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e pBR322 (undigested) -F210

Primer

F210
5’ TCCGACCGCTWWGGCCGCCGCCCAGT 3’ (sequencing read)

3’ AGGCTGGCG%&%CCGGCGGCGGGTCA 5’ (template strand)
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M Trace: pBR-F571.abl

pBR322 (undigested)-F571
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PCR7 (SauUSI digested)-F571
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5’ ACTATCGTCGCCGCACWWATGACTGTCTTCT 3’ (Sequencing read)
3’ TGATAGCAGCGGCGTGAATACTGACAGAAGA 5’ (template strand)
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Trace: pBR-F670.abl

pBR322 (undigested)-F670

M Trace: PCR5-F670.abl

PCRS5 (SauUSI digested)-F670
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Primer
F670
5’ CGTCGCCGCACTWATGACTGTCTWCTTT 3’ (sequencing read)
37 GCAGCGGCGTGAATACTGACAG%?GAAA 5’ (Template strand)
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Trace: pBR-F670.ab1
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M Trace: pBR-Fnu4MF670.abl

Primer F670
— 5

TATCGTCGCCGCACTWATGACTRTCTWCWWW 3’

3 ATAGCAGCGGCGTG%TACTG*AG*(W 57

(sequencing read)
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953

1 125 250 375 S00 625 750 875
Query seq,
signature motif AMRATP binding site J§ nucleotide binding region J}p 4 4}
Active s:te putative Mg+t binding sxteJ ATP-binding sxte_k_i
Specific hits Fi!:! F:Iﬂ:! } HELICc
Superfanilies PLDc superfamily DEXDc superfamily
Hulti-donains (
Organism : S.aureus_USA300
Gene: SAUSA300_2431
Definition : putative helicase
|Motif id |From F|Deﬁnition |E value |Score
|pf:ResIII [221 [373/[Type 111 restriction enzyme, res subunit [ 1e-33 |
|pf:DEAD [227 [372[DEAD/DEAH box helicase |3.6e-05 |
[ps:HELICASE_ATP_BIND_1[236 [389 [Superfamilies 1 and 2 helicase ATP-binding type-1 domain profile.| - [2231
|pf:DUF2075 [250 |[350 [uncharacterized conserved protein (DUF2075) [0.0014 |
Ipf:MmlI |388 @|Methylmuconolactone methyl-isomerase | 0.082 |
|ps:HELICASE_CTER [440 592 [Superfamilies 1 and 2 helicase C-terminal domain profile. [ - [2678
Ipf:Helicase_C |470 E|Helicase conserved C-terminal domain |2.5e-13|
|pf:DUF3427 [685 [953 [Domain of unknown function (DUF3427) [1.6e-72|
("search GENES with the same motifs )
saaishUSAI00-243L T80 oo 150 200 280 300 350 400 450 500 550 600 630 0 500 300 (953)
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