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Abstract

Purpose: To demonstrate efficient Reverse Phase separation of nucleic acids varying in
length from 10 to 10,000 nucleotides using a 4.0 um polymeric, supermacroporous (SMP)
resin with divinylbenzene chemistry.

Methods: A Thermo Scientific™ Vanquish™ Horizon UHPLC system is used for analyzing
nucleic acids samples.
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Long nucleic acid sampletesting (up to 5000 bp)

Figure 6 depicts the resolution of double-stranded DNA fragments generated from plasmids
digested by the restriction endonuclease BsuRI (Haelll). Fragments ranging from 67 bp to
1353 bp are well separated on the DNAPac RP columnin 12 minutes. Separation of 603 —
1353 bp cannot be achieved for conventional C18 silica columns due to lack of large pores

Figure6 Separation of ®X174-BsuRldigest dsDNA sample
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Results Time, min
DNAPac RP Column Particle Pore Size Distribution In Figure 5, a mixture of 98 — 100 mer single-stranded DNA sample (20 ug/mL each) is
_ _ _ analyzed as well using the same instrument method as shown in Figure 3. As shown in
In Figure 1, the Brunauer-Emmett-Teller (BET) analysis using N, shows the DNAPac RP Figure 3, separation of all the three components can be obtained using DNAPac RP 50 " : -
particles possess a wide range of pores (50 A - 2000 A) to provide accessible surface column, and better separation between 99 and 100 mer can be achieved compared to the '3.00 5.00 10.00 12.00

area for separating nucleotides across a wide molecular weight range. SEM images are Time, min

shown in Figure 2 to provide visual evidence of the broad range of pore distribution.

two conventional C18 columns.

Figure5 Separation of 98 — 100 mer DNA sample Conclusions

Fiqurel BET analysis of DNAPac RP column particles
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