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Undo search | w Cutoffs [ Guality List: [readi ﬂ size: 0 =

Consensus | CGCGGLCAGLCGLLGGLLCGACGEEGCCLACAGCACCACCAGCCLGCGLLECELCGTCLGELL
1098910 1098920 1098930 1098940 10985950 1093980
2PacBilo-v4_scf 7130000000010 | CGCGGCCAGCEH¥GLGLGCEGACGEEGECGACAGCACCACCAGCCGEGGGECGECGTCEGLED
2111u_01_sctg_0044_0001 CGCGGECAGCEGGEGG6CEGACGGGGECEACAGCACCACCAGCCGEGGGECGECGTCEGLLT
¢14B_contigD0044 ¥CGEGGGGLCGACGGGGCCGACAGCACCACCAGCCGLGEGCCGECGTCCGLCT
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File Commands Settings Help

Undo Search | W Cutoffs [ Guality List: readiys ﬂ Gize: 0 —

Consensus IGCGTCCTGGGMCCCCGLCTGGACCACCLGECGGTGACCTGECTCCTLGAGCGCTACGEG T

1069950 1069960 1069970 1069980 1069990 1070000
2PacBlo-v4_scf7180000000010 |GCGTCCTGGL*CCCCGCCT GGACCACCCGGEGETGACCTGECTCCTCGAGCGLTACGGETL
2I111u_01_sctg 0016 0003 GCGTCETGGGCCCCCGECTGGACCACCCGGLGGTGACCTGLGETCCTCGAGCGETACGGGTCL

2180_contigl000l GCGTCETGLGCCCECGECTGGACCACCCGLLGGTGACCTGGETCCTCGAGCGETACGGGTCL
¢14B_contigD0003_end GCGTCCTGGGCCCCCGECTGGACCACECGGEGGTGACCTGGETCCTCGAGCGETACGGGTCD
B

YN
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Undo | Search | v Cutoffs [ Quality List: readighs | Fize 0 —

Consensus |CGTCOGACGCRGGGGGCCAGAT GLGGLGCEGCCCGEACCLLGETGT TCAGGTAGAGCLAGA
1095410 1095420 1095430 1095440 1095430 1093460 1
2FPacBio-w4_scf 7120000000010 |CGTCGEACGC*GGELGEECAGATGCGGEGCGGCCCGEACCCCGRTGTTCAGGTAGAGECAGAH

2180_cont1gl0001 CGTEGGACGEGLGELGECAGATGCGLCGEGECCCEEACCCCGGTGTTCAGGTAGAGECAGRAY
2I11u_01_sctg_0044_0001 CGTEGGACGE*GGGLGECAGATGCGLCLEGECCCEEACCCCGGTGT TCAGGTAGAGECAGRAY
$14B_contigl0015 CGTEGGACGE*GGELGECAGAT GCGLCLGEGECCCEEACCCCGGTGTTCAGGTAGAGECAGRAY
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Undao Search | v Cutoffs [~ Guality

Consensus '3CTCGGLGGTCTCGGTGLTGATCLGCARXGGGELT TCCETCCAGGLGGATGTGEGEGT TGAGGEGET

1099090 1099100 1099110 1089120 1099130 1099140 1099130
2PacBilo-v4_scf 7180000000010 |ACTCGLCGLTCTCGGTGETGATCCGLAA*GGGGET TCCCTCCAGGEGGATGTGEGGET TGAGGEGET
2I11u_01_sctg 0044_0001 ACTCGGCGGTETEGGTGETGATCLGLAR*GLGGET TCCCTCCAGGEGLATGTGEGGLT TGAGGEGET
{14B_contigO0044 ACTCGGEGGTCTCGGTGCTGATCCGEAA*GLGLGTTCCCTCCAGGCLEATGTGEGGLTTGAGGLGET
2180_contig00057 ACTCGGCGGTETEGGTGETGATCCGCAAGGGGGET TCECTCCAGGEGLATGTGEGGLT TGAGGEGET

Figure S1. Examples of insertions and deletions in PacBio and 454 assembled sequence in
homopolymeric runs of G or C. (A) Missing (deletion) of one G or C in PacBio. (B) Added
(insertion) of one G at two positions of a 454 contig.

Mar. Drugs 2016, 14, 78; doi:10.3390/md 14040078 www.mdpi.com/journal/marinedrugs



Mar. Drugs 2016, 14, 78 S2 of S2

T
CAT: ACCCOAC ACOCGOACOCCTAOACIECTRE MG SAsdARE s LadcAl o]
e e e o T G e R Sy (e T T T oL T TAe A DO TFFToC TEE MO TE e TTOCCE OO O GA L P TSE AGENRIC AL
T i

D T T T A AT T T TER AT T TTO R L T AT EUS To L MR A CRAE 00

B L e N T o g e T e P e b Y et T ) Lo T (o L T T 1 L e T o e e S e e e T

Pt o [§ A e A0 T hecomtaecs S | P Compan

12

c “ ] W mJWL WNM\ Mm,m

M" AN

-— 4

Structure and free energy calculated with RNAfold server (Gruber et al. Nucl. Acids Res. (2008) 36
(suppl 2): W70-W74.)

Figure S2. Region posing difficulty for sequencing. Region along which single stranded
nucleic acid has the potential to form a strong secondary structure, and that neither Illumina
nor Sanger sequencing could resolve, but PacBio did.



