

0.00023 K TAAYGHFGR D

6.40E-07 K ANVDYEQIVR K

1.40E-07 K TNMVMVFGEITTKA emPAI



0.0036 K GVLLYGPPGTGKT

2.00E-06 K HGEIDYEAIVK L

0.0011 R AIASNIDANFLKV

0.00061 R TLMELLNQLDGFDNLGKV Oxidation (M) 0.00200000000000000.0

1.30E-05 R EVDPVVYNMLHEDPGNISYSAVGGLGDQIRE emPAI

3.00E-06 K YSQVVSNALDMKL

1.30E-09 R AGELSAAEIDNLMTIVANPRQ emPAI

3.20E-10 R SPSSDLLSILQGVTDRS

8.30E-06 R FGDPSYGQLQASLDALRL emPAI

0.00011 R IAGLEVLR I

0.007 R TPVENSLR D

0.0015 R IPAVQDLVR K

3.30E-08 K QFAAEEISAQVLRK

4.00E-05 R QAVVNPENTFFSVKR emPAI

0.0036 K GVLLYGPPGTGKT

0.0037 K LAGPQLVQMFIGDGAKL

0.0012 K DSYLILDTLPSEYDSRV

1.20E-10 R TMLELLNQLDGFSSDDRI Methyl (DE) 0.00000000000000010.0 emPAI

0.00017 K ADLVNNLGTIARS

0.00056 R ELISNSSDALDKI

7.10E-08 K GIVDSEDLPLNISRE

0.0013 K SGDELTSLKDYVTRM emPAI

8.60E-07 R GLCAIAQAESLRY

5.80E-07 R ELAEDGYSGVEVRV emPAI

5.60E-07 R LSGLVNNLISIGLGRE

1.60E-08 R LASFQNAPSVPPFLSLPRQ emPAI

0.00077 R ESAIAQIIR T

0.00036 R TCGPLLDVVAIKE

2.20E-09 K VPYGQGAVELVAGRE emPAI

0.0015 K VIEVEGPR G

0.00014 K FLDGIYVSEK S

5.30E-06 R TALSHVDNLISGVTRG

0.00025 R FVYAHFPINASIGGDGKS emPAI

0.00032 R EQLPLFIIANWRG

0.0006 K SLQFLPSIINASLRE

7.40E-05 R TVEYIPENSCDPRA

0.00012 R EDAFFLAVTELACTKK emPAI

1.40E-08 R SIVGATLEVIQKK

1.20E-05 R SDSQVFLFLNSKC emPAI

1.60E-08 R TGGGGLDLSSRR

0.00014 K AFEVLNSLEVWRL

0.0022 K TLVMLEDFLNEALANKE Oxidation (M) 0.0002000000000000.0 emPAI

0.0036 K GVLLYGPPGTGKT

0.0055 K AVCTEAGMFALRE

0.00021 R IDILDQALLRPGRI

4.80E-07 R TMLELLNQLDGFEASNKI emPAI

3.50E-06 K SGFEAATLIGLLQKL

1.50E-06 K VSSDFVDAALNGAIGVISRC emPAI

0.00011 K SLLEEYFSIR L

7.30E-08 K APNSFGEFLGELVSAKV emPAI

2.40E-07 K AGALGDSVTITRE

5.10E-05 K ITVTADGQFSKR emPAI

5.00E-08 K SANGEDTQVNIEKF

0.001 R NFFLFTPLLPSVTNGTVEARS emPAI

2.90E-07 K EIPSLQLINQTLSYARE

0.00029 R QTAPDATYVYFMDLLAKT emPAI

1.50E-05 K EYVEALALLSTLVKE

0.00048 R HLSSLYDTLLEQNLCRL



8.20E-05 R VEIAHIAELIGLPLDHVEKK emPAI

1.70E-05 R AGQYGTVTSLYTEANRD

7.50E-06 K THGYLAPIIDQLTNTALDSEVTNRE emPAI

3.60E-06 K TPGPGAQSALRA

9.50E-06 R IEDVTPIPTDSTRR emPAI

5.80E-05 R APLGQNTVLLRG

3.70E-07 K IAVLVGTITDDLRV emPAI

2.60E-05 R FLPLGLGLLYLGKQ

4.80E-05 R AVPLALGLLCISNPKV

0.0083 R QNLAATFVNAFVNAGFGQDKL emPAI

2.10E-05 R DLVGVLEDAIRG

3.30E-06 K VVAAGANPVLITRG emPAI

0.0039 K SFNAGQITSK L

4.40E-07 R EGLVSDAIESFIRA emPAI

5.00E-05 R GGLVSILNLGLPKR

1.00E-05 R DASYTTQPLELLNALSFDNPKK emPAI

4.60E-05 R TCYAQSSQIR Q

1.20E-05 K ATQGIYPLQNVFIRK emPAI

6.60E-05 K ILQLLR L

8.80E-05 K LLFIIR I

0.0003 K EANNFLWPFQLKA emPAI

4.00E-05 K SVAAGSATVAVEKS

9.30E-05 R YGNATVVENTERG emPAI

1.70E-06 K LAATCATAVESRV

0.0013 K TVLIPIAHGTEPLEAVAMITVLRR emPAI

0.0054 K EAVDQCITANKM

5.00E-05 R SYAELLQDLMEKT

0.00049 K GTSSILSEVFLHSLVTEQSLVSRT emPAI

0.0008 K DLPAVMTFLISRA

1.60E-05 K SGPLPVDTFTFIFPILERI emPAI

0.0097 K VLSMAPGLER L Oxidation (M) 0.0002000000.0

3.40E-06 R SQDFLFISGTK M emPAI

0.00083 K AGALGDSVSITRE

5.10E-05 K ITVTADGQFSKR emPAI

0.0033 R DIVELQLK Q

0.00056 K SPMAGTFYR S Oxidation (M) 0.002000000.0

0.0025 K QLDCELVIR K emPAI

0.0024 K WAEIIGQAR Q

4.50E-05 K FFALQVLEGVIKY emPAI

0.0063 R ALAESAQDAFYKL

0.00026 R NQIQAYVFDVIRA emPAI

0.0036 R GVLLYGPPGTGKT

0.00026 K ENAPAIIFIDEVDAIATARF emPAI

0.0099 R EANPYYSTAR L

0.0021 R AYSPDFMFIWPNARI emPAI

0.0069 K GIPYLNTYDGRT

0.0013 K SRECLPLVLIIR N emPAI
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