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Supplementary Methods

Sequence design

Sequences were designed using custom MATLAB software. First, the sequences of individual domains
were generated randomly using an equal proportion of each nucleotide. A list of orthogonal domains
was generated by comparing newly generated domain sequences with each previously generated
domain in the list, and its reverse complement. A pair of domains was considered orthogonal if and only
if consecutive 8 nucleotide repeats were avoided. For structures with domains shorter than 9
nucleotides, orthogonality was defined as having an edit distance 2 2.

A list of orthogonal tile sequences was generated based on the prescribed interactions between
neighboring tiles. A tile is generated by concatenating domains from the orthogonal domain list with
specified linker sequences. After each domain was added to a tile (and its reverse complement added to
the neighboring tile), all pairs of non-neighboring tiles were checked for orthogonality as defined for
domains. Finally, polyT linkers of specified lengths were added between domains, and all pairs of non-
neighboring tiles were checked for orthogonality again. Standard domains had a 50% GC content. In
some cases, we changed the domain GC content to 30% (low GC) or 70% (high GC); for these structures,
orthogonality was checked between domains but not between tiles. See Supplementary Data for
sequence information for all of the structures used in this study.

Structure assembly

DNA oligonucleotides were synthesized by Integrated DNA Technologies (IDT) in 96-well plates using
standard desalting without additional purification and were stored at -20 °C. Subsequently, the strands
were mixed together to create a 1 uM (5x) master mix. A standard assembly reaction contained 200 nM
of each strand in 0.5x TE buffer (5 mM Tris-base, 1 mM EDTA) supplemented with 10 mM MgCl, in a 10
ul or 20 ul volume. 5 mM HEPES buffer was used for assembly at pH 7. Structures were assembled
isothermally in a thermocycler (Bio-Rad DNA Engine) by rapidly ramping to a specific temperature,
holding at that temperature for a specified period of time, and then rapidly cooling to 4 °C. When
necessary, the gradient feature of the thermocycler was used to test a range of assembly temperatures
simultaneously. According to the manufacturer, the temperature gradient on these thermocyclers is
reproducible to within £0.2 °C (see Supplementary Text S2 for details). For structures with very low
assembly temperatures, strands were mixed in a 4 °C cold room and kept on ice until they were placed
in a thermocycler.

Gel electrophoresis

Structures were routinely analyzed by electrophoresis in a 2% native agarose gel containing 0.5x TBE
buffer (45 mM Tris-borate, 1 mM EDTA) and 10 mM MgCl, and pre-stained with 0.5x SYBR Safe
(Invitrogen). 5 ul of each assembly reaction was mixed with 1 pl of 6x bromophenol blue loading dye
and loaded into the gel. 2 pl of a DNA ladder (Fermentas 1 kb plus) was used as a molecular size
standard. Electrophoresis was performed for 90 minutes at 90 V in 0.5x TBE buffer supplemented with
10 mM MgCl,. An ice-water bath was used to prevent additional assembly or degradation of the
structures during electrophoresis. Structures with very low assembly temperatures were analyzed by
electrophoresis in a 4 °C cold room to ensure that a consistently low temperature was maintained.
Afterwards, gels were scanned with a Typhoon FLA 9000 (General Electric) using the SYBR Safe channel
(excitation at 473 nm, emission = 510 nm). Gel images were quantified with TotalLab Quant (TotalLab
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Ltd.) using rubber band background correction. The yield was calculated as the integrated intensity of
the product band divided by the integrated intensity of the entire lane.

Gel purification

Gel bands were visualized using a Safe Imager 2.0 Blue-Light Transilluminator (Invitrogen) and excised
from the gel using a fresh razor blade. The excised piece was then placed into a Freeze ‘N Squeeze
column (Bio-Rad) and crushed using a plastic pestle. The column was centrifuged at 400x g for 8
minutes, yielding a purified sample.

Atomic force microscopy imaging

Images of folded structures were obtained with a Veeco Multimode V atomic force microscope. C-type
Bruker SNL-10 tips were used under tapping mode in fluid. Folded (purified or unpurified) samples were
deposited onto mica surfaces and incubated at 4 °C for 10 min in folding buffer supplemented with 5
mM NiCl; (structures without linkers) or 10 mM NiCl, (structures with linkers) to enhance surface
binding. Structures with linkers were complemented with concentrated (>25x access, measured against
linker concentration, rather than structure concentration) polyA strands in folding buffer, and incubated
for 1 hour at 21 °C before mica deposition.

Modeling of molecular crowding

Theoretical modeling of molecular crowding was done to explain the measured formation and predict
folding quality at non-experimented conditions. A rough model was derived based on the estimated
effective ion concentration (Mg?*) and effective strand concentration in a crowded environment. See
Supplementary Text S3 for details.

Text S1: Structure naming conventions

Structures are named as follows: when relevant, the motif number (Wei et al.,, 2013) is indicated,
followed by an underscore, the domain length, and the linker length. In some cases, additional
modifications (e.g. split domains, altered GC content) are appended to the end of the name. Otherwise,
the notation is the same as in Wei et al., 2013.

Text S2: Notes about experiments

As mentioned in the main text, we observed that structures assembling at extreme temperatures
generally had lower and more variable yield. The m1_21mer structure was particularly variable; this was
eventually tracked down to temperature variations between different individual thermocyclers. Thus, it
is important to calibrate thermocyclers relative to one another (or to an absolute thermometer) in order
to ensure reproducible assembly of the m1_21mer structure. The other structures we tested were not
significantly affected by this variability. We also observed substantial variability in the high Mg¥, high
PEG experiments (Fig. 5¢), especially at intermediate PEG concentrations of around 14 mM. This may
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reflect inherent stochasticity in the aggregation process if this is near a “critical” PEG concentration for
aggregation to occur.

Text S3: Modeling

Theoretical modeling of molecular crowding was done to explain the measured formation and predict
folding quality at non-experimented conditions. A rough model is derived where effective ion
concentration ([Mg?']) and effective strand concentration in a crowded space is considered as the
absolute concentration divided by the fraction of effective empty space in which these ions are

dispersed, as in
Mg2*],, = [M&2],, /Fors spe

[strands].sf = [strands]aps/Fefs spc

abs

Afterwards, we used a model by which we consider the degree of assembly at a certain magnesium and
strand concentration as a simple function of both concentrations
U= [Mg2+]eff - [strands]g;

The exponent a is to be empirically determined based on data from Fig. 5 b,c,d and data at very high
Mg?* concentrations (not shown). Blue dots in the plots show transition points from formation to non-
formation, or vice versa. Four transition points are used for generating and validating each plot, namely
the transition from formation to non-formation at high [Mg?*] and varying [PEG-8000] (Fig. 5c), non-
formation to formation at low [Mg?*] and varying [PEG-8000] (Fig. 5d), formation to non-formation and
non-formation to formation at varying [Mg*] and zero [PEG-8000] (Fig. 5b and data not shown). These
data points determined the value of a to be 3.

To convert PEG-8000 concentration to effective empty space, we considered two crowding effects,
which we termed here “dry volume” and “wet volume”. Dry volume takes into account the space taken
by a certain molecule in its closest packing form in solution, whereas wet volume considers the extra
space taken by unpacked polymer molecules in a dilute solution. We hypothesize that, on top of
occupying a certain dry volume, each unit concentration of molecules also occupies a certain fraction of
the remaining empty space®?. Therefore, the fraction of effective empty space is determined by the
following formula:
Feff spc = (1 —C: Vdry) - exp(—c - Viyer)
where Vg, and V¢, describe the dry and wet volume components in unit of per M concentration. Or,
equivalently, one could write:
Feff_spc = (1 - C/Cdry_sat) : exp(_c/cwet_sat)

where Cgry sat = 1/Vary and cyer sat = 1/Vier express dry and wet volumes in terms of saturation
concentration. In a dilute solution, each molecule occupies both dry and wet volume as can be seen in
the approximation:

Feff_spc_dilute =1 - caipute - (Vdry + Vwet)
where Viry + Viver = Viver totar 8iVes the effective occupied space as measured by the hydrodynamic
radius.
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For PEG-8000, [PEG-8000] = 79 mM, as calculated from solubility at 20 °C,
dry_sat

[PEG-SOOO]wet_total_sat

[PEG-8000] =22 mM for PEG-8000.

= 17 mM, as calculated from hydrodynamic radius of 2.9 nm. This gives
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Figure S1. Summary of the study. Single-stranded tile (SST) structures are engineered to self-assemble
isothermally across a diverse range of temperatures and conditions. We achieved this by varying several structural
parameters, including domain length and linker length; as a result, we achieved isothermal assembly of SST across
a 15-69°C range. Atomic force microscopy images of structures are shown, as well as their respective assembly
temperature ranges. We also achieved structure assembly under biocompatible conditions (e.g., physiological pH
and temperature, low salinity and high crowding) after just one hour of assembly.
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Figure S2. Raw gel data for Fig. 2. Assembly temperatures are indicated above each lane. An “L” indicates the use
of 1 kb+ double-stranded DNA ladder (Fermentas). Strand diagrams and atomic force microscopy (AFM) images are

also shown for each structure in Fig. 2. Assembly temperatures for the AFM images are indicated. Structures that
were gel-purified are indicated using a bold P.
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Figure S3. Raw gel data for Fig. 3. (a) Raw gels used to generate the data in Fig. 3c. (b) Raw gels used to generate
the data in Fig. 3d. (c) Gel data indicate that structures with a 10A and 10T linker form at similar temperatures
after 1 hour of assembly. Assembly temperatures are indicated above each lane. An “L” indicates the use of 1 kb+
double-stranded DNA ladder (Fermentas). Unless otherwise indicated, 200 nM of each strand was assembled in
0.5x TE buffer supplemented with 10 mM Mg?". Structures with domain length < 16 nt were assembled
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isothermally for 1 hour; otherwise they were assembled isothermally for 12 hours.
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Figure S4. Raw gel data for Fig. 4. (a) and (b) respectively describe raw gels used to generate the data in Fig. 4a
and Fig. 4b. Structure names and assembly temperatures are indicated. An “L” indicates the use of 1 kb+ double-
stranded DNA ladder (Fermentas). 200 nM of each strand was assembled isothermally for 1 hour in 0.5x TE buffer
supplemented with 10 mM Mg?* at the indicated temperatures.

S9



m1_2T m1_10T
- + 7758859 L - + 7758859 L m1_ 2T m1_10T

- N

L LT “l“llll N

']

m1
L - + 7m7]528T85 9 L - + T]H]gﬁes o L L -+ UmZEZGTBW'- -t OHZV 4]?:3 0L
-— ! -—— - - - ! -— ..—'
1 -1 M HMMT M MMENT
!
m1_2T m1_10T Lo- o+ omz1 221 810L - + om; A]OGTS 0L

L

+ + 7 75 8 85 9 + + 7 758859 L

: l'““'.. =
HMEEN - “
= 1" .

-

I (i

ugtibiim

‘fllllllll

Two positive controls were used in this experiment.
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Figure S5. Raw gel data for Fig. 5. (a) Raw gel data for pH variation experiments. Structures and pH values are
shown above each lane. “—“ and “+” indicate negative (no magnesium) and positive (standard reaction conditions)
controls, respectively. (b) Raw gel data for Mg?" experiments. Structures and Mg?* concentrations in mM are
shown above each lane. “—“ and “+” are used as in (a). (c) Raw gel data for high salinity, PEG experiments.
Structures and PEG concentrations in mM are shown above each lane. “— and “+” are used as in (a). (d) Raw gel
data for low salinity, PEG experiments. Structures and PEG concentrations in mM are shown above each lane. “—“
and “+” are used as in (a). Unless otherwise indicated, 200 nM of each strand was assembled isothermally at 37 °C
for 1 hour in 0.5x TE buffer supplemented with 10 mM Mg?*.
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Figure S6. Detailed plots of crowding model. We show the predicted assembly ranges for the structure with 10T
linkers (a), and the structure with 2T linkers (b). Raw data points which influenced the fitting of the model are
shown as blue dots, and dotted grey lines indicate the experimental data (a subset shown in Fig. 5b-d) upon which
the model is based. Shaded regions are as in Fig. 5g (orange: 10T linker, olive: 2T linker).
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Avg. domain Linker length Number of Strand type 2 (if  Optimal assembly temperature

Structure name length (nt) (nt) strands Strand type 1 different) (mean £ FWHM/2, °C)
ml 8mer 10T 8 10 66 8-8-8-8 18.42 £6.49
ml 9mer 10T 9 10 66 9-9-9-9 26.81+12.71

ml 10mer 10T 10 10 66 10-10-10-10 34.98 +4.47
ml 10T 10.5 10 66 11-10-12-9 12-9-11-10 38.51+4.87

ml 13mer 10T 13 10 66 13-13-13-13 48.66 +5.51
ml 9mer 9 0 66 9-9-9-9 35.90+6.42

ml 10.5 0 66 11-10-12-9 12-9-11-10 47.38 £6.09

ml 13mer 13 0 66 13-13-13-13 54.77 +3.69

ml 16mer 16 0 66 16-16-16-16 60.07 £4.60

ml 19mer 19 0 66 19-19-19-19 19-19-19-19 63.80+2.70

ml 21mer 21 0 66 21-21-21-21 21-21-21-21 64.80 £ 6.09

ml 1T 10.5 1 66 11-10-12-9 12-9-11-10 40.66 + 5.56

ml 2T 10.5 2 66 11-10-12-9 12-9-11-10 39.37+4.79

ml 4T 10.5 4 66 11-10-12-9 12-9-11-10 39.14+4.381

ml 7T 10.5 7 66 11-10-12-9 12-9-11-10 39.73+4.73

ml 13T 10.5 13 66 11-10-12-9 12-9-11-10 40.31+5.41

ml 16T 10.5 16 66 11-10-12-9 12-9-11-10 37.01+7.46

mi4 10.5 0 66 10-11-11-10 11-10-10-11 46.83 +5.95

m14 10T 10.5 10 66 10-11-11-10 11-10-10-11 37.92 +5.37

m3.1 10.5 0 66 10-11-11-10 11-10-10-11 45.63 +5.63

m3.1 10T 10.5 10 66 10-11-11-10 11-10-10-11 39.34+4.36
m4.1 10.5 0 66 10-11-11-10 11-10-10-11 44.39 +7.90

m4.1 10T 10.5 10 66 10-11-11-10 11-10-10-11 37.84 +4.57

mi14 10T lowGC 10.5 10 66 10-11-11-10 11-10-10-11 26.66 +7.06
m10 10.5 0 64 7-14-7-14 50.03 £5.43
m10_highGC 10.5 0 64 7-14-7-14 54.46 + 3.64
m4.1 10T split 10.5 10 66 10-11-11-10 11-10-10-11 24.44 +7.04

ml 10A 10.5 10 66 11-10-12-9 12-9-11-10 N/A
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ml_8mer_10T

Sequence

ATAGATGGTTTTTTTTTTCGCCCACA

CTCCGGGCTTTTTTTTTTAACCGACC

ACGCTTTATTTTTTTTTTCTACCACG

CGTTTCTGTTTTTTTTTTCCCAGAAA

AGGCCACCTTTTTTTTTTGCCCTCGG

CCCTGGCCTTTTTTTTTTTTTTTTTT
TTTTTTTTTTTTTTTTTTGGARATAGTTTTTTTTTTCCATCTATTTTTTTTTTTTTTTTTTT
CGGTATGATTTTTTTTTTCGGCCAAATTTTTTTTTTGCCCGGAGTTTTTTTTTTTGTGGGCG
GGCAGGCATTTTTTTTTTTGGTGGGTTTTTTTTTTTTAAAGCGTTTTTTTTTTTGGTCGGTT
GATGCAGGTTTTTTTTTTGTGCCGTATTTTTTTTTTCAGAAACGTTTTTTTTTTCGTGGTAG
CCTAAGGTTTTTTTTTTTCCATAAAGTTTTTTTTTTGGTGGCCTTTTTTTTTTTTTTCTGGG
CTAGCTCCTTTTTTTTTTCGCCGGTGTTTTTTTTTTGGCCAGGGTTTTTTTTTTCCGAGGGC
GACTCTCCTTTTTTTTTTGAACCCTATTTTTTTTTTTCATACCGTTTTTTTTTTCTATTTCC
AGTGCAGGTTTTTTTTTTTACAATCCTTTTTTTTTTTGCCTGCCTTTTTTTTTTTTTGGCCG
CGTTCTGTTTTTTTTTTTAATGCGGGTTTTTTTTTTCCTGCATCTTTTTTTTTTACCCACCA
ATAGGAATTTTTTTTTTTGCGAAGGTTTTTTTTTTTACCTTAGGTTTTTTTTTTTACGGCAC
CCCGAAGGTTTTTTTTTTGAACGGAATTTTTTTTTTGGAGCTAGTTTTTTTTTTCTTTATGG
CCTCATCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCACCGGCG
TTTTTTTTTTTTTTTTTTGTCAGACTTTTTTTTTTTGGAGAGTCTTTTTTTTTTTTTTTTTT
CTGTCCGGTTTTTTTTTTCGGCCTGTTTTTTTTTTTCCTGCACTTTTTTTTTTTTAGGGTTC
CCTGTCGATTTTTTTTTTGTACTGAATTTTTTTTTTACAGAACGTTTTTTTTTTGGATTGTA
GTCCTGGATTTTTTTTTTGTCGCGCCTTTTTTTTTTATTCCTATTTTTTTTTTTCCCGCATT
GGTGGAGCTTTTTTTTTTAACACCAATTTTTTTTTTCCTTCGGGTTTTTTTTTTACCTTCGC
CGTTCTAGTTTTTTTTTTGGTTATCTTTTTTTTTTTGGATGAGGTTTTTTTTTTTTCCGTTC
TATCGACGTTTTTTTTTTGTACTAACTTTTTTTTTTCCGGACAGTTTTTTTTTTAGTCTGAC
CGTTCATATTTTTTTTTTTCATGTGTTTTTTTTTTTTCGACAGGTTTTTTTTTTACAGGCCG
GAGCCTCCTTTTTTTTTTATATGGTCTTTTTTTTTTTCCAGGACTTTTTTTTTTTTCAGTAC
TCATAATCTTTTTTTTTTTAAAGTCATTTTTTTTTTGCTCCACCTTTTTTTTTTGGCGCGAC
GAATGTGTTTTTTTTTTTATCTGCGGTTTTTTTTTTCTAGAACGTTTTTTTTTTTTGGTGTT
GTGTGGTIGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAGATAACC
TTTTTTTTTTTTTTTTTTCGAGATGTTTTTTTTTTTCGTCGATATTTTTTTTTTTTTTTTTT
AGCTGTGTTTTTTTTTTTCGCCTATCTTTTTTTTTTTATGAACGTTTTTTTTTTGTTAGTAC
ATCTGTAGTTTTTTTTTTCGACTCCTTTTTTTTTTTGGAGGCTCTTTTTTTTTTACACATGA
GGGACTTATTTTTTTTTTAGAACTAATTTTTTTTTTGATTATGATTTTTTTTTTGACCATAT
GCGGCGTATTTTTTTTTTCCTTATGCTTTTTTTTTTACACATTCTTTTTTTTTTTGACTTTA
AGCTACAGTTTTTTTTTTAGTTCCTATTTTTTTTTTCACCACACTTTTTTTTTTCCGCAGAT
ACCTCATGTTTTTTTTTTCGAATAGATTTTTTTTTTACACAGCTTTTTTTTTTTACATCTCG
CAGATGCTTTTTTTTTTTCAACTCTTTTTTTTTTTTCTACAGATTTTTTTTTTTGATAGGCG
ACCGTACGTTTTTTTTTTCTGCCCTTTTTTTTTTTTTAAGTCCCTTTTTTTTTTAGGAGTCG
TCATAGTATTTTTTTTTTTGCATTTCTTTTTTTTTTTACGCCGCTTTTTTTTTTTTAGTTCT
TAGCCATGTTTTTTTTTTGGCAAGTATTTTTTTTTTCTGTAGCTTTTTTTTTTTGCATAAGG
TATTATCGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAGGAACT

TTTTTTTTTTTTTTTTTTACGCGATCTTTTTTTTTTCATGAGGTTTTTTTTTTTTTTTTTTT
CTCAGCCTTTTTTTTTTTTCGCCTCTTTTTTTTTTTAGCATCTGTTTTTTTTTTTCTATTCG
CTCCACAGTTTTTTTTTTGAAGTCAATTTTTTTTTTCGTACGGTTTTTTTTTTTAAGAGTTG
CGGGAAACTTTTTTTTTTGAGTTCGCTTTTTTTTTTTACTATGATTTTTTTTTTAAGGGCAG
GCCCAGCTTTTTTTTTTTGGTGAGAGTTTTTTTTTTCATGGCTATTTTTTTTTTGAAATGCA
CTTCCGGCTTTTTTTTTTTTCATGAGTTTTTTTTTTCGATAATATTTTTTTTTTTACTTGCC
TTAAAGGGTTTTTTTTTTTCCTTTGGTTTTTTTTTTAGGCTGAGTTTTTTTTTTGATCGCGT
TCGCATCGTTTTTTTTTTGTCCGAACTTTTTTTTTTCTGTGGAGTTTTTTTTTTAGAGGCGA
TAACATGATTTTTTTTTTACTAGCCCTTTTTTTTTTGTTTCCCGTTTTTTTTTTTTGACTTC
TGTCCACATTTTTTTTTTCTCACTCATTTTTTTTTTAGCTGGGCTTTTTTTTTTGCGAACTC
ACGGGTCTTTTTTTTTTTGTGGTCTCTTTTTTTTTTGCCGGAAGTTTTTTTTTTCTCTCACC

Back to overview
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TTCGGACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCTCATGAA
TTTTTTTTTTTTTTTTTTCATAACGGTTTTTTTTTTCCCTTTAATTTTTTTTTTTTTTTTTT
AGAACCATTTTTTTTTTTGCGAAAGGTTTTTTTTTTCGATGCGATTTTTTTTTTCCAAAGGA
GTCTAACATTTTTTTTTTCCTTAGAATTTTTTTTTTTCATGTTATTTTTTTTTTGTTCGGAC
CGTCTCGTTTTTTTTTTTACCAGTTTTTTTTTTTTTTGTGGACATTTTTTTTTTGGGCTAGT
AAACCTCCTTTTTTTTTTACGGTTAGTTTTTTTTTTAGACCCGTTTTTTTTTTTTGAGTGAG
TCCTATCATTTTTTTTTTGGATGCTTTTTTTTTTTTAGTCCGAATTTTTTTTTTGAGACCAC
ATGGTTCTTTTTTTTTTTCCGTTATG
TGTTAGACTTTTTTTTTTCCTTTCGC
ACGAGACGTTTTTTTTTTTTCTAAGG
GGAGGTTTTTTTTTTTTTAAACTGGT
TGATAGGATTTTTTTTTTCTAACCGT
TTTTTTTTTTTTTTTTTTAAGCATCC



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

ml_9mer_10T

Sequence

AGAGCAATGTTTTTTTTTTAAGCTTGGA

CCCTGCGGATTTTTTTTTTGTTAATTCA

TCCATAACCTTTTTTTTTTCACGCCGCA

GAACTGTCCTTTTTTTTTTCTAACCGGT

TTGAGCTCGTTTTTTTTTTAACATGGCC

GTCCCAGACTTTTTTTTTTTTTTTTTTT
TTTTTTTTTTTTTTTTTTTGCGTAGCATTTTTTTTTTTCATTGCTCTTTTTTTTTTTTTTTTTTTT
ACCTCAAGCTTTTTTTTTTGAAATTTTTTTTTTTTTTTTCCGCAGGGTTTTTTTTTTTCCAAGCTT
AGTCCTAGATTTTTTTTTTCCTTGGGCCTTTTTTTTTTGGTTATGGATTTTTTTTTTTGAATTAAC
TCTAGGAATTTTTTTTTTTCAGTCACCTTTTTTTTTTTGGACAGTTCTTTTTTTTTTTGCGGCGTG
TTCCCTTAATTTTTTTTTTGCACATTGGTTTTTTTTTTCGAGCTCAATTTTTTTTTTACCGGTTAG
GCATTGTATTTTTTTTTTTAAGCTTCGTTTTTTTTTTTGTCTGGGACTTTTTTTTTTGGCCATGTT
AGTTCGGGATTTTTTTTTTCGCTGGGTATTTTTTTTTTGCTTGAGGTTTTTTTTTTTATGCTACGC
CTGATTTCTTTTTTTTTTTTCCCTCGCGTTTTTTTTTTTCTAGGACTTTTTTTTTTTAAAAATTTC
GTGAATGACTTTTTTTTTTGACCGCGCGTTTTTTTTTTATTCCTAGATTTTTTTTTTGGCCCAAGG
AGACTTAACTTTTTTTTTTGAGCTGGACTTTTTTTTTTTTAAGGGAATTTTTTTTTTAGGTGACTG
TCTCCAGGCTTTTTTTTTTTTCGGGTCTTTTTTTTTTTATACAATGCTTTTTTTTTTCCAATGTGC
TCTAGGGCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTACGAAGCTT
TTTTTTTTTTTTTTTTTTTTGTCGAGTGTTTTTTTTTTTCCCGAACTTTTTTTTTTTTTTTTTTTT
CGTACGTGCTTTTTTTTTTTTTCACGCGTTTTTTTTTTAGAAATCAGTTTTTTTTTTTACCCAGCG
CCATACTTTTTTTTTTTTTAGGAGCGGATTTTTTTTTTGTCATTCACTTTTTTTTTTCGCGAGGGA
CGAGGGTTATTTTTTTTTTCTGCAGTTCTTTTTTTTTTGTTAAGTCTTTTTTTTTTTCGCGCGGTC
ACCGAGATGTTTTTTTTTTGACCAGCTGTTTTTTTTTTGCCTGGAGATTTTTTTTTTGTCCAGCTC
CGCTCCTCCTTTTTTTTTTGGACTGTTTTTTTTTTTTTGGCCCTAGATTTTTTTTTTAGACCCGAA
GCAATTAGTTTTTTTTTTTGATACCCGATTTTTTTTTTGCACGTACGTTTTTTTTTTCACTCGACA
TCATCACACTTTTTTTTTTAATGTCTCCTTTTTTTTTTAAAGTATGGTTTTTTTTTTCGCGTGAAA
CCCCACATTTTTTTTTTTTTCATCTGGATTTTTTTTTTTAACCCTCGTTTTTTTTTTTCCGCTCCT
AGGGCTATTTTTTTTTTTTTGTGAAGCCTTTTTTTTTTCATCTCGGTTTTTTTTTTTGAACTGCAG
AGATCAGCGTTTTTTTTTTCGCCGATTATTTTTTTTTTGGAGGAGCGTTTTTTTTTTCAGCTGGTC
ATAGTATCGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAAACAGTCC

TTTTTTTTTTTTTTTTTTTTGCAGTGCTTTTTTTTTTTACTAATTGCTTTTTTTTTTTTTTTTTTT
GGTGCACGGTTTTTTTTTTCTTAGCCGATTTTTTTTTTGTGTGATGATTTTTTTTTTTCGGGTATC
CCTTTGCTATTTTTTTTTTGTATTAGGTTTTTTTTTTTAATGTGGGGTTTTTTTTTTGGAGACATT
AGTTCTTCGTTTTTTTTTTCTAACCTGATTTTTTTTTTAATAGCCCTTTTTTTTTTTTCCAGATGA
TGTGCCCCTTTTTTTTTTTGCCATCGCGTTTTTTTTTTCGCTGATCTTTTTTTTTTTGGCTTCACA
CATGTCCAATTTTTTTTTTCAAGGGGACTTTTTTTTTTCGATACTATTTTTTTTTTTTAATCGGCG
TGCTTAGCATTTTTTTTTTAGCTGTTGATTTTTTTTTTCCGTGCACCTTTTTTTTTTAGCACTGCA
CGTTTTTTTTTTTTTTTTTATCTGGCAGTTTTTTTTTTTAGCAAAGGTTTTTTTTTTTCGGCTAAG
GCGGGGAAATTTTTTTTTTGCTCTTATATTTTTTTTTTCGAAGAACTTTTTTTTTTTACCTAATAC
ACAGTTGGCTTTTTTTTTTAGATTCTTCTTTTTTTTTTAGGGGCACATTTTTTTTTTTCAGGTTAG
CGCAACTCTTTTTTTTTTTGTAGTCAGTTTTTTTTTTTTTGGACATGTTTTTTTTTTCGCGATGGC
TCTGTGACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGTCCCCTTG
TTTTTTTTTTTTTTTTTTTTGTCCTAAATTTTTTTTTTTGCTAAGCATTTTTTTTTTTTTTTTTTT
AAATGGCCATTTTTTTTTTTAGTTGTGTTTTTTTTTTTAAAAAAACGTTTTTTTTTTTCAACAGCT
CTCAGTCAATTTTTTTTTTCTTGGCTGGTTTTTTTTTTTTTCCCCGCTTTTTTTTTTCTGCCAGAT
CTGCACTGTTTTTTTTTTTTGCTATGTCTTTTTTTTTTGCCAACTGTTTTTTTTTTTTATAAGAGC
AGGCTCATGTTTTTTTTTTATAGCTAATTTTTTTTTTTAGAGTTGCGTTTTTTTTTTGAAGAATCT
AACAGAAAATTTTTTTTTTCGCTATATGTTTTTTTTTTAGTCACAGATTTTTTTTTTACTGACTAC
TGGCCACAATTTTTTTTTTTCTGAATTCTTTTTTTTTTTGGCCATTTTTTTTTTTTTTTTAGGACA
GATTCCAAATTTTTTTTTTGGCGTATTTTTTTTTTTTTTTGACTGAGTTTTTTTTTTACACAACTA
CCGAGTTTCTTTTTTTTTTTTTCGTTCGTTTTTTTTTTACAGTGCAGTTTTTTTTTTCCAGCCAAG
CAGCGTTGATTTTTTTTTTCGCAACTTGTTTTTTTTTTCATGAGCCTTTTTTTTTTTGACATAGCA
CTGATGTAGTTTTTTTTTTTCTCCGCTATTTTTTTTTTTTTTCTGTTTTTTTTTTTTATTAGCTAT

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

AGCGCGGGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCATATAGCG
TTTTTTTTTTTTTTTTTTTAGGCGCATGTTTTTTTTTTTTGTGGCCATTTTTTTTTTTTTTTTTTT
ATTGCCATGTTTTTTTTTTATACCGTCCTTTTTTTTTTTTTGGAATCTTTTTTTTTTGAATTCAGA
GAGGAGGGCTTTTTTTTTTCTGTATTGTTTTTTTTTTTGAAACTCGGTTTTTTTTTTAAATACGCC
TTTATATCGTTTTTTTTTTACGGGGCCATTTTTTTTTTTCAACGCTGTTTTTTTTTTCGAACGAAA
TAATATTTCTTTTTTTTTTTATGCGTAGTTTTTTTTTTCTACATCAGTTTTTTTTTTCAAGTTGCG
ATTCCCAAATTTTTTTTTTTGGCTCGCTTTTTTTTTTTTCCCGCGCTTTTTTTTTTTTAGCGGAGA
CATGGCAATTTTTTTTTTTCATGCGCCT
GCCCTCCTCTTTTTTTTTTGGACGGTAT
CGATATAAATTTTTTTTTTACAATACAG
GAAATATTATTTTTTTTTTTGGCCCCGT
TTTGGGAATTTTTTTTTTTCTACGCATA
TTTTTTTTTTTTTTTTTTTAGCGAGCCA



ml_10mer_10T

Well Name Sequence Back to overview
Al 1-1 GTTCATAGTGTTTTTTTTTTCTCTGTGAGA

B1 1-2 GCATGGGAAATTTTTTTTTTACTGCAAGCT

C1l 1-3 GCTCGGCATTTTTTTTTTTTGCTGCGTTGT

D1 1-4 CTCGGTACCATTTTTTTTTTCTCTGGTACT

E1l 1-5 GAGCCACCATTTTTTTTTTTCTGTCTCAAA

F1 1-6 ACTTAGGAAGTTTTTTTTTTTTTTTTTTTT

Gl 21 TTTTTTTTTTTTTTTTTTTTCGTGGTGGCATTTTTTTTTTCACTATGAACTTTTTTTTTTTTTTTTTTTT
H1 2-2 GCTTAAATTATTTTTTTTTTGGCGCTTGGCTTTTTTTTTTTTTCCCATGCTTTTTTTTTTTCTCACAGAG
A2 2-3 CGTGTCTAGTTTTTTTTTTTGTTCTACGGCTTTTTTTTTTAATGCCGAGCTTTTTTTTTTAGCTTGCAGT
B2 2-4 AAGTGGATCTTTTTTTTTTTTAATTTTTAGTTTTTTTTTTTGGTACCGAGTTTTTTTTTTACAACGCAGC
c2 25 GCGACTCACCTTTTTTTTTTGCTTATACCTTTTTTTTTTTATGGTGGCTCTTTTTTTTTTAGTACCAGAG
D2 26 GAACTTTTCGTTTTTTTTTTAAGCTTGTCATTTTTTTTTTCTTCCTAAGTTTTTTTTTTTTTTGAGACAG
E2 3-1 GCAGATTTTCTTTTTTTTTTCCAGTGCTTATTTTTTTTTTTAATTTAAGCTTTTTTTTTTTGCCACCACG
F2 3-2 TAGGGTGTTGTTTTTTTTTTCACTAGGTTATTTTTTTTTTACTAGACACGTTTTTTTTTTGCCAAGCGCC
G2 33 ATCGGACGGTTTTTTTTTTTTCATAATGGATTTTTTTTTTAGATCCACTTTTTTTTTTTTGCCGTAGAAC
H2 34 AAAAGGATAATTTTTTTTTTGATGCGCCAATTTTTTTTTTGGTGAGTCGCTTTTTTTTTTCTARAAAATTA
A3 3-5 CGAGAGTCCTTTTTTTTTTTGGGCGATGCATTTTTTTTTTCGAAAAGTTCTTTTTTTTTTAGGTATAAGC
B3 3-6 ATGGGGCACCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGACAAGCTT
C3 4-1 TTTTTTTTTTTTTTTTTTTTTCTTCATCTGTTTTTTTTTTGAAAATCTGCTTTTTTTTTTTTTTTTTTTT
D3 4-2 AGCTGCGCTTTTTTTTTTTTATTGCCCACCTTTTTTTTTTCAACACCCTATTTTTTTTTTTAAGCACTGG
E3 4-3 GGAGCCATCATTTTTTTTTTGCAGTTGGATTTTTTTTTTTACCGTCCGATTTTTTTTTTTTAACCTAGTG
F3 4-4 GTGTGGTTTTTTTTTTTTTTTATGTGCAGCTTTTTTTTTTTTATCCTTTTTTTTTTTTTTTCCATTATGA
G3 45 TACGCGCCCCTTTTTTTTTTGCACCACTGTTTTTTTTTTTAGGACTCTCGTTTTTTTTTTTTGGCGCATC
H3 46 CATAACTGCATTTTTTTTTTTAGATCAACATTTTTTTTTTGGTGCCCCATTTTTTTTTTTTGCATCGCCC
A4 5-1 CCAAGATGATTTTTTTTTTTCGCTGGTTAATTTTTTTTTTAAGCGCAGCTTTTTTTTTTTCAGATGAAGA
B4 5-2 CGACAGAGACTTTTTTTTTTACTCATATTGTTTTTTTTTTTGATGGCTCCTTTTTTTTTTGGTGGGCAAT
C4 5-3 CTTGTCCCAATTTTTTTTTTACAGTTTTTTTTTTTTTTTTAAAACCACACTTTTTTTTTTATCCAACTGC
D4 54 GGTTTGCCCCTTTTTTTTTTAGCTTTAGATTTTTTTTTTTGGGGCGCGTATTTTTTTTTTGCTGCACATA
E4 5-5 TAGACGACCGTTTTTTTTTTTATTCCCGAGTTTTTTTTTTTGCAGTTATGTTTTTTTTTTACAGTGGTGC
F4 5-6 TCGCACAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGTTGATCTA
G4 61 TTTTTTTTTTTTTTTTTTTTAAAATTTCGTTTTTTTTTTTATCATCTTGGTTTTTTTTTTTTTTTTTTTT
H4  6-2 TAGAGGGCCTTTTTTTTTTTGAAGGTAAGGTTTTTTTTTTGTCTCTGTCGTTTTTTTTTTTTAACCAGCG
A5 6-3 CAAAATAGGATTTTTTTTTTCATGATACTGTTTTTTTTTTTTGGGACAAGTTTTTTTTTTCAATATGAGT
B5 6-4 CTTTTTTCTGTTTTTTTTTTCGAATATCAGTTTTTTTTTTGGGGCAAACCTTTTTTTTTTAAAAAACTGT
C5 65 CTCACTGACATTTTTTTTTTTCCGATCGTGTTTTTTTTTTCGGTCGTCTATTTTTTTTTTATCTAAAGCT
D5 6-6 CAACCTCGCGTTTTTTTTTTCTGCTCGTGCTTTTTTTTTTAACTGTGCGATTTTTTTTTTCTCGGGAATA
E5 7-1 TAGCAGAATCTTTTTTTTTTACTCTCCCACTTTTTTTTTTAGGCCCTCTATTTTTTTTTTACGAAATTTT
F5 7-2 AAACATAGGGTTTTTTTTTTGTAGACCCCTTTTTTTTTTTTCCTATTTTGTTTTTTTTTTCCTTACCTTC
G5 7-3 TTTGTGACGTTTTTTTTTTTGTAGGTACGATTTTTTTTTTCAGAAAAAAGTTTTTTTTTTCAGTATCATG
H5 74 ACATACCGCCTTTTTTTTTTCTGATCGGCGTTTTTTTTTTTGTCAGTGAGTTTTTTTTTTCTGATATTCG
A6 7-5 GCTGCGTGCCTTTTTTTTTTGTGCCCGCGATTTTTTTTTTCGCGAGGTTGTTTTTTTTTTCACGATCGGA
B6 7-6 TCCTACGTACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGCACGAGCAG
C6 8-1 TTTTTTTTTTTTTTTTTTTTCTAAATATCCTTTTTTTTTTGATTCTGCTATTTTTTTTTTTTTTTTTTTT
D6 8-2 TGCCGCTCGCTTTTTTTTTTATAGCTCATTTTTTTTTTTTCCCTATGTTTTTTTTTTTTTGTGGGAGAGT
E6 8-3 GTTATGGGTCTTTTTTTTTTAAACAACACATTTTTTTTTTACGTCACAAATTTTTTTTTTAGGGGTCTAC
F6 8-4 TGAGACTGGCTTTTTTTTTTTAAACAAATGTTTTTTTTTTGGCGGTATGTTTTTTTTTTTTCGTACCTAC
G6 85 CCGCATAACATTTTTTTTTTGTCCAGACGTTTTTTTTTTTGGCACGCAGCTTTTTTTTTTCGCCGATCAG
H6  8-6 ACTCTAACAGTTTTTTTTTTCGCATTCAGGTTTTTTTTTTGTACGTAGGATTTTTTTTTTTCGCGGGCAC
A7 9-1 CTTTTCTGATTTTTTTTTTTCGACATCTCTTTTTTTTTTTGCGAGCGGCATTTTTTTTTTGGATATTTAG
B7 9-2 AGGCTAATCCTTTTTTTTTTGCTCGGACGTTTTTTTTTTTGACCCATAACTTTTTTTTTTAATGAGCTAT
c7 93 TAGGTACATGTTTTTTTTTTCACCGCATACTTTTTTTTTTGCCAGTCTCATTTTTTTTTTTGTGTTGTTT
D7 94 GGCACTAACATTTTTTTTTTTATTGCCTACTTTTTTTTTTTGTTATGCGGTTTTTTTTTTCATTTGTTTA

E7 9-5 TGCGAGGGACTTTTTTTTTTTATCTGGTCATTTTTTTTTTCTGTTAGAGTTTTTTTTTTTACGTCTGGAC



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

CCCTCAGATATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCTGAATGCG
TTTTTTTTTTTTTTTTTTTTTCCGCGAGCTTTTTTTTTTTATCAGAAAAGTTTTTTTTTTTTTTTTTTTT
CACGGTGAACTTTTTTTTTTGCTGGTCGAGTTTTTTTTTTGGATTAGCCTTTTTTTTTTTAGAGATGTCG
TGCGTCCGAATTTTTTTTTTCTCTCAAGGGTTTTTTTTTTCATGTACCTATTTTTTTTTTACGTCCGAGC
TTTGACGCATTTTTTTTTTTAAACGAAGAATTTTTTTTTTTGTTAGTGCCTTTTTTTTTTGTATGCGGTG
GCTGTAAACTTTTTTTTTTTAAAGATTCTGTTTTTTTTTTGTCCCTCGCATTTTTTTTTTGTAGGCAATA
GGTCGGCATCTTTTTTTTTTGCTACCGTTGTTTTTTTTTTTATCTGAGGGTTTTTTTTTTTGACCAGATA
GTTCACCGTGTTTTTTTTTTAGCTCGCGGA
TTCGGACGCATTTTTTTTTTCTCGACCAGC
ATGCGTCAAATTTTTTTTTTCCCTTGAGAG
AGTTTACAGCTTTTTTTTTTTTCTTCGTTT
GATGCCGACCTTTTTTTTTTCAGAATCTTT
TTTTTTTTTTTTTTTTTTTTCAACGGTAGC



mi_10T

WellPosition Name Sequence Back to overview
Al 1-1 GCCGGTGICATATTTTTTTTTTGGACCAGAG

B1 1-2 GCCTCAACGGCTTTTTTTTTTTTTAGCACGT

C1 1-3 AACAGAGAGGTATTTTTTTTTTCTCCAAAGA

D1 1-4 ACTTAGTTACCGTTTTTTTTTTGCTCGTTGA

El 1-5 GTGTAAAGCTGGITTTTTTTTTCGGTGACGC

F1 1-6 GGTTACAGATACTTTTTTTTTTITTITITITITIIIT

Gl 2-1 TTTTTTTTTTTTTTTTTTTTTGCCATTGAGCTTTTTTTTTTTATGACACCGGCTTTTTTTTTTTTTITTTTITT
H1 2-2 GAGACGGCGICTTTTTTTTTTGTICGGCGAACTTTTTTTTTTAGCCGTTGAGGCTTTTTTTTTTCTCTGGTICC
A2 2-3 CTGGGCGGATGTITTTTTTTTTTTACAGTGCGTTTTTTTTTTTACCTCTCTGTTTTTTTTTTTTACGTGCTAA
B2 2-4 TCCGATTGCTATTTTTTTTTTGACGCATTGTTTTTTTTTTTCGGTAACTAAGTTTTTTTTTTTICTTTGGAG
c2 2-5 CAACATCTGCATTTTTTTTTTGCAGCTGTAGTITTTTTTTTTCCAGCTTTACACTTTTTTTTTTTCAACGAGC
D2 2-6 ATCTGCCGCGGTTTTTTTTTTTAGTTGCTGCTTTTTTTTTTGTATCTGTAACCTTTTTTTTTTGCGTCACCG
E2 3-1 CACGGAACGGCATTTTTTTTTTTCGAACGTIGTITTTTTTTTTGACGCCGTCTCTTTTTTTTTTGCTCAATGGC
F2 3-2 TCGTCCTAGGCCTTTTTTTTTTCTGGACTTCTTTTTTTTTTCATCCGCCCAGTTTTTTTTTTGTTCGCCGAC
G2 3-3 TTCCGGATCGACTTTTTTTTTTCCTCGCCATTTTTTTTTTTTAGCAATCGGATTTTTTTTTTCGCACTGTAA
H2 3-4 TTACCTAGAAATTTTTTTTTTTACCCGATGATTTTTTTTTTTGCAGATGTTGTTTTTTTTTTACAATGCGTC
A3 3-5 GAAGCTGGCAAGTTTTTTTTTTIGTITGCTATATTTTTTTTTTCCGCGGCAGATTTTTTTTTTTCTACAGCTGC
B3 3-6 CGGGAAGATGGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTITTTTTTTTTTTTTTTTGCAGCAACTA
C3 4-1 TTTTTTTTTTTTTTTTTTTTTGGTTTCGAGATTTTTTTTTTTGCCGTTCCGTGTITTTTTTTTTTITTTITTTITT
D3 4-2 GATTAGAGCATTTTTTTTTTTAATCTCTTICTTTTTTTTTTGGCCTAGGACGATTTTTTTTTTCACGTTCGA
E3 4-3 GCTGAGGTGIGITTTTTTTTTCCGAGAAACATTTTTTTTTTGTCGATCCGGAATTTTTTTTTTGAAGTCCAG
F3 4-4 TCTAGGAAACCTTTTTTTTTTCGGATATGTIGTITTTTTTTTTATTTCTAGGTAATTTTTTTTTTATGGCGAGG
G3 4-5 CGGCAGTTTAATTTTTTTTTTGACCTGCTCTTTTTTTTTTTCTTGCCAGCTICTTTTTTTTTTTCATCGGGT
H3 4-6 GAACAAATATCTTTTTTTTTTTACACCCTATTTTTTTTTTTTCCATCTTICCCGTTTTTTTTTTTATAGCAAC
Ad 5-1 GGTCGGATCACTTTTTTTTTTTCCCGCCAACTTTTTTTTTTATGCTCTAATCTTTTTTTTTTTCTCGAAACC
B4 5-2 GAACTCGICTCCTTTTTTTTTTGCTCAGGGTTTTTTTTTTTCACACCTCAGCTTTTTTTTTTGAAAGAGATT
C4 5-3 CTAATAATAAGCTTTTTTTTTTGTIGCCTAGCTTTTTTTTTTGGTTTCCTAGATTTTTTTTTTTGTTTCTCGG
D4 5-4 TGAGCAAAGCAGTTTTTTTTTTACACAAAGGTTTTTTTTTTTTAAACTGCCGTTTTTTTTTTCACATATCCG
E4 5-5 ACCATCACCCTATTTTTTTTTTCGATTCTCATTTTTTTTTTGATATTTGTTCTTTTTTTTTTAGAGCAGGTC
F4 5-6 TAGCAAACTCAGTITTTTTTTTTITTTTTTTTTTTTTTTTTITTTTTITTTTTTITTTTTTTTTTATAGGGTGTA
G4 6-1 TTTTTTTTTTTTTTTTTTTTTCTAGCTCACCTTTTTTTTTTAGTGATCCGACCTTTTTTTTTTTTTITITTITT
H4 6-2 ACTTCACTATTTTTTTTTTTTTAAGGTGTTGTTTTTTTTTTGGAGACGAGTTCTTTTTTTTTTGTTGGCGGG
A5 6-3 ATTTAGACTAGTTTTTTTTTTTCGCCTGGATTTTTTTTTTTGCTTATTATTAGTTTTTTTTTTACCCTGAGC
B5 6-4 CAGAAAGTGAGTTTTTTTTTTGGCCTCAGGTTTTTTTTTTTICTGCTTTGCTCATTTTTTTTTTGCTAGGCAC
C5 6-5 GGTCAGGTCAATTTTTTTTTTCGGTICATCTICTTTTTTTTTTTAGGGTGATGGTTTTTTTTTTTICCTTTGTIGT
D5 6-6 AAAGCTCGGATTTTTTTTTTTTAGCGCCCGGTTTTTTTTTTCTGAGTTTGCTATTTTTTTTTTTGAGAATCG
E5 7-1 TTGCACGACCGTTTTTTTTTTTATCGICTCTTTTTTTTTTTAATAGTGAAGTTTTTTTTTTTGGTGAGCTAG
F5 7-2 ACTTACAACGCCTTTTTTTTTTTGAAATAAGTTTTTTTTTTCTAGTCTAAATTTTTTTTTTTCAACACCTTA
G5 7-3 AATAATTACCTCTTTTTTTTTTACATACGCTTTTTTTTTTTCTCACTTTCTGTTTTTTTTTTATCCAGGCGA
H5 7-4 CTGGTCATCTCATTTTTTTTTTGAATGAGAATTTTTTTTTTTTGACCTGACCTTTTTTTTTTACCTGAGGCC
A6 7-5 TAGCGTGAATGGTTTTTTTTTTATGAGACGCTTTTTTTTTTATCCGAGCTTTTTTTTTTTTTGAGATGACCG
B6 7-6 GTCACTCAAGICTTTTTTTTTTTITTITITITTITTITTTTTTITTITTITTTTITTITTTITTTTTTTCCGGGCGCTA
C6 8-1 TTTTTTTTTTTTTTTTTTTTTGGACATTCCTTTTTTTTTTTACGGTCGTGCAATTTTTTTTTTTTTTTTTITT
D6 8-2 TGCGAAGGCCGTTTTTTTTTTAAGCTGGCAGTTTTTTTTTTGGCGTTGTAAGTTTTTTTTTTTAGAGACGAT
E6 8-3 TGCAGGCGGGCTTTTTTTTTTCAAAGGATAATTTTTTTTTTGAGGTAATTATTTTTTTTTTTTCTTATTTCA
F6 8-4 GCTTCCGTTGCTTTTTTTTTTTGATGCCATTTTTTTTTTTTTGAGATGACCAGTTTTTTTTTTAGCGTATGT
G6 8-5 CAGGCGAAATCTTTTTTTTTTAGCGTTGGCTTTTTTTTTTTCCATTCACGCTATTTTTTTTTTTTICTCATIC
H6 8-6 AGCGCTGGAGGTTTTTTTTTTGCTCAATGTTTTTTTTTTTTGACTTGAGTGACTTTTTTTTTTGCGTCTCAT
A7 9-1 AATCTCCCACGCTTTTTTTTTTATTGGACCTTTTTTTTTTTCGGCCTTCGCATTTTTTTTTTAGGAATGTCC
B7 9-2 TCAGTGTATACCTTTTTTTTTTGACTGTAAATTTTTTTTTTGCCCGCCTGCATTTTTTTTTTCTGCCAGCTT
Cc7 9-3 GCCTTCGCACAGTITTITTTTTTTTGGTICTGACTTTTTTTTTTGCAACGGAAGCTTTTTTTTTTTTATCCTTTG
D7 9-4 GTICTAGGTATCCTTTTTTTTTTICTGCTGGGATTTTTTTTTTGATTTCGCCTGTTTTTTTTTTAATGGCATCA

E7 9-5 GCCGGAATTTGCTTTTTTTTTTTAGCATTTATTTTTTTTTTCCTCCAGCGCTTTTTTTTTTTAGCCAACGCT



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
Ci12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ATTACCTTTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAACATTGAGC
TTTTTTTTTTTTTTTTTTTTTCTGTCTCGTATTTTTTTTTTGCGTGGGAGATTTTTTTTTTTTTTTTTTTTT
TAGTAAACTCCTTTTTTTTTTAAGGCTACCCTTTTTTTTTTGGTATACACTGATTTTTTTTTTAGGTCCAAT
TGTAAGTCGATTTTTTTTTTTTAAACCACTGTTTTTTTTTTCTGTGCGAAGGCTTTTTTTTTTTTTACAGTC
CAGAAATATTGTTTTTTTTTTAACTGTGATTTTTTTTTTTTGGATACCTAGACTTTTTTTTTTGTCAGACCA
TGAGAGCTCTGTTTTTTTTTTATGAATTCGCTTTTTTTTTTGCAAATTCCGGCTTTTTTTTTTTCCCAGCAG
TTTCCTAGTTGTTTTTTTTTTAATATCCACGTTTTTTTTTTAATAAAGGTAATTTTTTTTTTTTAAATGCTA
GGAGTTTACTATTTTTTTTTTTACGAGACAG
ATCGACTTACATTTTTTTTTTGGGTAGCCTT
CAATATTTCTGTTTTTTTTTTCAGTGGTTTA
CAGAGCTCTCATTTTTTTTTTAATCACAGTT
CAACTAGGAAATTTTTTTTTTGCGAATTCAT
TTTTTTTTTTTTTTTTTTTTTCGTGGATATT



ml_13mer_10T
Well Name Sequence Back to overview
Al 1-1 TGAGATGACTCTTTTTTTTTTTTTAATGGGCATATC
B1 1-2 GACGACCAGGCCGTTTTTTTTTTAGTGTTGCCACTC
ci 1-3 CGGTCCCAGCGCGTTTTTTTTTTCGCAGCTGATGTG
D1 14 ATGGGCTGAGTTTTTTTTTTTTTTGTTTTGCATTGA

E1l 1-5 CCAGGGTCGGACATTTTTTTTTTGTGTAATTTCGAG

F1 1-6 CAATTCCTGATATTTTTTTTTTTTTTTTTTTTTTTT

Gl 21 TTTTTTTTTTTTTTTTTTTTTTTATTAGCTAGGCCTTTTTTTTTTTAAGAGTCATCTCATTTTTTTTTTTTTTTTTTTTTTT
H1 2-2 CCGATTTATTGGGTTTTTTTTTTATTGCAGACCACCTTTTTTTTTTCGGCCTGGTCGTCTTTTTTTTTTGATATGCCCATTA
A2 2-3 GCACGAGTACGCTTTTTTTTTTTTATGCCCTGATTCTTTTTTTTTTCGCGCTGGGACCGTTTTTTTTTTGAGTGGCAACACT
B2 2-4 AGCTCCGGGGTTCTTTTTTTTTTTAATACTCGGTTGTTTTTTTTTTAAACTCAGCCCATTTTTTTTTTTCACATCAGCTGCG
c2 25 GGTGGAGACCAGATTTTTTTTTTGGAACTTGGGTACTTTTTTTTTTTGTCCGACCCTGGTTTTTTTTTTTCAATGCAARAACA
D2 26 GTTGAACGCGACTTTTTTTTTTTCATTAGTGGCTTATTTTTTTTTTATATCAGGAATTGTTTTTTTTTTCTCGAAATTACAC
E2 3-1 ATCTCAACGTGCCTTTTTTTTTTATAGTTCTCCAAATTTTTTTTTTCCCAATAAATCGGTTTTTTTTTTAGGCCTAGCTAAT
F2 3-2 GTTTGTGCTAGGATTTTTTTTTTTAAGCACGCTTCGTTTTTTTTTTAGCGTACTCGTGCTTTTTTTTTTGGTGGTCTGCAAT
G2 33 GCGCGCTCCGTCATTTTTTTTTTCGACCTGCCGATGTTTTTTTTTTGAACCCCGGAGCTTTTTTTTTTTGAATCAGGGCATA
H2 34 CTGTATGACCGTATTTTTTTTTTAGTTGAATGACTGTTTTTTTTTTTCTGGTCTCCACCTTTTTTTTTTCAACCGAGTATTA
A3 3-5 TAAGGCAGCGACCTTTTTTTTTTTGTAACGCTAGAGTTTTTTTTTTAGTCGCGTTCAACTTTTTTTTTTGTACCCAAGTTCC
B3 3-6 GTATTTGGAATTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAAGCCACTAATG
C3 4-1 TTTTTTTTTTTTTTTTTTTTTTTATCGGAGAATGCTTTTTTTTTTTGGCACGTTGAGATTTTTTTTTTTTTTTTTTTTTTTT
D3 4-2 GAAATCATAGTAGTTTTTTTTTTAGCACCAATGTCTTTTTTTTTTTTCCTAGCACAAACTTTTTTTTTTTTTGGAGAACTAT
E3 4-3 CGTGACAGACGGATTTTTTTTTTCTTCAGTGCGTATTTTTTTTTTTTGACGGAGCGCGCTTTTTTTTTTCGAAGCGTGCTTA
F3 4-4 GGAATAATGTGGTTTTTTTTTTTTCAATTTCTCGCCTTTTTTTTTTTACGGTCATACAGTTTTTTTTTTCATCGGCAGGTCG
G3 45 AGCCACCTCCGTTTTTTTTTTTTAGCGTCGTAACATTTTTTTTTTTGGTCGCTGCCTTATTTTTTTTTTCAGTCATTCAACT
H3 46 CCTTTCACACGTTTTTTTTTTTTGGCGAAGTGACCTTTTTTTTTTTTAATTCCAAATACTTTTTTTTTTCTCTAGCGTTACA
A4 5-1 CACATCTGTGCGTTTTTTTTTTTGGCCTCATTACATTTTTTTTTTTCTACTATGATTTCTTTTTTTTTTAGCATTCTCCGAT
B4 5-2 AGGTATTGGACACTTTTTTTTTTTCGTCACAAGCCGTTTTTTTTTTTCCGTCTGTCACGTTTTTTTTT TAGACATTGGTGCT
C4 53 CCTCACGGGACTCTTTTTTTTTTGAAACTAGGTTCCTTTTTTTTTTACCACATTATTCCTTTTTTTTTTATACGCACTGAAG
D4 54 GTCAGCGCATGTATTTTTTTTTTAGGTAATTAATGGTTTTTTTTTTAACGGAGGTGGCTTTTTTTTTTTGGCGAGAAATTGA
E4 5-5 TTATTACCTCAGTTTTTTTTTTTTTTGGTTGGTACATTTTTTTTTTAACGTGTGAAAGGTTTTTTTTTTATGTTACGACGCT
F4 5-6 GAACGTCCCGCGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAGGTCACTTCGCC
G4 61 TTTTTTTTTTTTTTTTTTTTTTTAGTTGAACCGGGTTTTTTTTTTTACGCACAGATGTGTTTTTTTTTTTTTTTTTTTTTTT
H4  6-2 CACCGGAAACATGTTTTTTTTTTAAATCACTGATTCTTTTTTTTTTGTGTCCAATACCTTTTTTTTTTTATGTAATGAGGCC
A5 6-3 CGGCATCAAGCGGTTTTTTTTTTGTCGTAGTCCTATTTTTTTTTTTGAGTCCCGTGAGGTTTTTTTTTTCGGCTTGTGACGA
B5 6-4 TCGGTTAACTTGCTTTTTTTTTTGGCGAAACGAACATTTTTTTTTTTACATGCGCTGACTTTTTTTTTTGGAACCTAGTTTC
C5 65 GTCCAGTAAACGTTTTTTTTTTTTAAGAGACCACGATTTTTTTTTTACTGAGGTAATAATTTTTTTTTTCCATTAATTACCT
D5 6-6 TCCAAGGCTCGAGTTTTTTTTTTACCCGATTACCTGTTTTTTTTTTTCGCGGGACGTTCTTTTTTTTTTTGTACCAACCAAA
E5 7-1 TTGTTCTCGGATCTTTTTTTTTTCTACTGAATTATATTTTTTTTTTCATGTTTCCGGTGTTTTTTTTTTACCCGGTTCAACT
F5 7-2 TATCGCGCCCCTCTTTTTTTTTTGCGCAAGCTCACGTTTTTTTTTTCCGCTTGATGCCGTTTTTTTTTTGAATCAGTGATTT
G5 7-3 TTGGGGCCAAGCGTTTTTTTTTTGTGCGCGGTGTCCTTTTTTTTTTGCAAGTTAACCGATTTTTTTTTTATAGGACTACGAC
H5 74 CGGTTATGAACCTTTTTTTTTTTTGCGATCTTGTCATTTTTTTTTTACGTTTACTGGACTTTTTTTTTTTGTTCGTTTCGCC
A6 7-5 AAAGGCGTACGACTTTTTTTTTTATGAACGTCGATTTTTTTTTTTTCTCGAGCCTTGGATTTTTTTTTTTCGTGGTCTCTTA
B6 7-6 CTACTCGAGCGGGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCAGGTAATCGGGT
C6 8-1 TTTTTTTTTTTTTTTTTTTTTTTCCTGTACTTCGGATTTTTTTTTTGATCCGAGAACAATTTTTTTTTTTTTTTTTTTTTTT
D6 8-2 CTCCCTGTATTTGTTTTTTTTTTTAGCTTTCTTCAGTTTTTTTTTTGAGGGGCGCGATATTTTTTTTTTTATAATTCAGTAG
E6 8-3 CTGTCAGAACGGGTTTTTTTTTTGTACCGTCTGCGTTTTTTTTTTTCGCTTGGCCCCAATTTTTTTTTTCGTGAGCTTGCGC
F6 8-4 CAGCCGACTGAAATTTTTTTTTTACGCATGCTTTATTTTTTTTTTTAGGTTCATAACCGTTTTTTTTTTGGACACCGCGCAC
G6 85 ATCACTGTTCCTCTTTTTTTTTTTGACACCTCGGACTTTTTTTTTTGTCGTACGCCTTTTTTTTTTTTTTGACAAGATCGCA
H6  8-6 CGCGCGAATTTGTTTTTTTTTTTTAGAATATCATTGTTTTTTTTTTCCCGCTCGAGTAGTTTTTTTTTTAATCGACGTTCAT
A7 9-1 GGCGAATGGCGAATTTTTTTTTTCTGTTCAACCCTTTTTTTTTTTTCAAATACAGGGAGTTTTTTTTTTTCCGAAGTACAGG
B7 9-2 AGATCACGCTCGCTTTTTTTTTTCTTTCGATGCAAATTTTTTTTTTCCCGTTCTGACAGTTTTTTTTTTCTGAAGAAAGCTA
c7 93 CCTTCACGGGCGCTTTTTTTTTTCCCACAAGGACGGTTTTTTTTTTTTTCAGTCGGCTGTTTTTTTTTTACGCAGACGGTAC
D7 94 TGCGGACCCCCATTTTTTTTTTTGACGGTCGAGTGTTTTTTTTTTTGAGGAACAGTGATTTTTTTTTTTATAAAGCATGCGT

E7 9-5 TTGCTGCAGTGATTTTTTTTTTTGCAACTCCCCTAATTTTTTTTTTACAAATTCGCGCGTTTTTTTTTTGTCCGAGGTGTCA



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

AAGCTGTAGTGGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCAATGATATTCTA
TTTTTTTTTTTTTTTTTTTTTTTTAAATACGTCAGATTTTTTTTTTTTCGCCATTCGCCTTTTTTTTTTTTTTTTTTTTTTT
ATGGATGGTATTGTTTTTTTTTTCTACTTTCGGACGTTTTTTTTTTGCGAGCGTGATCTTTTTTTTTTTAAGGGTTGAACAG
ATGTAAATTATGTTTTTTTTTTTTAAAATTCACAAGTTTTTTTTTTGCGCCCGTGAAGGTTTTTTTTTTTTTGCATCGAAAG
TTTTCGTAAATAGTTTTTTTTTTCCCATGTTGATTCTTTTTTTTTTATGGGGGTCCGCATTTTTTTTTTCCGTCCTTGTGGG
CTTAATGTATCCATTTTTTTTTTTCGTACATGATATTTTTTTTTTTATCACTGCAGCAATTTTTTTTTTACACTCGACCGTC
GTCTCTTCGATCGTTTTTTTTTTCCATCCCAGATGGTTTTTTTTTTACCACTACAGCTTTTTTTTTTTTTTAGGGGAGTTGC
CAATACCATCCATTTTTTTTTTTTCTGACGTATTTA
ACATAATTTACATTTTTTTTTTTCGTCCGAAAGTAG
CTATTTACGAAAATTTTTTTTTTCTTGTGAATTTTA
TGGATACATTAAGTTTTTTTTTTGAATCAACATGGG
CGATCGAAGAGACTTTTTTTTTTATATCATGTACGA
TTTTTTTTTTTTTTTTTTTTTTTCCATCTGGGATGG



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name

1-1
1-2
1-3
1-4
1-5
1-6
2-1
2-2
2-3
2-4
2-5
2-6
3-1
3-2
3-3
3-4
3-5
3-6
41
4-2
4-3
4-4
45
46
5-1
5-2

6-4
6-5
6-6
7-1
7-2
7-3
7-4
7-5
7-6
8-1
8-2
8-3
8-4

ml_9mer

Sequence

AGAGCAATGAAGCTTGGA
CCCTGCGGAGTTAATTCA
TCCATAACCCACGCCGCA
GAACTGTCCCTAACCGGT
TTGAGCTCGAACATGGCC
GTCCCAGACTTTTTTTTT
TTTTTTTTTGCGTAGCATCATTGCTCTTTTTTTTTT
ACCTCAAGCGAAATTTTTTCCGCAGGGTCCAAGCTT
AGTCCTAGACCTTGGGCCGGTTATGGATGAATTAAC
TCTAGGAATCAGTCACCTGGACAGTTCTGCGGCGTG
TTCCCTTAAGCACATTGGCGAGCTCAAACCGGTTAG
GCATTGTATAAGCTTCGTGTCTGGGACGGCCATGTT
AGTTCGGGACGCTGGGTAGCTTGAGGTATGCTACGC
CTGATTTCTTCCCTCGCGTCTAGGACTARAAATTTC
GTGAATGACGACCGCGCGATTCCTAGAGGCCCAAGG
AGACTTAACGAGCTGGACTTAAGGGAAAGGTGACTG
TCTCCAGGCTTCGGGTCTATACAATGCCCAATGTGC
TCTAGGGCCTTTTTTTTTTTTTTTTTTACGAAGCTT
TTTTTTTTTTGTCGAGTGTCCCGAACTTTTTTTTTT
CGTACGTGCTTTCACGCGAGAAATCAGTACCCAGCG
CCATACTTTAGGAGCGGAGTCATTCACCGCGAGGGA
CGAGGGTTACTGCAGTTCGTTAAGTCTCGCGCGGTC
ACCGAGATGGACCAGCTGGCCTGGAGAGTCCAGCTC
CGCTCCTCCGGACTGTTTGGCCCTAGAAGACCCGAA
GCAATTAGTGATACCCGAGCACGTACGCACTCGACA
TCATCACACAATGTCTCCAAAGTATGGCGCGTGAAA
CCCCACATTTCATCTGGATAACCCTCGTCCGCTCCT
AGGGCTATTTGTGAAGCCCATCTCGGTGAACTGCAG
AGATCAGCGCGCCGATTAGGAGGAGCGCAGCTGGTC
ATAGTATCGTTTTTTTTTTTTTTTTTTAAACAGTCC
TTTTTTTTTTGCAGTGCTACTAATTGCTTTTTTTTT
GGTGCACGGCTTAGCCGAGTGTGATGATCGGGTATC
CCTTTGCTAGTATTAGGTAATGTGGGGGGAGACATT
AGTTCTTCGCTAACCTGAAATAGCCCTTCCAGATGA
TGTGCCCCTGCCATCGCGCGCTGATCTGGCTTCACA
CATGTCCAACAAGGGGACCGATACTATTAATCGGCG
TGCTTAGCAAGCTGTTGACCGTGCACCAGCACTGCA
CGTTTTTTTATCTGGCAGTAGCAAAGGTCGGCTAAG
GCGGGGAAAGCTCTTATACGAAGAACTACCTAATAC
ACAGTTGGCAGATTCTTCAGGGGCACATCAGGTTAG
CGCAACTCTGTAGTCAGTTTGGACATGCGCGATGGC
TCTGTGACTTTTTTTTTTTTTTTTTTTGTCCCCTTG
TTTTTTTTTTGTCCTAAATGCTAAGCATTTTTTTTT
AAATGGCCATAGTTGTGTAAAAAAACGTCAACAGCT
CTCAGTCAACTTGGCTGGTTTCCCCGCCTGCCAGAT
CTGCACTGTTGCTATGTCGCCAACTGTTATAAGAGC
AGGCTCATGATAGCTAATAGAGTTGCGGAAGAATCT
AACAGAAAACGCTATATGAGTCACAGAACTGACTAC
TGGCCACAATCTGAATTCTGGCCATTTTTTAGGACA
GATTCCAAAGGCGTATTTTTGACTGAGACACAACTA
CCGAGTTTCTTTCGTTCGACAGTGCAGCCAGCCAAG
CAGCGTTGACGCAACTTGCATGAGCCTGACATAGCA
CTGATGTAGTCTCCGCTATTTTCTGTTATTAGCTAT

Back to overview
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G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
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H9
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Bl1
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F11
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G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

AGCGCGGGATTTTTTTTTTTTTTTTTTCATATAGCG
TTTTTTTTTAGGCGCATGTTGTGGCCATTTTTTTTT
ATTGCCATGATACCGTCCTTTGGAATCGAATTCAGA
GAGGAGGGCCTGTATTGTGAAACTCGGAAATACGCC
TTTATATCGACGGGGCCATCAACGCTGCGAACGAAA
TAATATTTCTATGCGTAGCTACATCAGCAAGTTGCG
ATTCCCAAATGGCTCGCTTCCCGCGCTTAGCGGAGA
CATGGCAATCATGCGCCT
GCCCTCCTCGGACGGTAT
CGATATAAAACAATACAG
GAAATATTATGGCCCCGT
TTTGGGAATCTACGCATA
TTTTTTTTTAGCGAGCCA



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name

1-1
1-2
1-3
1-4
1-5
1-6
2-1
2-2
2-3
2-4
2-5
2-6
3-1
3-2
3-3
3-4
3-5
3-6
41
4-2
4-3
4-4
45
46
5-1
5-2

6-4
6-5
6-6
7-1
7-2
7-3
7-4
7-5
7-6
8-1
8-2
8-3
8-4

ml

Sequence

GCCGGTGTCATAGGACCAGAG
GCCTCAACGGCTTTAGCACGT
AACAGAGAGGTACTCCAAAGA
ACTTAGTTACCGGCTCGTTGA
GTGTAAAGCTGGCGGTGACGC
GGTTACAGATACTTTTTTTTT
TTTTTTTTTTTGCCATTGAGCTATGACACCGGCTTTTTTTTT
GAGACGGCGTCGTCGGCGAACAGCCGTTGAGGCCTCTGGTCC
CTGGGCGGATGTTACAGTGCGTACCTCTCTGTTACGTGCTAA
TCCGATTGCTAGACGCATTGTCGGTAACTAAGTTCTTTGGAG
CAACATCTGCAGCAGCTGTAGCCAGCTTTACACTCAACGAGC
ATCTGCCGCGGTAGTTGCTGCGTATCTGTAACCGCGTCACCG
CACGGAACGGCATCGAACGTGGACGCCGTCTCGCTCAATGGC
TCGTCCTAGGCCCTGGACTTCCATCCGCCCAGGTTCGCCGAC
TTCCGGATCGACCCTCGCCATTAGCAATCGGACGCACTGTAA
TTACCTAGAAATACCCGATGATGCAGATGTTGACAATGCGTC
GAAGCTGGCAAGGTTGCTATACCGCGGCAGATCTACAGCTGC
CGGGAAGATGGATTTTTTTTTTTTTTTTTTTTGCAGCAACTA
TTTTTTTTTTTGGTTTCGAGATGCCGTTCCGTGTTTTTTTTT
GATTAGAGCATAATCTCTTTCGGCCTAGGACGACACGTTCGA
GCTGAGGTGTGCCGAGAAACAGTCGATCCGGAAGAAGTCCAG
TCTAGGAAACCCGGATATGTGATTTCTAGGTAAATGGCGAGG
CGGCAGTTTAAGACCTGCTCTCTTGCCAGCTTCTCATCGGGT
GAACAAATATCTACACCCTATTCCATCTTCCCGTATAGCAAC
GGTCGGATCACTCCCGCCAACATGCTCTAATCTCTCGAAACC
GAACTCGTCTCCGCTCAGGGTCACACCTCAGCGAAAGAGATT
CTAATAATAAGCGTGCCTAGCGGTTTCCTAGATGTTTCTCGG
TGAGCAAAGCAGACACAAAGGTTAAACTGCCGCACATATCCG
ACCATCACCCTACGATTCTCAGATATTTGTTCAGAGCAGGTC
TAGCAAACTCAGTTTTTTTTTTTTTTTTTTTTATAGGGTGTA
TTTTTTTTTTTCTAGCTCACCAGTGATCCGACCTTTTTTTTT
ACTTCACTATTTAAGGTGTTGGGAGACGAGTTCGTTGGCGGG
ATTTAGACTAGTCGCCTGGATGCTTATTATTAGACCCTGAGC
CAGAAAGTGAGGGCCTCAGGTCTGCTTTGCTCAGCTAGGCAC
GGTCAGGTCAACGGTCATCTCTAGGGTGATGGTCCTTTGTGT
AAAGCTCGGATTAGCGCCCGGCTGAGTTTGCTATGAGAATCG
TTGCACGACCGTATCGTCTCTAATAGTGAAGTGGTGAGCTAG
ACTTACAACGCCTGAAATAAGCTAGTCTAAATCAACACCTTA
AATAATTACCTCACATACGCTCTCACTTTCTGATCCAGGCGA
CTGGTCATCTCAGAATGAGAATTGACCTGACCACCTGAGGCC
TAGCGTGAATGGATGAGACGCATCCGAGCTTTGAGATGACCG
GTCACTCAAGICTTTTTTTTTTTTTTTTTTTTCCGGGCGCTA
TTTTTTTTTTTGGACATTCCTACGGTCGTGCAATTTTTTTTT
TGCGAAGGCCGAAGCTGGCAGGGCGTTGTAAGTAGAGACGAT
TGCAGGCGGGCCAAAGGATAAGAGGTAATTATTCTTATTTCA
GCTTCCGTTGCTGATGCCATTTGAGATGACCAGAGCGTATGT
CAGGCGAAATCAGCGTTGGCTCCATTCACGCTATTCTCATTC
AGCGCTGGAGGGCTCAATGTTGACTTGAGTGACGCGTCTCAT
AATCTCCCACGCATTGGACCTCGGCCTTCGCAAGGAATGTCC
TCAGTGTATACCGACTGTAAAGCCCGCCTGCACTGCCAGCTT
GCCTTCGCACAGTGGTCTGACGCAACGGAAGCTTATCCTTTG
GTCTAGGTATCCCTGCTGGGAGATTTCGCCTGAATGGCATCA
GCCGGAATTTGCTAGCATTTACCTCCAGCGCTAGCCAACGCT

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ATTACCTTTATTTTTTTTTTTTTTTTTTTTTTAACATTGAGC
TTTTTTTTTTTCTGTCTCGTAGCGTGGGAGATTTTTTTTTTT
TAGTAAACTCCAAGGCTACCCGGTATACACTGAAGGTCCAAT
TGTAAGTCGATTAAACCACTGCTGTGCGAAGGCTTTACAGTC
CAGAAATATTGAACTGTGATTGGATACCTAGACGTCAGACCA
TGAGAGCTCTGATGAATTCGCGCAAATTCCGGCTCCCAGCAG
TTTCCTAGTTGAATATCCACGAATAAAGGTAATTAAATGCTA
GGAGTTTACTATACGAGACAG
ATCGACTTACAGGGTAGCCTT
CAATATTTCTGCAGTGGTTTA
CAGAGCTCTCAAATCACAGTT
CAACTAGGAAAGCGAATTCAT
TTTTTTTTTTTCGTGGATATT



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name

1-1
1-2
1-3
1-4
1-5
1-6
2-1
2-2
2-3
2-4
2-5
2-6
3-1
3-2
3-3
3-4
3-5
3-6
41
4-2
4-3
4-4
45
4-6
5-1
5-2

7-1
7-2
7-3
7-4
7-5
7-6
8-1
8-2
8-3
8-4
8-5
8-6
9-1
9-2
9-3
9-4

ml_13mer

Sequence

TGAGATGACTCTTTAATGGGCATATC
GACGACCAGGCCGAGTGTTGCCACTC
CGGTCCCAGCGCGCGCAGCTGATGTG
ATGGGCTGAGTTTTGTTTTGCATTGA
CCAGGGTCGGACAGTGTAATTTCGAG
CAATTCCTGATATTTTTTTTTTTTTT
TTTTTTTTTTTTTATTAGCTAGGCCTAAGAGTCATCTCATTTTTTTTTTTTT
CCGATTTATTGGGATTGCAGACCACCCGGCCTGGTCGTCGATATGCCCATTA
GCACGAGTACGCTTATGCCCTGATTCCGCGCTGGGACCGGAGTGGCAACACT
AGCTCCGGGGTTCTAATACTCGGTTGAAACTCAGCCCATCACATCAGCTGCG
GGTGGAGACCAGAGGAACTTGGGTACTGTCCGACCCTGGTCAATGCAAAACA
GTTGAACGCGACTCATTAGTGGCTTAATATCAGGAATTGCTCGAAATTACAC
ATCTCAACGTGCCATAGTTCTCCAAACCCAATAAATCGGAGGCCTAGCTAAT
GTTTGTGCTAGGATAAGCACGCTTCGAGCGTACTCGTGCGGTGGTCTGCAAT
GCGCGCTCCGTCACGACCTGCCGATGGAACCCCGGAGCTGAATCAGGGCATA
CTGTATGACCGTAAGTTGAATGACTGTCTGGTCTCCACCCAACCGAGTATTA
TAAGGCAGCGACCTGTAACGCTAGAGAGTCGCGTTCAACGTACCCAAGTTCC
GTATTTGGAATTATTTTTTTTTTTTTTTTTTTTTTTTTTTAAGCCACTAATG
TTTTTTTTTTTTTATCGGAGAATGCTGGCACGTTGAGATTTTTTTTTTTTTT
GAAATCATAGTAGAGCACCAATGTCTTCCTAGCACAAACTTTGGAGAACTAT
CGTGACAGACGGACTTCAGTGCGTATTGACGGAGCGCGCCGAAGCGTGCTTA
GGAATAATGTGGTTCAATTTCTCGCCTACGGTCATACAGCATCGGCAGGTCG
AGCCACCTCCGTTAGCGTCGTAACATGGTCGCTGCCTTACAGTCATTCAACT
CCTTTCACACGTTGGCGAAGTGACCTTAATTCCAAATACCTCTAGCGTTACA
CACATCTGTGCGTGGCCTCATTACATCTACTATGATTTCAGCATTCTCCGAT
AGGTATTGGACACTCGTCACAAGCCGTCCGTCTGTCACGAGACATTGGTGCT
CCTCACGGGACTCGAAACTAGGTTCCACCACATTATTCCATACGCACTGAAG
GTCAGCGCATGTAAGGTAATTAATGGAACGGAGGTGGCTGGCGAGAAATTGA
TTATTACCTCAGTTTTGGTTGGTACAAACGTGTGAARAGGATGTTACGACGCT
GAACGTCCCGCGATTTTTTTTTTTTTTTTTTTTTTTTTTAGGTCACTTCGCC
TTTTTTTTTTTTTAGTTGAACCGGGTACGCACAGATGTGTTTTTTTTTTTTT
CACCGGAAACATGAAATCACTGATTCGTGTCCAATACCTATGTAATGAGGCC
CGGCATCAAGCGGGTCGTAGTCCTATGAGTCCCGTGAGGCGGCTTGTGACGA
TCGGTTAACTTGCGGCGAAACGAACATACATGCGCTGACGGAACCTAGTTTC
GTCCAGTAAACGTTAAGAGACCACGAACTGAGGTAATAACCATTAATTACCT
TCCAAGGCTCGAGACCCGATTACCTGTCGCGGGACGTTCTGTACCAACCAAA
TTGTTCTCGGATCCTACTGAATTATACATGTTTCCGGTGACCCGGTTCAACT
TATCGCGCCCCTCGCGCAAGCTCACGCCGCTTGATGCCGGAATCAGTGATTT
TTGGGGCCAAGCGGTGCGCGGTGTCCGCAAGTTAACCGAATAGGACTACGAC
CGGTTATGAACCTTGCGATCTTGTCAACGTTTACTGGACTGTTCGTTTCGCC
AAAGGCGTACGACATGAACGTCGATTCTCGAGCCTTGGATCGTGGTCTCTTA
CTACTCGAGCGGGTTTTTTTTTTTTTTTTTTTTTTTTTTCAGGTAATCGGGT
TTTTTTTTTTTTTCCTGTACTTCGGAGATCCGAGAACAATTTTTTTTTTTTT
CTCCCTGTATTTGTAGCTTTCTTCAGGAGGGGCGCGATATATAATTCAGTAG
CTGTCAGAACGGGGTACCGTCTGCGTCGCTTGGCCCCAACGTGAGCTTGCGC
CAGCCGACTGAAAACGCATGCTTTATAGGTTCATAACCGGGACACCGCGCAC
ATCACTGTTCCTCTGACACCTCGGACGTCGTACGCCTTTTGACAAGATCGCA
CGCGCGAATTTGTTAGAATATCATTGCCCGCTCGAGTAGAATCGACGTTCAT
GGCGAATGGCGAACTGTTCAACCCTTCAAATACAGGGAGTCCGAAGTACAGG
AGATCACGCTCGCCTTTCGATGCAAACCCGTTCTGACAGCTGAAGAAAGCTA
CCTTCACGGGCGCCCCACAAGGACGGTTTCAGTCGGCTGACGCAGACGGTAC
TGCGGACCCCCATGACGGTCGAGTGTGAGGAACAGTGATATAAAGCATGCGT
TTGCTGCAGTGATGCAACTCCCCTAAACAAATTCGCGCGGTCCGAGGTGTCA

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

AAGCTGTAGTGGTTTTTTTTTTTTTTTTTTTTTTTTTTTCAATGATATTCTA
TTTTTTTTTTTTTTAAATACGTCAGATTCGCCATTCGCCTTTTTTTTTTTTT
ATGGATGGTATTGCTACTTTCGGACGGCGAGCGTGATCTAAGGGTTGAACAG
ATGTAAATTATGTTAAAATTCACAAGGCGCCCGTGAAGGTTTGCATCGAAAG
TTTTCGTAAATAGCCCATGTTGATTCATGGGGGTCCGCACCGTCCTTGTGGG
CTTAATGTATCCATCGTACATGATATATCACTGCAGCAAACACTCGACCGTC
GTCTCTTCGATCGCCATCCCAGATGGACCACTACAGCTTTTAGGGGAGTTGC
CAATACCATCCATTCTGACGTATTTA
ACATAATTTACATCGTCCGAAAGTAG
CTATTTACGAAAACTTGTGAATTTTA
TGGATACATTAAGGAATCAACATGGG
CGATCGAAGAGACATATCATGTACGA
TTTTTTTTTTTTTCCATCTGGGATGG



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

ml_16mer

Sequence

CGGAAAACACGAACACTTAAAAGGCAGCTTCG
TTGTGACTACAGCGTCCTGGTAAAATGACTCC
TCTCGAATTGTATTCAAGCATGTCCGACTGAT
ACCAGCTAGTTGATGACAGACCGAAGCAAGAA
CAACTTAATGCTAGGAACCTTAATTCTTAGTG
TCTGCGAGTATTCCTGTTTTTTTTTTTTTTTT
TTTTTTTTTTTTTTTTTGAGGCTCCTGATGGCGTGTTCGTGTTTTCCGTTTTTTTTTTTTTTTT
ATGTCGGGGGTCCCGCCGTGTCGATTCAATTAGACGCTGTAGTCACAACGAAGCTGCCTTTTAA
TTCCCTTCGAGACACCTAGCTCAGTCAATGTGTGAATACAATTCGAGAGGAGTCATTTTACCAG
TGATACCCATAATGATAGTACTTACTTCAGCATCATCAACTAGCTGGTATCAGTCGGACATGCT
TAACAGAGGAGCCATCGAAGCCTCCCTACAGCTCCTAGCATTAAGTTGTTCTTGCTTCGGTCTG
TCGGGTCTATGCAGTGTGCCCGCTGATCGTGACAGGAATACTCGCAGACACTAAGAATTAAGGT
GCCAAGCCGCATTTTCTCTCCCCATAAGTTTCGCGGGACCCCCGACATGCCATCAGGAGCCTCA
TCTCTCGTCGGTCTTGTCAGGCGCCATAGAGTGGTGTCTCGAAGGGAATAATTGAATCGACACG
CCCAGGGTGATTACTCGGATGCCACATTCTCCATCATTATGGGTATCACACATTGACTGAGCTA
TGACATCAAAGCGAGGCTCAGGAGGCGTGACGGATGGCTCCTCTGTTATGCTGAAGTAAGTACT
ATGCACGACTTCAATGCGCTCGTCTTAAAGGCCACTGCATAGACCCGAGCTGTAGGGAGGCTTC
CTTTCACATACAGIGTITTTTTTTTTTTTTTTTTITTTTTTTTTTTTTTTTCACGATCAGCGGGCA
TTTTTTTTTTTTTTTTATCTAGTATAACAAGGGAAAATGCGGCTTGGCTTTTTTTTTTTTTTTT
ATCTGAGTACAACGTGTGAAGGCTTGCAGAATCAAGACCGACGAGAGAGAAACTTATGGGGAGA
AGTGGGGTTTGCATGATTATATTCCTATGCCCGAGTAATCACCCTGGGACTCTATGGCGCCTGA
CCTACGAACTTGTCGATGAGACTCTCGAGCAACCTCGCTTTGATGTCAGGAGAATGTGGCATCC
GTCTGCAGCGAGTGCAATTAATCGAACCGGAGCATTGAAGTCGTGCATCGTCACGCCTCCTGAG
GAATTGATCGATTTTCTTGTGGTAGAACGACGACACTGTATGTGAAAGGCCTTTAAGACGAGCG
CTACTGGGAAGTTGATACGTAACCCCCAATCTCACGTTGTACTCAGATCCTTGTTATACTAGAT
GGACGGTAAGATCCTGTTCCTAATTACCTATCTCATGCAAACCCCACTATTCTGCAAGCCTTCA
GCTACGAATCAGAGCAGTAACAGGACCCATTCTCGACAAGTTCGTAGGGGGCATAGGAATATAA
TGCGCAGGCGTACAGAGGCATAGCCCGTTCATTGCACTCGCTGCAGACTTGCTCGAGAGTCTCA
ATGTACAGTGAATTTGGCTCTTACAAGTGTTTGAAAATCGATCAATTCCTCCGGTTCGATTAAT
GGCAAGCACGGTTTCATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCGTCGTTCTACCACAA
TTTTTTTTTTTTTTTTTGCGAACATTATCTTTATCAACTTCCCAGTAGTTTTTTTTTTTTTTTT
CTTCTAGGTCTACTAAACTACGCAAGATGTCCCAGGATCTTACCGTCCAGATTGGGGGTTACGT
CGTTAAAGCGCGGCTCTGCTCGTTTGGTCCACTGCTCTGATTCGTAGCGATAGGTAATTAGGAA
CCTCACAACAAGCTGTGTCTAAGCTACCAGTATCTGTACGCCTGCGCAGAATGGGTCCTGTTAC
TCGCCACACCTATGTCTTTGGGTCGACATTAACAAATTCACTGTACATATGAACGGGCTATGCC
ACTCAGGCCTCACAGCTCTTGGCGGCGGGGAGTGAAACCGTGCTTGCCAAACACTTGTAAGAGC
GGCTGCTTCGTCGGATAGATATGTCGCCAGCTTTAGTAGACCTAGAAGAAAGATAATGTTCGCA
ATGTCTAGTCTGAAGGCCATGGGCGCTCCTGCGAGCCGCGCTTTAACGGGACATCTTGCGTAGT
CGAACGATGGGGTACCGATAGCGTTTTTTGCGACAGCTTGTTGTGAGGGTGGACCAAACGAGCA
TGAGGTCCCATAACCGCCCAGCAATATAGTTGGACATAGGTGTGGCGATACTGGTAGCTTAGAC
AGCCCACACTCAACCACCCGTGCTATAGGTTTGCTGTGAGGCCTGAGTTTAATGTCGACCCAAA
AATCTCCCTCCGTGACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCTCCCCGCCGCCAAGA
TTTTTTTTTTTTTTTTGCCGAAGGCTAGAACAATCCGACGAAGCAGCCTTTTTTTTTTTTTTTT
GTAGTCCCCAGCTGAARATTGATGGCCCCTACCCCTTCAGACTAGACATAGCTGGCGACATATCT
TTTCAGCGCCCGAAATATCCTCGGCACTTTCAGGTACCCCATCGTTCGGCAGGAGCGCCCATGG
AGGACTCGTTGTTACGATCTGCTGCGATTCTGCGGTTATGGGACCTCACGCAAAAAACGCTATC
ACTGCCGTTGCACCTCAGCCTTTCGTCCTCGGTGGTTGAGTGTGGGCTCAACTATATTGCTGGG
TTTATGGTGTTGATTTACCCCCCCTTATCCTGGTCACGGAGGGAGATTAAACCTATAGCACGGG
AGTTGTTTGCAGCGTATAATAATTACGCTGTCTTCAGCTGGGGACTACTGTTCTAGCCTTCGGC
CTATCGACTTTTATTTCTAACCTGTCCGTACCATTTCGGGCGCTGAAAGGTAGGGGCCATCAAT
CGATTATTAATCACTAGCCTGACCGGGCCAGTCGTAACAACGAGTCCTTGAAAGTGCCGAGGAT
TGACATAACCCAGGACTATCACCTTCTACACTGAGGTGCAACGGCAGTCAGAATCGCAGCAGAT
ATCTATGTCGTGGCGCGCGGTGATGTATAGCAAAATCAACACCATAAACCGAGGACGAAAGGCT

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

TACTTGACCCTCAAATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCAGGATAAGGGGGGGT
TTTTTTTTTTTTTTTTACATGGACCTGCAACCTACGCTGCAAACAACTTTTTTTTTTTTTTTTT
TTGCTCATAGTTTAAGGCTGATTACGAGCATCAAATAAAAGTCGATAGGACAGCGTAATTATTA
CGCGTCCGCATTAGACAGGGATACATGGTTGGTAGTGATTAATAATCGGGTACGGACAGGTTAG
TCGAGTAGCGGTAGTGGGTTCTCACGGGAGAGGTCCTGGGTTATGTCAACTGGCCCGGTCAGGC
CATTGGACTGCCTTGGTATGTGTGTATTAGTCGCGCCACGACATAGATAGTGTAGAAGGTGATA
CGGATCATCTGAATTAACCGACCTGACGTCCTATTTGAGGGTCAAGTATGCTATACATCACCGC
CTTAAACTATGAGCAAGGTTGCAGGTCCATGT
GTCTAATGCGGACGCGGATGCTCGTAATCAGC
CACTACCGCTACTCGACCAACCATGTATCCCT
CCAAGGCAGTCCAATGCTCTCCCGTGAGAACC
TAATTCAGATGATCCGGACTAATACACACATA
TTTTTTTTTTTTTTTTAGGACGTCAGGTCGGT



ml_19mer
Well Name Sequence Back to overview
Al 1-1 AAGGCGAAGATGGAGGCTTCTGGTGTCGGAAAGTAAAT
B1 1-2 TTGTAACGTCGATTTGGACCGGGCGCAAGCGCTATGAG
C1l 1-3 ACTGCCGCCTAAGGGGAGCGCTTATCAAATCTCTCGGG
D1 14 CCACCGTCCTTCTAAGGCTTAAGTGGTCAAACATTGAG

E1l 1-5 AATTAGGCAGTTGACCCGAAACTTCACAGTATTCTTGG
F1 1-6 TGGCAAGATATAGATCGTATTTTTTTTTTTTTTTTTTT
Gl 2-1 TTTTTTTTTTTTTTTTTTTACGGTTAATGCAAACGGAGAAGCCTCCATCTTCGCCTTTTTTTTTTTTTTTTTTTTT
H1 2-2 AACATACCCCATCACATAAACGAACGGTGGACAGCCCTGTCCAAATCGACGTTACAAATTTACTTTCCGACACCAG

A2 2-3 ACGGTATTGACAAAAGTCCCTGCGGACAAATAGATAGTGCTCCCCTTAGGCGGCAGTCTCATAGCGCTTGCGCCCG
B2 2-4 CAGATCTTAGGTCAGCGCTAGGCCACGAAGCAGTCCTAAGCCTTAGAAGGACGGTGGCCCGAGAGATTTGATAAGC

c2 25 AAGTTGCCTCACAGAGTACTCTAACGTACTTATGGGTATCGGGTCAACTGCCTAATTCTCAATGTTTGACCACTTA
D2 26 TCAAACGTGCCTTCACATATCAATAGGGGTGAATAAGCTACGATCTATATCTTGCCACCAAGAATACTGTGAAGTT
E2 3-1 CCTATACCTGAGATTTCTGGCTGGCTGATCTATCACTTTTATGTGATGGGGTATGTTCTCCGTTTGCATTAACCGT
F2 3-2 CAAAAGCTGGTTTGGCCACGCAACCGAAACGCGGACAGGGACTTTTGTCAATACCGTAGGGCTGTCCACCGTTCGT
G2 33 TACTTAGGGCTCGTTAATAGAACATCAAGAGGAGAACTAGCGCTGACCTAAGATCTGACTATCTATTTGTCCGCAG
H2 3-4 GGCACAGCACCCGTACTGGGATCGGGATCTATGACGCTGTACTCTGTGAGGCAACTTTAGGACTGCTTCGTGGCCT
A3 3-5 GGTACGCAGGAAGTAGCAAGTACGCGCGCATCGTGCGGTATGTGAAGGCACGTTTGATACCCATAAGTACGTTAGA
B3 3-6 GGTTGCGGTACCTTAACCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGCTTATTCACCCCTATTGA
C3 4-1 TTTTTTTTTTTTTTTTTTTAAAGATCCTACTTGACTGTCAGAAATCTCAGGTATAGGTTTTTTTTTTTTTTTTTTT
D3 4-2 AGGCGATGAAAGGAGAAATGCTCAGAACGTTACGGGAGGTGGCCAAACCAGCTTTTGAAGTGATAGATCAGCCAGC
E3 4-3 GTCCCAAGTGATGAGAGTCCATTATCTCCCCATACGTGTATTAACGAGCCCTAAGTACTGTCCGCGTTTCGGTTGC
F3 4-4 GTATCTTTTGCTCGGACTCTTGGCAAACCCATGAAAGACCAGTACGGGTGCTGTGCCAGTTCTCCTCTTGATGTTC
G3 4-5 GACAGACTCTGACTTAGCAGTCATTCCTTTTCGCGCGTTTGCTACTTCCTGCGTACCAGCGTCATAGATCCCGATC
H3 4-6 CAGGTTTCCGGCCAATAGCGTGGTTCACAAGCAGTGCGGGGTTAAGGTACCGCAACCCCGCACGATGCGCGCGTAC
A4 5-1 GAGGCCGCAGTCGGGAGACTACACGGGACGTCGCAGTAATTTCTCCTTTCATCGCCTACAGTCAAGTAGGATCTTT
B4 5-2 GCCGGCACGGTAATATGTAGCCATGTGGCTCCGGAAGTGACTCTCATCACTTGGGACCTCCCGTAACGTTCTGAGC
C4 53 ATGCGATTTTTATCATAACTGCTGATAAATATCAGCGTGAGTCCGAGCAAAAGATACCACGTATGGGGAGATAATG
D4 5-4 CTTCGGGTATGCGGGCAGGCAGGGAACACAGGAGAGGTTGCTAAGTCAGAGTCTGTCTCTTTCATGGGTTTGCCAA
E4 5-5 CGGGCCTAGATAGAATGAAGTCGGAGAAACGGGAAAACGCTATTGGCCGGAAACCTGACGCGCGAAAAGGAATGAC
F4 5-6 ACGCTGGATTCCTACAAGGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCGCACTGCTTGTGAACCAC
G4 61 TTTTTTTTTTTTTTTTTTTATTGTGCATCGTAGTGGATGTCTCCCGACTGCGGCCTCTTTTTTTTTTTTTTTTTTT
H4 6-2 CGCGATAGAAGTGCTTGAGACGTACCCACAAAGGGAATTACATATTACCGTGCCGGCTACTGCGACGTCCCGTGTA
A5 6-3 TGCACACAATGGATAGTAGGAGACAAAGTTCTCGTGTCGTTATGATAAAAATCGCATACTTCCGGAGCCACATGGC
B5 6-4 TAGGCACTGGGTTAGTATGTCGCCTAACTAAGCAACGTCCTGCCCGCATACCCGAAGACGCTGATATTTATCAGCA
C5 6-5 CCAGTTATCTTTGCCGCAACACGCGGGCCCAACGGGCGTTCATTCTATCTAGGCCCGACCTCTCCTGTGTTCCCTG
D5 6-6 GTAACTGCCGGATCAATTACAAACTCTTCCGCGTGCCTCCTTGTAGGAATCCAGCGTGTTTTCCCGTTTCTCCGAC
E5 7-1 CCGTCCTCATTTAGTAACCTGCAGGGCCGCCGGATATGCTCAAGCACTTCTATCGCGATCCACTACGATGCACAAT
F5 7-2 CGTAGCGATAGTTTTGCACCATGTAGGCAATTTTCTACCTACTATCCATTGTGTGCAATTCCCTTTGTGGGTACGT
G5 7-3 AGCATCGTCAGTAACAGGCCTCCGTCGTACTCCGGCATCATACTAACCCAGTGCCTAGACACGAGAACTTTGTCTC
H5 7-4 GTTGAGGGCTGACCGCCTTACTCCCGGTTAAGATTCACTTGCGGCAAAGATAACTGGACGTTGCTTAGTTAGGCGA
A6 7-5 GTAGTGAAAATACTATTACGGTATAAGGCTATATGCCGTAATTGATCCGGCAGTTACCGCCCGTTGGGCCCGCGTG
B6 7-6 GCGTTCCGTCTACCCAACCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAGGCACGCGGAAGAGTTTG
C6 8-1 TTTTTTTTTTTTTTTTTTTTCTAACTTGGTCGCTCGTTGGTTACTAAATGAGGACGGTTTTTTTTTTTTTTTTTTT
D6 8-2 GAGAGCACAACCAAAGGTTATTTACCTTCCCTGAGTACGTGCAAAACTATCGCTACGCATATCCGGCGGCCCTGCA
E6 8-3 TACCCGTATTATCCGCGTATATGAGTGTCGTGTGCAGAGCCTGTTACTGACGATGCTGTAGAAAATTGCCTACATG
F6 8-4 CTGCATCACTCGGAAACGACTCTGGCAATGTCGCACGAAAGGCGGTCAGCCCTCAACATGCCGGAGTACGACGGAG
G6 85 GGCGTTGGAATTGACCTCTGAATGTCAAAACTTAACATGTAATAGTATTTTCACTACGTGAATCTTAACCGGGAGT
H6 8-6 TCGTACGGTGCCGGGATAAATGTCCTGTCAGCGACCCTGGTTGGGTAGACGGAACGCCGGCATATAGCCTTATACC
A7 9-1 CTGTGCCGCATAGTCGTACAAAAGCCGACTTAGATCACAACCTTTGGTTGTGCTCTCAACGAGCGACCAAGTTAGA
B7 9-2 TGACCTTCGAACAATCCTATTAAGCACCACCGATCGACTACGCGGATAATACGGGTAGTACTCAGGGAAGGTAAAT
c7 93 CTCGGATACGATAACCCTGGCTATCCACTTGAGTAAAATCGTTTCCGAGTGATGCAGTCTGCACACGACACTCATA
D7 9-4 GTCGGTGTGCTGACCATGCTTGCCCGACATGCCCTTCTAGAGGTCAATTCCAACGCCTCGTGCGACATTGCCAGAG

E7 9-5 CTATATGTTTGGGCGATTGCAACTAGAGCTATAACAATTTATCCCGGCACCGTACGAATGTTAAGTTTTGACATTC



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
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Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ATCCCACTGCAGGCTAGGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAGGGTCGCTGACAGGACAT
TTTTTTTTTTTTTTTTTTTTTAAGTTATACTTGTTTAGGTACGACTATGCGGCACAGTTTTTTTTTTTTTTTTTTT
GAACATCTCACGTATACACCCGATTAGCTCGGTAATTCTAGGATTGTTCGAAGGTCAGTGATCTAAGTCGGCTTTT
GCCGCTTCCGCTTTGGATAGGCAACGTACCGGCAACATCAGGGTTATCGTATCCGAGGTCGATCGGTGGTGCTTAA
GACTAGTGTTCCGTATTTTGATATGGAGCATTCTTGTCGCATGGTCAGCACACCGACTTTTACTCAAGTGGATAGC
GAGTGAACGATAGGGTGACTGGCCTGCCGTCTGTCGGTCAATCGCCCAAACATATAGAGAAGGGCATGTCGGGCAA
ATGTAACTTATACTAGGTCGTAATCAATGGTAAAAACAGCCTAGCCTGCAGTGGGATATTGTTATAGCTCTAGTTG
GTGTATACGTGAGATGTTCCTAAACAAGTATAACTTAA
TATCCAAAGCGGAAGCGGCGAATTACCGAGCTAATCGG
AAAATACGGAACACTAGTCATGTTGCCGGTACGTTGCC
GTCACCCTATCGTTCACTCGACAAGAATGCTCCATATC
GACCTAGTATAAGTTACATACCGACAGACGGCAGGCCA
TTTTTTTTTTTTTTTTTTTTGTTTTTACCATTGATTAC



ml_21imer
Well Name Sequence Back to overview
Al 1-1 GACTCGGATCTCTTCAACTGGTATAAGCTCATGTGCTAGGAT
B1 1-2 GCGGGAACCGACTTCAAACTTTCTCAAGCCCTGGACCAACGG
ci 1-3 AAACCGATCTAGCCTCAGGCGACATTTGTATCTCCATCCACA
D1 1-4 TACCACCGCAGAACCTCGCCGCCTGCGTTCGAAACAATCGGA

E1l 1-5 AGTTTGTTCGGGATGTGCTTCTCCTTCAGGTTTTTCTTTTAC
F1 1-6 ATTATCATATATCCTATTCATTTTTTTTTTTTTTTTTTTTTT
Gl 2-1 TTTTTTTTTTTTTTTTTTTTTCGCGGTTAAGTCTTCTCAATCCCAGTTGAAGAGATCCGAGTCTTTTTTTTTTTTTTTTTTTTT

H1 2-2 TGAGCGGCCCCTACCCTCAGACCGAGCGCAATGCAAGAGTCTAAGTTTGAAGTCGGTTCCCGCATCCTAGCACATGAGCTTATA
A2 2-3 CTGGAATCGGACGTCAGCCCCTAGATCTGTTTTGATCTTCGGCGCCTGAGGCTAGATCGGTTTCCGTTGGTCCAGGGCTTGAGA
B2 2-4 CAAAAAATTGTTGGCTTTACGTACATGTCGTGGCCTCTAACCCGGCGAGGTTCTGCGGTGGTATGTGGATGGAGATACAAATGT
Cc2 2-5 CTTTGTTATCGGTACAGATGCGCCTCCGACTACTTACTTCACGAAGCACATCCCGAACAAACTTCCGATTGTTTCGAACGCAGG
D2 2-6 TGTATGACAGGTGAAAATACTGTAACCTCCTATCATAGAGATATGAATAGGATATATGATAATGTAAAAGAAAAACCTGAAGGA
E2 3-1 ATGACGAGGCCGGCTCTTGCCGTACAGGTAGGTATATATGTCTCTGAGGGTAGGGGCCGCTCAGATTGAGAAGACTTAACCGCG
F2 3-2 TCGCGACCTGATGTGGGCTACTTCTAATATGTAGTGTGTCACGGGGCTGACGTCCGATTCCAGAGACTCTTGCATTGCGCTCGG

G2 33 GACGAGCTAGGCGAGTGGAAGTGGCCACCGAGCTGGTATTATCGTAAAGCCAACAATTTTTTGCCGAAGATCAAAACAGATCTA
H2 34 ACTTTAATCGCGCCGTTGTAATACTTGGTGTCTCCGGTCGTAGCATCTGTACCGATAACAAAGGGTTAGAGGCCACGACATGTA
A3 3-5 GCGACGGGTTACTTCCAGGGTCTCCAAAACACGCGCGGTCACAGTATTTTCACCTGTCATACAGTGAAGTAAGTAGTCGGAGGC
B3 3-6 GAATTCGCCTTGAGTAATACCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTATCTCTATGATAGGAGGTTAC
C3 4-1 TTTTTTTTTTTTTTTTTTTTTGCTTGTACGGAGAGAATGAATGGCAAGAGCCGGCCTCGTCATTTTTTTTTTTTTTTTTTTTTT
D3 4-2 GCTCAACCCACGGAACAATAAGGCATCCATGGGGCAGAAGCGGTAGCCCACATCAGGTCGCGAGACATATATACCTACCTGTAC
E3 4-3 ACTGCCAGTCCTGGGCTGATGAAGGGTCGTAAGCAGAAGGCCCTTCCACTCGCCTAGCTCGTCGTGACACACTACATATTAGAA
F3 4-4 GAATGAAAATCTGTCAACAGTTTATGGTTAACTACGGACACTTTACAACGGCGCGATTAAAGTATAATACCAGCTCGGTGGCCA
G3 4-5 AGTGTTACCTGTGTCGATTGACACGGAGCTCACGCGGAACCCACCCTGGAAGTAACCCGTCGCTACGACCGGAGACACCAAGTA
H3 4-6 CCACACAGTGCGTTTTATGCAGTGTGAATTATACGAGGTGTGGGTATTACTCAAGGCGAATTCGTGACCGCGCGTGTTTTGGAG
A4 5-1 GGGCACACCTACGTGAAATTCAGATACGGGTAATAATTGTAGTTATTGTTCCGTGGGTTGAGCATTCATTCTCTCCGTACAAGC
B4 5-2 CCGATCCGCTCTGCACGTACACACACGAGTCGTCAAAATTCGCATCAGCCCAGGACTGGCAGTCGCTTCTGCCCCATGGATGCC
C4 53 ATCGTCTGTTTAGTGCAAGGGATGTCCGTGACGTAGATACCGACTGTTGACAGATTTTCATTCGGCCTTCTGCTTACGACCCTT
D4 54 GTACCTTCTGTACGACCAGCTGAAGTTGGAAGCGAGTTGGGCTCAATCGACACAGGTAACACTAGTGTCCGTAGTTAACCATAA
E4 5-5 TCCGAGGCTTCACGTGGGAGGCCAAAAAGATCACCGCTGCCATGCATAAAACGCACTGTGTGGGGGTTCCGCGTGAGCTCCGTG
F4 5-6 TTAGGGCTGCAGACTAATAGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCACACCTCGTATAATTCACAC
G4 61 TTTTTTTTTTTTTTTTTTTTTTATCGTAGGTTCCGGCCGACGGAATTTCACGTAGGTGTGCCCTTTTTTTTTTTTTTTTTTTTT
H4  6-2 GCATGTCCAGTGTTTGTCCGACTGGATCACTAGATTTGGGCATGTACGTGCAGAGCGGATCGGCTACAATTATTACCCGTATCT
A5 6-3 ACCACCCCGGATTGACTACGGGATTCCCTCTAAGTCACATACCCCTTGCACTAAACAGACGATCGAATTTTGACGACTCGTGTG
B5 6-4 TCGATGATTTCCCGAGGAGCGACAGAGCTTCTCGCAATTTCAAGCTGGTCGTACAGAAGGTACCGGTATCTACGTCACGGACAT
C5 6-5 GGCCGCAGTGCTATCCCTATGGCGAAGGCCATGAAGAAGCCCCCTCCCACGTGAAGCCTCGGAGCCCAACTCGCTTCCAACTTC
D5 6-6 CCTTCGACTGGCCGGGGGCATGGTCGAGCTGTGGCAACCCTTTCTATTAGTCTGCAGCCCTAATGGCAGCGGTGATCTTTTTGG
E5 7-1 GAGGGCGATCCCAAGACAATTGATACAATTGGATGCTAAGGCTCGGACAAACACTGGACATGCCGTCGGCCGGAACCTACGATA
F5 7-2 AAATGTTTGGGGGCCCAGATCCAGGAAAATTAGACCGCATGCCCGTAGTCAATCCGGGGTGGTTGCCCAAATCTAGTGATCCAG
G5 7-3 GACCCAAAAATGAAATGCAGCAATCACACATTCACTTACAAACGCTCCTCGGGAAATCATCGAGTATGTGACTTAGAGGGAATC
H5 7-4 ATCCTCCCGTCTAGTTGTAGGATGTCGTCCCGGATGGTCCACCATAGGGATAGCACTGCGGCCTGAAATTGCGAGAAGCTCTGT
A6 7-5 CACAAGGCGTGGATTAGAAATCTTCAATCCAGCGTCGCACATATGCCCCCGGCCAGTCGAAGGGGGCTTCTTCATGGCCTTCGC
B6 7-6 AGAGGAATGACTCACCTCAAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAAGGGTTGCCACAGCTCGACC
C6 8-1 TTTTTTTTTTTTTTTTTTTTTCTACCCTTGGAATAACTTTGTAATTGTCTTGGGATCGCCCTCTTTTTTTTTTTTTTTTTTTTT
D6 8-2 CCCGGTTGCTAGTCATAAGAGTTTCCATATGCAATGATAAGTGATCTGGGCCCCCAAACATTTGCCTTAGCATCCAATTGTATC
E6 8-3 TTTGTATGATGCCAGGTTCCTAGTGCCCTGTAGGTACAAGGTGCTGCATTTCATTTTTGGGTCGCATGCGGTCTAATTTTCCTG
F6 8-4 CGGCTAACATCTGATGCAGTTAATCCAATAGATCATAAGTCGCCTACAACTAGACGGGAGGATTTTGTAAGTGAATGTGTGATT
G6 85 GCTGATATCCGGACCTCAATTACGGTTTAAATAGTATATTACATTTCTAATCCACGCCTTGTGGTGGACCATCCGGGACGACAT
H6 8-6 ACAGGACGGCTGCATATAGCGCCATGTTGGACGCAGCTCATTCTTGAGGTGAGTCATTCCTCTATGTGCGACGCTGGATTGAAG
A7 9-1 GCGACAGTTGTCTTAGGGGTCGATGCCCCTCGCTGTATCTATCTCTTATGACTAGCAACCGGGACAAAGTTATTCCAAGGGTAG
B7 9-2 CGACGTAAGCCATTACGCTGAGGCCCATCCAGCTCCCTTAACAGGAACCTGGCATCATACAAAACTTATCATTGCATATGGAAA
Cc7 9-3 TGACGATTAGCATGTATAACCTTCGCACTGCCCAGTTCGAGAAACTGCATCAGATGTTAGCCGACCTTGTACCTACAGGGCACT
D7 94 CGAGCCCGAAGCGGAGGAAGGAGATTGACCGGCATTTACCTTAATTGAGGTCCGGATATCAGCCGACTTATGATCTATTGGATT

E7 9-5 TAAACGCGGGAGAGGATCACAGTGGGACTGCGGGGCAGGTTTCGCTATATGCAGCCGTCCTGTGTAATATACTATTTAAACCGT



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
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C11
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10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

CCCTCACAGCTTACCACAGTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAATGAGCTGCGTCCAACATGG
TTTTTTTTTTTTTTTTTTTTTAAGCGCGCATGGGAGTAACTGGACCCCTAAGACAACTGTCGCTTTTTTTTTTTTTTTTTTTTT
CGAGACTAGTAGCGCTTACCCATGCTTAAAACGGATTGTCCATCAGCGTAATGGCTTACGTCGATAGATACAGCGAGGGGCATC
ATGAACTGCCCGACGAACAACCTTACAGCCGTGCTAGCTCAAGGTTATACATGCTAATCGTCAGTTAAGGGAGCTGGATGGGCC
GCTTTGCACACGGGAGCTATTACGGACGTATGGTGCATTGATCCTTCCTCCGCTTCGGGCTCGTCTCGAACTGGGCAGTGCGAA
CGTATAGGGGAGTGGGAAACGATCCCGGCAATGCTCTTGACATGTGATCCTCTCCCGCGTTTAAAGGTAAATGCCGGTCAATCT
CGTATTCAACACGAGATTACAGTGTGGCGCAATAAATAGACAGACTGTGGTAAGCTGTGAGGGAAACCTGCCCCGCAGTCCCAC
GGGTAAGCGCTACTAGTCTCGCAGTTACTCCCATGCGCGCTT
GTTGTTCGTCGGGCAGTTCATTGGACAATCCGTTTTAAGCAT
AATAGCTCCCGTGTGCAAAGCTTGAGCTAGCACGGCTGTAAG
CGTTTCCCACTCCCCTATACGATCAATGCACCATACGTCCGT
TGTAATCTCGTGTTGAATACGTGTCAAGAGCATTGCCGGGAT
TTTTTTTTTTTTTTTTTTTTTTGTCTATTTATTGCGCCACAC



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name

1-1
1-2
1-3
1-4
1-5
1-6
2-1
2-2
2-3
2-4
2-5
2-6
3-1
3-2
3-3
3-4
3-5
3-6
41
4-2
4-3
4-4
45
46
5-1
5-2

6-4
6-5
6-6
7-1
7-2
7-3
7-4
7-5
7-6
8-1
8-2
8-3
8-4

m1_1T

Sequence

GCCGGTGTCATATGGACCAGAG

GCCTCAACGGCTTTTAGCACGT

AACAGAGAGGTATCTCCAAAGA
ACTTAGTTACCGTGCTCGTTGA

GTGTAAAGCTGGTCGGTGACGC

GGTTACAGATACTTTTTTTTTT
TTTTTTTTTTTTGCCATTGAGCTTATGACACCGGCTTTTTTTTTT
GAGACGGCGTCTGTCGGCGAACTAGCCGTTGAGGCTCTCTGGTCC
CTGGGCGGATGTTTACAGTGCGTTACCTCTCTGTTTACGTGCTAA
TCCGATTGCTATGACGCATTGTTCGGTAACTAAGTTTCTTTGGAG
CAACATCTGCATGCAGCTGTAGTCCAGCTTTACACTTCAACGAGC
ATCTGCCGCGGTTAGTTGCTGCTGTATCTGTAACCTGCGTCACCG
CACGGAACGGCATTCGAACGTGTGACGCCGTCTCTGCTCAATGGC
TCGTCCTAGGCCTCTGGACTTCTCATCCGCCCAGTGTTCGCCGAC
TTCCGGATCGACTCCTCGCCATTTAGCAATCGGATCGCACTGTAA
TTACCTAGAAATTACCCGATGATTGCAGATGTTGTACAATGCGTC
GAAGCTGGCAAGTGTTGCTATATCCGCGGCAGATTCTACAGCTGC
CGGGAAGATGGATTTTTTTTTTTTTTTTTTTTTTTGCAGCAACTA
TTTTTTTTTTTTGGTTTCGAGATTGCCGTTCCGTGTTTTTTTTTT
GATTAGAGCATTAATCTCTTTCTGGCCTAGGACGATCACGTTCGA
GCTGAGGTGTGTCCGAGAAACATGTCGATCCGGAATGAAGTCCAG
TCTAGGAAACCTCGGATATGTGTATTTCTAGGTAATATGGCGAGG
CGGCAGTTTAATGACCTGCTCTTCTTGCCAGCTTCTTCATCGGGT
GAACAAATATCTTACACCCTATTTCCATCTTCCCGTTATAGCAAC
GGTCGGATCACTTCCCGCCAACTATGCTCTAATCTTCTCGAAACC
GAACTCGTCTCCTGCTCAGGGTTCACACCTCAGCTGAAAGAGATT
CTAATAATAAGCTGTGCCTAGCTGGTTTCCTAGATTGTTTCTCGG
TGAGCAAAGCAGTACACAAAGGTTTAAACTGCCGTCACATATCCG
ACCATCACCCTATCGATTCTCATGATATTTGTTCTAGAGCAGGTC
TAGCAAACTCAGTTTTTTTTTTTTTTTTTTTTTTTATAGGGTGTA
TTTTTTTTTTTTCTAGCTCACCTAGTGATCCGACCTTTTTTTTTT
ACTTCACTATTTTAAGGTGTTGTGGAGACGAGTTCTGTTGGCGGG
ATTTAGACTAGTTCGCCTGGATTGCTTATTATTAGTACCCTGAGC
CAGAAAGTGAGTGGCCTCAGGTTCTGCTTTGCTCATGCTAGGCAC
GGTCAGGTCAATCGGTCATCTCTTAGGGTGATGGTTCCTTTGTGT
AAAGCTCGGATTTAGCGCCCGGTCTGAGTTTGCTATTGAGAATCG
TTGCACGACCGTTATCGTCTCTTAATAGTGAAGTTGGTGAGCTAG
ACTTACAACGCCTTGAAATAAGTCTAGTCTAAATTCAACACCTTA
AATAATTACCTCTACATACGCTTCTCACTTTCTGTATCCAGGCGA
CTGGTCATCTCATGAATGAGAATTTGACCTGACCTACCTGAGGCC
TAGCGTGAATGGTATGAGACGCTATCCGAGCTTTTGAGATGACCG
GTCACTCAAGICTTTTTTTTTTTTTTTTTTTTTTTCCGGGCGCTA
TTTTTTTTTTTTGGACATTCCTTACGGTCGTGCAATTTTTTTTTT
TGCGAAGGCCGTAAGCTGGCAGTGGCGTTGTAAGTTAGAGACGAT
TGCAGGCGGGCTCAAAGGATAATGAGGTAATTATTTCTTATTTCA
GCTTCCGTTGCTTGATGCCATTTTGAGATGACCAGTAGCGTATGT
CAGGCGAAATCTAGCGTTGGCTTCCATTCACGCTATTTCTCATTC
AGCGCTGGAGGTGCTCAATGTTTGACTTGAGTGACTGCGTCTCAT
AATCTCCCACGCTATTGGACCTTCGGCCTTCGCATAGGAATGTCC
TCAGTGTATACCTGACTGTAAATGCCCGCCTGCATCTGCCAGCTT
GCCTTCGCACAGTTGGTCTGACTGCAACGGAAGCTTTATCCTTTG
GTCTAGGTATCCTCTGCTGGGATGATTTCGCCTGTAATGGCATCA
GCCGGAATTTGCTTAGCATTTATCCTCCAGCGCTTAGCCAACGCT

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ATTACCTTTATTTTTTTTTTTTTTTTTTTTTTTTTAACATTGAGC
TTTTTTTTTTTTCTGTCTCGTATGCGTGGGAGATTTTTTTTTTTT
TAGTAAACTCCTAAGGCTACCCTGGTATACACTGATAGGTCCAAT
TGTAAGTCGATTTAAACCACTGTCTGTGCGAAGGCTTTTACAGTC
CAGAAATATTGTAACTGTGATTTGGATACCTAGACTGTCAGACCA
TGAGAGCTCTGTATGAATTCGCTGCAAATTCCGGCTTCCCAGCAG
TTTCCTAGTTGTAATATCCACGTAATAAAGGTAATTTAAATGCTA
GGAGTTTACTATTACGAGACAG
ATCGACTTACATGGGTAGCCTT
CAATATTTCTGTCAGTGGTTTA
CAGAGCTCTCATAATCACAGTT
CAACTAGGAAATGCGAATTCAT
TTTTTTTTTTTTCGTGGATATT



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

ml_2T

Sequence

GCCGGTGTCATATTGGACCAGAG

GCCTCAACGGCTTTTTAGCACGT

AACAGAGAGGTATTCTCCAAAGA

ACTTAGTTACCGTTGCTCGTTGA

GTGTAAAGCTGGTTCGGTGACGC

GGTTACAGATACTTTTTTTTTTT
TTTTTTTTTTTTTGCCATTGAGCTTTATGACACCGGCTTTTTTTTTTT
GAGACGGCGTCTTGTCGGCGAACTTAGCCGTTGAGGCTTCTCTGGTCC
CTGGGCGGATGTTTTACAGTGCGTTTACCTCTCTGTTTTACGTGCTAA
TCCGATTGCTATTGACGCATTGTTTCGGTAACTAAGTTTTCTTTGGAG
CAACATCTGCATTGCAGCTGTAGTTCCAGCTTTACACTTTCAACGAGC
ATCTGCCGCGGTTTAGTTGCTGCTTGTATCTGTAACCTTGCGTCACCG
CACGGAACGGCATTTCGAACGTGTTGACGCCGTCTCTTGCTCAATGGC
TCGTCCTAGGCCTTCTGGACTTCTTCATCCGCCCAGTTGTTCGCCGAC
TTCCGGATCGACTTCCTCGCCATTTTAGCAATCGGATTCGCACTGTAA
TTACCTAGAAATTTACCCGATGATTTGCAGATGTTGTTACAATGCGTC
GAAGCTGGCAAGTTGTTGCTATATTCCGCGGCAGATTTCTACAGCTGC
CGGGAAGATGGATTTTTTTTTTTTTTTTTTTTTTTTTTGCAGCAACTA
TTTTTTTTTTTTTGGTTTCGAGATTTGCCGTTCCGTGTTTTTTTTTTT
GATTAGAGCATTTAATCTCTTTCTTGGCCTAGGACGATTCACGTTCGA
GCTGAGGTGTGTTCCGAGAAACATTGTCGATCCGGAATTGAAGTCCAG
TCTAGGAAACCTTCGGATATGTGTTATTTCTAGGTAATTATGGCGAGG
CGGCAGTTTAATTGACCTGCTCTTTCTTGCCAGCTTCTTTCATCGGGT
GAACAAATATCTTTACACCCTATTTTCCATCTTCCCGTTTATAGCAAC
GGTCGGATCACTTTCCCGCCAACTTATGCTCTAATCTTTCTCGAAACC
GAACTCGTCTCCTTGCTCAGGGTTTCACACCTCAGCTTGAAAGAGATT
CTAATAATAAGCTTGTGCCTAGCTTGGTTTCCTAGATTTGTTTCTCGG
TGAGCAAAGCAGTTACACAAAGGTTTTAAACTGCCGTTCACATATCCG
ACCATCACCCTATTCGATTCTCATTGATATTTGTTCTTAGAGCAGGTC
TAGCAAACTCAGTTTTTTTTTTTTTTTTTTTTTTTTTTATAGGGTGTA
TTTTTTTTTTTTTCTAGCTCACCTTAGTGATCCGACCTTTTTTTTTTT
ACTTCACTATTTTTAAGGTGTTGTTGGAGACGAGTTCTTGTTGGCGGG
ATTTAGACTAGTTTCGCCTGGATTTGCTTATTATTAGTTACCCTGAGC
CAGAAAGTGAGTTGGCCTCAGGTTTCTGCTTTGCTCATTGCTAGGCAC
GGTCAGGTCAATTCGGTCATCTCTTTAGGGTGATGGTTTCCTTTGTGT
AAAGCTCGGATTTTAGCGCCCGGTTCTGAGTTTGCTATTTGAGAATCG
TTGCACGACCGTTTATCGTCTCTTTAATAGTGAAGTTTGGTGAGCTAG
ACTTACAACGCCTTTGAAATAAGTTCTAGTCTAAATTTCAACACCTTA
AATAATTACCTCTTACATACGCTTTCTCACTTTCTGTTATCCAGGCGA
CTGGTCATCTCATTGAATGAGAATTTTGACCTGACCTTACCTGAGGCC
TAGCGTGAATGGTTATGAGACGCTTATCCGAGCTTTTTGAGATGACCG
GTCACTCAAGTCTTTTTTTTTTTTTTTTTTTTTTTTTTCCGGGCGCTA
TTTTTTTTTTTTTGGACATTCCTTTACGGTCGTGCAATTTTTTTTTTT
TGCGAAGGCCGTTAAGCTGGCAGTTGGCGTTGTAAGTTTAGAGACGAT
TGCAGGCGGGCTTCAAAGGATAATTGAGGTAATTATTTTCTTATTTCA
GCTTCCGTTGCTTTGATGCCATTTTTGAGATGACCAGTTAGCGTATGT
CAGGCGAAATCTTAGCGTTGGCTTTCCATTCACGCTATTTTCTCATTC
AGCGCTGGAGGTTGCTCAATGTTTTGACTTGAGTGACTTGCGTCTCAT
AATCTCCCACGCTTATTGGACCTTTCGGCCTTCGCATTAGGAATGTCC
TCAGTGTATACCTTGACTGTAAATTGCCCGCCTGCATTCTGCCAGCTT
GCCTTCGCACAGTTTGGTCTGACTTGCAACGGAAGCTTTTATCCTTTG
GTCTAGGTATCCTTCTGCTGGGATTGATTTCGCCTGTTAATGGCATCA
GCCGGAATTTGCTTTAGCATTTATTCCTCCAGCGCTTTAGCCAACGCT

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ATTACCTTTATTTTTTTTTTTTTTTTTTTTTTTTTTTTAACATTGAGC
TTTTTTTTTTTTTCTGTCTCGTATTGCGTGGGAGATTTTTTTTTTTTT
TAGTAAACTCCTTAAGGCTACCCTTGGTATACACTGATTAGGTCCAAT
TGTAAGTCGATTTTAAACCACTGTTCTGTGCGAAGGCTTTTTACAGTC
CAGAAATATTGTTAACTGTGATTTTGGATACCTAGACTTGTCAGACCA
TGAGAGCTCTGTTATGAATTCGCTTGCAAATTCCGGCTTTCCCAGCAG
TTTCCTAGTTGTTAATATCCACGTTAATAAAGGTAATTTTAAATGCTA
GGAGTTTACTATTTACGAGACAG
ATCGACTTACATTGGGTAGCCTT
CAATATTTCTGTTCAGTGGTTTA
CAGAGCTCTCATTAATCACAGTT
CAACTAGGAAATTGCGAATTCAT
TTTTTTTTTTTTTCGTGGATATT



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

m1l_4T

Sequence

GCCGGTGTCATATTTTGGACCAGAG

GCCTCAACGGCTTTTTTTAGCACGT

AACAGAGAGGTATTTTCTCCAAAGA

ACTTAGTTACCGTTTTGCTCGTTGA

GTGTAAAGCTGGTTTTCGGTGACGC

GGTTACAGATACTTTTTTTTTTTTT
TTTTTTTTTTTTTTTGCCATTGAGCTTTTTATGACACCGGCTTTTTTTTTTTTT
GAGACGGCGTCTTTTGTCGGCGAACTTTTAGCCGTTGAGGCTTTTCTCTGGTCC
CTGGGCGGATGTTTTTTACAGTGCGTTTTTACCTCTCTGTTTTTTACGTGCTAA
TCCGATTGCTATTTTGACGCATTGTTTTTCGGTAACTAAGTTTTTTCTTTGGAG
CAACATCTGCATTTTGCAGCTGTAGTTTTCCAGCTTTACACTTTTTCAACGAGC
ATCTGCCGCGGTTTTTAGTTGCTGCTTTTGTATCTGTAACCTTTTGCGTCACCG
CACGGAACGGCATTTTTCGAACGTGTTTTGACGCCGTCTCTTTTGCTCAATGGC
TCGTCCTAGGCCTTTTCTGGACTTCTTTTCATCCGCCCAGTTTTGTTCGCCGAC
TTCCGGATCGACTTTTCCTCGCCATTTTTTAGCAATCGGATTTTCGCACTGTAA
TTACCTAGAAATTTTTACCCGATGATTTTTGCAGATGTTGTTTTACAATGCGTC
GAAGCTGGCAAGTTTTGTTGCTATATTTTCCGCGGCAGATTTTTCTACAGCTGC
CGGGAAGATGGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGCAGCAACTA
TTTTTTTTTTTTTTTGGTTTCGAGATTTTTGCCGTTCCGTGTTTTTTTTTTTTT
GATTAGAGCATTTTTAATCTCTTTCTTTTGGCCTAGGACGATTTTCACGTTCGA
GCTGAGGTGTGTTTTCCGAGAAACATTTTGTCGATCCGGAATTTTGAAGTCCAG
TCTAGGAAACCTTTTCGGATATGTGTTTTATTTCTAGGTAATTTTATGGCGAGG
CGGCAGTTTAATTTTGACCTGCTCTTTTTCTTGCCAGCTTCTTTTTCATCGGGT
GAACAAATATCTTTTTACACCCTATTTTTTCCATCTTCCCGTTTTTATAGCAAC
GGTCGGATCACTTTTTCCCGCCAACTTTTATGCTCTAATCTTTTTCTCGAAACC
GAACTCGTCTCCTTTTGCTCAGGGTTTTTCACACCTCAGCTTTTGAAAGAGATT
CTAATAATAAGCTTTTGTGCCTAGCTTTTGGTTTCCTAGATTTTTGTTTCTCGG
TGAGCAAAGCAGTTTTACACAAAGGTTTTTTAAACTGCCGTTTTCACATATCCG
ACCATCACCCTATTTTCGATTCTCATTTTGATATTTGTTCTTTTAGAGCAGGTC
TAGCAAACTCAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTATAGGGTGTA
TTTTTTTTTTTTTTTCTAGCTCACCTTTTAGTGATCCGACCTTTTTTTTTTTTT
ACTTCACTATTTTTTTAAGGTGTTGTTTTGGAGACGAGTTCTTTTGTTGGCGGG
ATTTAGACTAGTTTTTCGCCTGGATTTTTGCTTATTATTAGTTTTACCCTGAGC
CAGAAAGTGAGTTTTGGCCTCAGGTTTTTCTGCTTTGCTCATTTTGCTAGGCAC
GGTCAGGTCAATTTTCGGTCATCTCTTTTTAGGGTGATGGTTTTTCCTTTGTGT
AAAGCTCGGATTTTTTAGCGCCCGGTTTTCTGAGTTTGCTATTTTTGAGAATCG
TTGCACGACCGTTTTTATCGTCTCTTTTTAATAGTGAAGTTTTTGGTGAGCTAG
ACTTACAACGCCTTTTTGAAATAAGTTTTCTAGTCTAAATTTTTCAACACCTTA
AATAATTACCTCTTTTACATACGCTTTTTCTCACTTTCTGTTTTATCCAGGCGA
CTGGTCATCTCATTTTGAATGAGAATTTTTTGACCTGACCTTTTACCTGAGGCC
TAGCGTGAATGGTTTTATGAGACGCTTTTATCCGAGCTTTTTTTGAGATGACCG
GTCACTCAAGICTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCGGGCGCTA
TTTTTTTTTTTTTTTGGACATTCCTTTTTACGGTCGTGCAATTTTTTTTTTTTT
TGCGAAGGCCGTTTTAAGCTGGCAGTTTTGGCGTTGTAAGTTTTTAGAGACGAT
TGCAGGCGGGCTTTTCAAAGGATAATTTTGAGGTAATTATTTTTTCTTATTTCA
GCTTCCGTTGCTTTTTGATGCCATTTTTTTGAGATGACCAGTTTTAGCGTATGT
CAGGCGAAATCTTTTAGCGTTGGCTTTTTCCATTCACGCTATTTTTTCTCATTC
AGCGCTGGAGGTTTTGCTCAATGTTTTTTGACTTGAGTGACTTTTGCGTCTCAT
AATCTCCCACGCTTTTATTGGACCTTTTTCGGCCTTCGCATTTTAGGAATGTCC
TCAGTGTATACCTTTTGACTGTAAATTTTGCCCGCCTGCATTTTCTGCCAGCTT
GCCTTCGCACAGTTTTTGGTCTGACTTTTGCAACGGAAGCTTTTTTATCCTTTG
GTCTAGGTATCCTTTTCTGCTGGGATTTTGATTTCGCCTGTTTTAATGGCATCA
GCCGGAATTTGCTTTTTAGCATTTATTTTCCTCCAGCGCTTTTTAGCCAACGCT

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ATTACCTTTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAACATTGAGC
TTTTTTTTTTTTTTTCTGTCTCGTATTTTGCGTGGGAGATTTTTTTTTTTTTTT
TAGTAAACTCCTTTTAAGGCTACCCTTTTGGTATACACTGATTTTAGGTCCAAT
TGTAAGTCGATTTTTTAAACCACTGTTTTCTGTGCGAAGGCTTTTTTTACAGTC
CAGAAATATTGTTTTAACTGTGATTTTTTGGATACCTAGACTTTTGTCAGACCA
TGAGAGCTCTGTTTTATGAATTCGCTTTTGCAAATTCCGGCTTTTTCCCAGCAG
TTTCCTAGTTGTTTTAATATCCACGTTTTAATAAAGGTAATTTTTTAAATGCTA
GGAGTTTACTATTTTTACGAGACAG
ATCGACTTACATTTTGGGTAGCCTT
CAATATTTCTGTTTTCAGTGGTTTA
CAGAGCTCTCATTTTAATCACAGTT
CAACTAGGAAATTTTGCGAATTCAT
TTTTTTTTTTTTTTTCGTGGATATT



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

m1 7T

Sequence

GCCGGTGTCATATTTTTTTGGACCAGAG

GCCTCAACGGCTTTTTTTTTTAGCACGT

AACAGAGAGGTATTTTTTTCTCCAAAGA

ACTTAGTTACCGTTTTTTTGCTCGTTGA

GTGTAAAGCTGGTTTTTTTCGGTGACGC

GGTTACAGATACTTTTTTTTTTTTTTTT
TTTTTTTTTTTTTTTTTTGCCATTGAGCTTTTTTTTATGACACCGGCTTTTTTTTTTTTTTTT
GAGACGGCGTCTTTTTTTGTCGGCGAACTTTTTTTAGCCGTTGAGGCTTTTTTTCTCTGGTCC
CTGGGCGGATGTTTTTTTTTACAGTGCGTTTTTTTTACCTCTCTGTTTTTTTTTACGTGCTAA
TCCGATTGCTATTTTTTTGACGCATTGTTTTTTTTCGGTAACTAAGTTTTTTTTTCTTTGGAG
CAACATCTGCATTTTTTTGCAGCTGTAGTTTTTTTCCAGCTTTACACTTTTTTTTCAACGAGC
ATCTGCCGCGGTTTTTTTTAGTTGCTGCTTTTTTTGTATCTGTAACCTTTTTTTGCGTCACCG
CACGGAACGGCATTTTTTTTCGAACGTGTTTTTTTGACGCCGTCTCTTTTTTTGCTCAATGGC
TCGTCCTAGGCCTTTTTTTCTGGACTTCTTTTTTTCATCCGCCCAGTTTTTTTGTTCGCCGAC
TTCCGGATCGACTTTTTTTCCTCGCCATTTTTTTTTAGCAATCGGATTTTTTTCGCACTGTAA
TTACCTAGAAATTTTTTTTACCCGATGATTTTTTTTGCAGATGTTGTTTTTTTACAATGCGTC
GAAGCTGGCAAGTTTTTTTGTTGCTATATTTTTTTCCGCGGCAGATTTTTTTTCTACAGCTGC
CGGGAAGATGGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGCAGCAACTA
TTTTTTTTTTTTTTTTTTGGTTTCGAGATTTTTTTTGCCGTTCCGTGTTTTTTTTTTTTTTTT
GATTAGAGCATTTTTTTTAATCTCTTTCTTTTTTTGGCCTAGGACGATTTTTTTCACGTTCGA
GCTGAGGTGTGTTTTTTTCCGAGAAACATTTTTTTGTCGATCCGGAATTTTTTTGAAGTCCAG
TCTAGGAAACCTTTTTTTCGGATATGTGTTTTTTTATTTCTAGGTAATTTTTTTATGGCGAGG
CGGCAGTTTAATTTTTTTGACCTGCTCTTTTTTTTCTTGCCAGCTTCTTTTTTTTCATCGGGT
GAACAAATATCTTTTTTTTACACCCTATTTTTTTTTCCATCTTCCCGTTTTTTTTATAGCAAC
GGTCGGATCACTTTTTTTTCCCGCCAACTTTTTTTATGCTCTAATCTTTTTTTTCTCGAAACC
GAACTCGTCTCCTTTTTTTGCTCAGGGTTTTTTTTCACACCTCAGCTTTTTTTGAAAGAGATT
CTAATAATAAGCTTTTTTTGTGCCTAGCTTTTTTTGGTTTCCTAGATTTTTTTTGTTTCTCGG
TGAGCAAAGCAGTTTTTTTACACAAAGGTTTTTTTTTAAACTGCCGTTTTTTTCACATATCCG
ACCATCACCCTATTTTTTTCGATTCTCATTTTTTTGATATTTGTTCTTTTTTTAGAGCAGGTC
TAGCAAACTCAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTATAGGGTGTA
TTTTTTTTTTTTTTTTTTCTAGCTCACCTTTTTTTAGTGATCCGACCTTTTTTTTTTTTTTTT
ACTTCACTATTTTTTTTTTAAGGTGTTGTTTTTTTGGAGACGAGTTCTTTTTTTGTTGGCGGG
ATTTAGACTAGTTTTTTTTCGCCTGGATTTTTTTTGCTTATTATTAGTTTTTTTACCCTGAGC
CAGAAAGTGAGTTTTTTTGGCCTCAGGTTTTTTTTCTGCTTTGCTCATTTTTTTGCTAGGCAC
GGTCAGGTCAATTTTTTTCGGTCATCTCTTTTTTTTAGGGTGATGGTTTTTTTTCCTTTGTGT
AAAGCTCGGATTTTTTTTTAGCGCCCGGTTTTTTTCTGAGTTTGCTATTTTTTTTGAGAATCG
TTGCACGACCGTTTTTTTTATCGTCTCTTTTTTTTAATAGTGAAGTTTTTTTTGGTGAGCTAG
ACTTACAACGCCTTTTTTTTGAAATAAGTTTTTTTCTAGTCTAAATTTTTTTTCAACACCTTA
AATAATTACCTCTTTTTTTACATACGCTTTTTTTTCTCACTTTCTGTTTTTTTATCCAGGCGA
CTGGTCATCTCATTTTTTTGAATGAGAATTTTTTTTTGACCTGACCTTTTTTTACCTGAGGCC
TAGCGTGAATGGTTTTTTTATGAGACGCTTTTTTTATCCGAGCTTTTTTTTTTGAGATGACCG
GTCACTCAAGICTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCGGGCGCTA
TTTTTTTTTTTTTTTTTTGGACATTCCTTTTTTTTACGGTCGTGCAATTTTTTTTTTTTTTTT
TGCGAAGGCCGTTTTTTTAAGCTGGCAGTTTTTTTGGCGTTGTAAGTTTTTTTTAGAGACGAT
TGCAGGCGGGCTTTTTTTCAAAGGATAATTTTTTTGAGGTAATTATTTTTTTTTCTTATTTCA
GCTTCCGTTGCTTTTTTTTGATGCCATTTTTTTTTTGAGATGACCAGTTTTTTTAGCGTATGT
CAGGCGAAATCTTTTTTTAGCGTTGGCTTTTTTTTCCATTCACGCTATTTTTTTTTCTCATTC
AGCGCTGGAGGTTTTTTTGCTCAATGTTTTTTTTTGACTTGAGTGACTTTTTTTGCGTCTCAT
AATCTCCCACGCTTTTTTTATTGGACCTTTTTTTTCGGCCTTCGCATTTTTTTAGGAATGTCC
TCAGTGTATACCTTTTTTTGACTGTAAATTTTTTTGCCCGCCTGCATTTTTTTCTGCCAGCTT
GCCTTCGCACAGTTTTTTTTGGTCTGACTTTTTTTGCAACGGAAGCTTTTTTTTTATCCTTTG
GTCTAGGTATCCTTTTTTTCTGCTGGGATTTTTTTGATTTCGCCTGTTTTTTTAATGGCATCA
GCCGGAATTTGCTTTTTTTTAGCATTTATTTTTTTCCTCCAGCGCTTTTTTTTAGCCAACGCT
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F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ATTACCTTTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAACATTGAGC
TTTTTTTTTTTTTTTTTTCTGTCTCGTATTTTTTTGCGTGGGAGATTTTTTTTTTTTTTTTTT
TAGTAAACTCCTTTTTTTAAGGCTACCCTTTTTTTGGTATACACTGATTTTTTTAGGTCCAAT
TGTAAGTCGATTTTTTTTTAAACCACTGTTTTTTTCTGTGCGAAGGCTTTTTTTTTTACAGTC
CAGAAATATTGTTTTTTTAACTGTGATTTTTTTTTGGATACCTAGACTTTTTTTGTCAGACCA
TGAGAGCTCTGTTTTTTTATGAATTCGCTTTTTTTGCAAATTCCGGCTTTTTTTTCCCAGCAG
TTTCCTAGTTGTTTTTTTAATATCCACGTTTTTTTAATAAAGGTAATTTTTTTTTAAATGCTA
GGAGTTTACTATTTTTTTTACGAGACAG
ATCGACTTACATTTTTTTGGGTAGCCTT
CAATATTTCTGTTTTTTTCAGTGGTTTA
CAGAGCTCTCATTTTTTTAATCACAGTT
CAACTAGGAAATTTTTTTGCGAATTCAT
TTTTTTTTTTTTTTTTTTCGTGGATATT



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

m1_13T

Sequence

GCCGGTGTCATATTTTTTTTTTTTTGGACCAGAG

GCCTCAACGGCTTTTTTTTTTTTTTTTAGCACGT

AACAGAGAGGTATTTTTTTTTTTTTCTCCAAAGA

ACTTAGTTACCGTTTTTTTTTTTTTGCTCGTTGA

GTGTAAAGCTGGTTTTTTTTTTTTTCGGTGACGC

GGTTACAGATACTTTTTTTTTTTTTTTTTTTTTT
TTTTTTTTTTTTTTTTTTTTTTTTGCCATTGAGCTTTTTTTTTTTTTTATGACACCGGCTTTTTTTTTTTTTTTTTTTTTT
GAGACGGCGTICTTTTTTTTTTTTTGTCGGCGAACTTTTTTTTTTTTTAGCCGTTGAGGCTTTTTTTTTTTTTCTCTGGTCC
CTGGGCGGATGTTTTTTTTTTTTTTTACAGTGCGTTTTTTTTTTTTTTACCTCTCTGTTTTTTTTTTTTTTTACGTGCTAA
TCCGATTGCTATTTTTTTTTTTTTGACGCATTGTTTTTTTTTTTTTTCGGTAACTAAGTTTTTTTTTTTTTTTCTTTGGAG
CAACATCTGCATTTTTTTTTTTTTGCAGCTGTAGTTTTTTTTTTTTTCCAGCTTTACACTTTTTTTTTTTTTTCAACGAGC
ATCTGCCGCGGTTTTTTTTTTTTTTAGTTGCTGCTTTTTTTTTTTTTGTATCTGTAACCTTTTTTTTTTTTTGCGTCACCG
CACGGAACGGCATTTTTTTTTTTTTTCGAACGTGTTTTTTTTTTTTTGACGCCGTCTCTTTTTTTTTTTTTGCTCAATGGC
TCGTCCTAGGCCTTTTTTTTTTTTTCTGGACTTCTTTTTTTTTTTTTCATCCGCCCAGTTTTTTTTTTTTTGTTCGCCGAC
TTCCGGATCGACTTTTTTTTTTTTTCCTCGCCATTTTTTTTTTTTTTTAGCAATCGGATTTTTTTTTTTTTCGCACTGTAA
TTACCTAGAAATTTTTTTTTTTTTTACCCGATGATTTTTTTTTTTTTTGCAGATGTTGTTTTTTTTTTTTTACAATGCGTC
GAAGCTGGCAAGTTTTTTTTTTTTTGTTGCTATATTTTTTTTTTTTTCCGCGGCAGATTTTTTTTTTTTTTCTACAGCTGC
CGGGAAGATGGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGCAGCAACTA
TTTTTTTTTTTTTTTTTTTTTTTTGGTTTCGAGATTTTTTTTTTTTTTGCCGTTCCGTGTTTTTTTTTTTTTTTTTTTTTT
GATTAGAGCATTTTTTTTTTTTTTAATCTCTTTCTTTTTTTTTTTTTGGCCTAGGACGATTTTTTTTTTTTTCACGTTCGA
GCTGAGGTGTGTTTTTTTTTTTTTCCGAGARACATTTTTTTTTTTTTGTCGATCCGGAATTTTTTTTTTTTTGAAGTCCAG
TCTAGGAAACCTTTTTTTTTTTTTCGGATATGTGTTTTTTTTTTTTTATTTCTAGGTAATTTTTTTTTTTTTATGGCGAGG
CGGCAGTTTAATTTTTTTTTTTTTGACCTGCTCTTTTTTTTTTTTTTCTTGCCAGCTTCTTTTTTTTTTTTTTCATCGGGT
GAACAAATATCTTTTTTTTTTTTTTACACCCTATTTTTTTTTTTTTTTCCATCTTCCCGTTTTTTTTTTTTTTATAGCAAC
GGTCGGATCACTTTTTTTTTTTTTTCCCGCCAACTTTTTTTTTTTTTATGCTCTAATCTTTTTTTTTTTTTTCTCGAAACC
GAACTCGTCTCCTTTTTTTTTTTTTGCTCAGGGTTTTTTTTTTTTTTCACACCTCAGCTTTTTTTTTTTTTGAAAGAGATT
CTAATAATAAGCTTTTTTTTTTTTTGTGCCTAGCTTTTTTTTTTTTTGGTTTCCTAGATTTTTTTTTTTTTTGTTTCTCGG
TGAGCAAAGCAGTTTTTTTTTTTTTACACAAAGGTTTTTTTTTTTTTTTAAACTGCCGTTTTTTTTTTTTTCACATATCCG
ACCATCACCCTATTTTTTTTTTTTTCGATTCTCATTTTTTTTTTTTTGATATTTGTTCTTTTTTTTTTTTTAGAGCAGGTC
TAGCAAACTCAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTATAGGGTGTA
TTTTTTTTTTTTTTTTTTTTTTTTCTAGCTCACCTTTTTTTTTTTTTAGTGATCCGACCTTTTTTTTTTTTTTTTTTTTTT
ACTTCACTATTTTTTTTTTTTTTTTAAGGTGTTGTTTTTTTTTTTTTGGAGACGAGTTCTTTTTTTTTTTTTGTTGGCGGG
ATTTAGACTAGTTTTTTTTTTTTTTCGCCTGGATTTTTTTTTTTTTTGCTTATTATTAGTTTTTTTTTTTTTACCCTGAGC
CAGAAAGTGAGTTTTTTTTTTTTTGGCCTCAGGTTTTTTTTTTTTTTCTGCTTTGCTCATTTTTTTTTTTTTGCTAGGCAC
GGTCAGGTCAATTTTTTTTTTTTTCGGTCATCTCTTTTTTTTTTTTTTAGGGTGATGGTTTTTTTTTTTTTTCCTTTGTGT
AAAGCTCGGATTTTTTTTTTTTTTTAGCGCCCGGTTTTTTTTTTTTTCTGAGTTTGCTATTTTTTTTTTTTTTGAGAATCG
TTGCACGACCGTTTTTTTTTTTTTTATCGTCTCTTTTTTTTTTTTTTAATAGTGAAGTTTTTTTTTTTTTTGGTGAGCTAG
ACTTACAACGCCTTTTTTTTTTTTTTGAAATAAGTTTTTTTTTTTTTCTAGTCTAAATTTTTTTTTTTTTTCAACACCTTA
AATAATTACCTCTTTTTTTTTTTTTACATACGCTTTTTTTTTTTTTTCTCACTTTCTGTTTTTTTTTTTTTATCCAGGCGA
CTGGTCATCTCATTTTTTTTTTTTTGAATGAGAATTTTTTTTTTTTTTTGACCTGACCTTTTTTTTTTTTTACCTGAGGCC
TAGCGTGAATGGTTTTTTTTTTTTTATGAGACGCTTTTTTTTTTTTTATCCGAGCTTTTTTTTTTTTTTTTGAGATGACCG
GTCACTCAAGICTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCGGGCGCTA
TTTTTTTTTTTTTTTTTTTTTTTTGGACATTCCTTTTTTTTTTTTTTACGGTCGTGCAATTTTTTTTTTTTTTTTTTTTTT
TGCGAAGGCCGTTTTTTTTTTTTTAAGCTGGCAGTTTTTTTTTTTTTGGCGTTGTAAGTTTTTTTTTTTTTTAGAGACGAT
TGCAGGCGGGCTTTTTTTTTTTTTCAAAGGATAATTTTTTTTTTTTTGAGGTAATTATTTTTTTTTTTTTTTCTTATTTCA
GCTTCCGTTGCTTTTTTTTTTTTTTGATGCCATTTTTTTTTTTTTTTTGAGATGACCAGTTTTTTTTTTTTTAGCGTATGT
CAGGCGAAATCTTTTTTTTTTTTTAGCGTTGGCTTTTTTTTTTTTTTCCATTCACGCTATTTTTTTTTTTTTTTCTCATTC
AGCGCTGGAGGTTTTTTTTTTTTTGCTCAATGTTTTTTTTTTTTTTTGACTTGAGTGACTTTTTTTTTTTTTGCGTCTCAT
AATCTCCCACGCTTTTTTTTTTTTTATTGGACCTTTTTTTTTTTTTTCGGCCTTCGCATTTTTTTTTTTTTAGGAATGTCC
TCAGTGTATACCTTTTTTTTTTTTTGACTGTAAATTTTTTTTTTTTTGCCCGCCTGCATTTTTTTTTTTTTCTGCCAGCTT
GCCTTCGCACAGTTTTTTTTTTTTTTGGTCTGACTTTTTTTTTTTTTGCAACGGAAGCTTTTTTTTTTTTTTTATCCTTTG
GTCTAGGTATCCTTTTTTTTTTTTTCTGCTGGGATTTTTTTTTTTTTGATTTCGCCTGTTTTTTTTTTTTTAATGGCATCA
GCCGGAATTTGCTTTTTTTTTTTTTTAGCATTTATTTTTTTTTTTTTCCTCCAGCGCTTTTTTTTTTTTTTAGCCAACGCT

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ATTACCTTTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAACATTGAGC
TTTTTTTTTTTTTTTTTTTTTTTTCTGTCTCGTATTTTTTTTTTTTTGCGTGGGAGATTTTTTTTTTTTTTTTTTTTTTTT
TAGTAAACTCCTTTTTTTTTTTTTAAGGCTACCCTTTTTTTTTTTTTGGTATACACTGATTTTTTTTTTTTTAGGTCCAAT
TGTAAGTCGATTTTTTTTTTTTTTTAAACCACTGTTTTTTTTTTTTTCTGTGCGAAGGCTTTTTTTTTTTTTTTTACAGTC
CAGAAATATTGTTTTTTTTTTTTTAACTGTGATTTTTTTTTTTTTTTGGATACCTAGACTTTTTTTTTTTTTGTCAGACCA
TGAGAGCTCTGTTTTTTTTTTTTTATGAATTCGCTTTTTTTTTTTTTGCAAATTCCGGCTTTTTTTTTTTTTTCCCAGCAG
TTTCCTAGTTGTTTTTTTTTTTTTAATATCCACGTTTTTTTTTTTTTAATAAAGGTAATTTTTTTTTTTTTTTAAATGCTA
GGAGTTTACTATTTTTTTTTTTTTTACGAGACAG
ATCGACTTACATTTTTTTTTTTTTGGGTAGCCTT
CAATATTTCTGTTTTTTTTTTTTTCAGTGGTTTA
CAGAGCTCTCATTTTTTTTTTTTTAATCACAGTT
CAACTAGGAAATTTTTTTTTTTTTGCGAATTCAT
TTTTTTTTTTTTTTTTTTTTTTTTCGTGGATATT



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

m1l_16T

Sequence

GCCGGTGTCATATTTTTTTTTTTTTTTTGGACCAGAG

GCCTCAACGGCTTTTTTTTTTTTTTTTTTTAGCACGT

AACAGAGAGGTATTTTTTTTTTTTTTTTCTCCAAAGA

ACTTAGTTACCGTTTTTTTTTTTTTTTTGCTCGTTGA

GTGTAAAGCTGGTTTTTTTTTTTTTTTTCGGTGACGC

GGTTACAGATACTTTTTTTTTTTTTTTTTTTTTTTTT
TTTTTTTTTTTTTTTTTTTTTTTTTTTGCCATTGAGCTTTTTTTTTTTTTTTTTATGACACCGGCTTTTTTTTTTTTTTTTTTTTTTTTT
GAGACGGCGTCTTTTTTTTTTTTTTTTGTCGGCGAACTTTTTTTTTTTTTTTTAGCCGTTGAGGCTTTTTTTTTTTTTTTTCTCTGGTCC
CTGGGCGGATGTTTTTTTTTTTTTTTTTTACAGTGCGTTTTTTTTTTTTTTTTTACCTCTCTGTTTTTTTTTTTTTTTTTTACGTGCTAA
TCCGATTGCTATTTTTTTTTTTTTTTTGACGCATTGTTTTTTTTTTTTTTTTTCGGTAACTAAGTTTTTTTTTTTTTTTTTTCTTTGGAG
CAACATCTGCATTTTTTTTTTTTTTTTGCAGCTGTAGTTTTTTTTTTTTTTTTCCAGCTTTACACTTTTTTTTTTTTTTTTTCAACGAGC
ATCTGCCGCGGTTTTTTTTTTTTTTTTTAGTTGCTGCTTTTTTTTTTTTTTTTGTATCTGTAACCTTTTTTTTTTTTTTTTGCGTCACCG
CACGGAACGGCATTTTTTTTTTTTTTTTTCGAACGTGTTTTTTTTTTTTTTTTGACGCCGTCTCTTTTTTTTTTTTTTTTGCTCAATGGC
TCGTCCTAGGCCTTTTTTTTTTTTTTTTCTGGACTTCTTTTTTTTTTTTTTTTCATCCGCCCAGTTTTTTTTTTTTTTTTGTTCGCCGAC
TTCCGGATCGACTTTTTTTTTTTTTTTTCCTCGCCATTTTTTTTTTTTTTTTTTAGCAATCGGATTTTTTTTTTTTTTTTCGCACTGTAA
TTACCTAGAAATTTTTTTTTTTTTTTTTACCCGATGATTTTTTTTTTTTTTTTTGCAGATGTTGTTTTTTTTTTTTTTTTACAATGCGTC
GAAGCTGGCAAGTTTTTTTTTTTTTTTTGTTGCTATATTTTTTTTTTTTTTTTCCGCGGCAGATTTTTTTTTTTTTTTTTCTACAGCTGC
CGGGAAGATGGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGCAGCAACTA

TTTTTTTTTTTTTTTTTTTTTTTTTTTGGTTTCGAGATTTTTTTTTTTTTTTTTGCCGTTCCGTGTTTTTTTTTTTTTTTTTTTTTTTTT
GATTAGAGCATTTTTTTTTTTTTTTTTAATCTCTTTCTTTTTTTTTTTTTTTTGGCCTAGGACGATTTTTTTTTTTTTTTTCACGTTCGA
GCTGAGGTGTGTTTTTTTTTTTTTTTTCCGAGAAACATTTTTTTTTTTTTTTTGTCGATCCGGAATTTTTTTTTTTTTTTTGAAGTCCAG
TCTAGGAAACCTTTTTTTTTTTTTTTTCGGATATGTGTTTTTTTTTTTTTTTTATTTCTAGGTAATTTTTTTTTTTTTTTTATGGCGAGG
CGGCAGTTTAATTTTTTTTTTTTTTTTGACCTGCTCTTTTTTTTTTTTTTTTTCTTGCCAGCTTCTTTTTTTTTTTTTTTTTCATCGGGT
GAACAAATATCTTTTTTTTTTTTTTTTTACACCCTATTTTTTTTTTTTTTTTTTCCATCTTCCCGTTTTTTTTTTTTTTTTTATAGCAAC
GGTCGGATCACTTTTTTTTTTTTTTTTTCCCGCCAACTTTTTTTTTTTTTTTTATGCTCTAATCTTTTTTTTTTTTTTTTTCTCGAAACC
GAACTCGTCTCCTTTTTTTTTTTTTTTTGCTCAGGGTTTTTTTTTTTTTTTTTCACACCTCAGCTTTTTTTTTTTTTTTTGAAAGAGATT
CTAATAATAAGCTTTTTTTTTTTTTTTTGTGCCTAGCTTTTTTTTTTTTTTTTGGTTTCCTAGATTTTTTTTTTTTTTTTTGTTTCTCGG
TGAGCAAAGCAGTTTTTTTTTTTTTTTTACACAAAGGTTTTTTTTTTTTTTTTTTAAACTGCCGTTTTTTTTTTTTTTTTCACATATCCG
ACCATCACCCTATTTTTTTTTTTTTTTTCGATTCTCATTTTTTTTTTTTTTTTGATATTTGTTCTTTTTTTTTTTTTTTTAGAGCAGGTC
TAGCAAACTCAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTATAGGGTGTA

TTTTTTTTTTTTTTTTTTTTTTTTTTTCTAGCTCACCTTTTTTTTTTTTTTTTAGTGATCCGACCTTTTTTTTTTTTTTTTTTTTTTTTT
ACTTCACTATTTTTTTTTTTTTTTTTTTAAGGTGTTGTTTTTTTTTTTTTTTTGGAGACGAGTTCTTTTTTTTTTTTTTTTGTTGGCGGG
ATTTAGACTAGTTTTTTTTTTTTTTTTTCGCCTGGATTTTTTTTTTTTTTTTTGCTTATTATTAGTTTTTTTTTTTTTTTTACCCTGAGC
CAGAAAGTGAGTTTTTTTTTTTTTTTTGGCCTCAGGTTTTTTTTTTTTTTTTTCTGCTTTGCTCATTTTTTTTTTTTTTTTGCTAGGCAC
GGTCAGGTCAATTTTTTTTTTTTTTTTCGGTCATCTCTTTTTTTTTTTTTTTTTAGGGTGATGGTTTTTTTTTTTTTTTTTCCTTTGTGT
AAAGCTCGGATTTTTTTTTTTTTTTTTTAGCGCCCGGTTTTTTTTTTTTTTTTCTGAGTTTGCTATTTTTTTTTTTTTTTTTGAGAATCG
TTGCACGACCGTTTTTTTTTTTTTTTTTATCGTCTCTTTTTTTTTTTTTTTTTAATAGTGAAGTTTTTTTTTTTTTTTTTGGTGAGCTAG
ACTTACAACGCCTTTTTTTTTTTTTTTTTGAAATAAGTTTTTTTTTTTTTTTTCTAGTCTAAATTTTTTTTTTTTTTTTTCAACACCTTA
AATAATTACCTCTTTTTTTTTTTTTTTTACATACGCTTTTTTTTTTTTTTTTTCTCACTTTCTGTTTTTTTTTTTTTTTTATCCAGGCGA
CTGGTCATCTCATTTTTTTTTTTTTTTTGAATGAGAATTTTTTTTTTTTTTTTTTGACCTGACCTTTTTTTTTTTTTTTTACCTGAGGCC
TAGCGTGAATGGTTTTTTTTTTTTTTTTATGAGACGCTTTTTTTTTTTTTTTTATCCGAGCTTTTTTTTTTTTTTTTTTTGAGATGACCG
GTCACTCAAGTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCGGGCGCTA

TTTTTTTTTTTTTTTTTTTTTTTTTTTGGACATTCCTTTTTTTTTTTTTTTTTACGGTCGTGCAATTTTTTTTTTTTTTTTTTTTTTTTT
TGCGAAGGCCGTTTTTTTTTTTTTTTTAAGCTGGCAGTTTTTTTTTTTTTTTTGGCGTTGTAAGTTTTTTTTTTTTTTTTTAGAGACGAT
TGCAGGCGGGCTTTTTTTTTTTTTTTTCAAAGGATAATTTTTTTTTTTTTTTTGAGGTAATTATTTTTTTTTTTTTTTTTTCTTATTTCA
GCTTCCGTTGCTTTTTTTTTTTTTTTTTGATGCCATTTTTTTTTTTTTTTTTTTGAGATGACCAGTTTTTTTTTTTTTTTTAGCGTATGT
CAGGCGAAATCTTTTTTTTTTTTTTTTAGCGTTGGCTTTTTTTTTTTTTTTTTCCATTCACGCTATTTTTTTTTTTTTTTTTTCTCATTC
AGCGCTGGAGGTTTTTTTTTTTTTTTTGCTCAATGTTTTTTTTTTTTTTTTTTGACTTGAGTGACTTTTTTTTTTTTTTTTGCGTCTCAT
AATCTCCCACGCTTTTTTTTTTTTTTTTATTGGACCTTTTTTTTTTTTTTTTTCGGCCTTCGCATTTTTTTTTTTTTTTTAGGAATGTCC
TCAGTGTATACCTTTTTTTTTTTTTTTTGACTGTAAATTTTTTTTTTTTTTTTGCCCGCCTGCATTTTTTTTTTTTTTTTCTGCCAGCTT
GCCTTCGCACAGTTTTTTTTTTTTTTTTTGGTCTGACTTTTTTTTTTTTTTTTGCAACGGAAGCTTTTTTTTTTTTTTTTTTATCCTTTG
GTCTAGGTATCCTTTTTTTTTTTTTTTTCTGCTGGGATTTTTTTTTTTTTTTTGATTTCGCCTGTTTTTTTTTTTTTTTTAATGGCATCA
GCCGGAATTTGCTTTTTTTTTTTTTTTTTAGCATTTATTTTTTTTTTTTTTTTCCTCCAGCGCTTTTTTTTTTTTTTTTTAGCCAACGCT

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ATTACCTTTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAACATTGAGC
TTTTTTTTTTTTTTTTTTTTTTTTTTTCTGTCTCGTATTTTTTTTTTTTTTTTGCGTGGGAGATTTTTTTTTTTTTTTTTTTTTTTTTTT
TAGTAAACTCCTTTTTTTTTTTTTTTTAAGGCTACCCTTTTTTTTTTTTTTTTGGTATACACTGATTTTTTTTTTTTTTTTAGGTCCAAT
TGTAAGTCGATTTTTTTTTTTTTTTTTTAAACCACTGTTTTTTTTTTTTTTTTCTGTGCGAAGGCTTTTTTTTTTTTTTTTTTTACAGTC
CAGAAATATTGTTTTTTTTTTTTTTTTAACTGTGATTTTTTTTTTTTTTTTTTGGATACCTAGACTTTTTTTTTTTTTTTTGTCAGACCA
TGAGAGCTCTGTTTTTTTTTTTTTTTTATGAATTCGCTTTTTTTTTTTTTTTTGCAAATTCCGGCTTTTTTTTTTTTTTTTTCCCAGCAG
TTTCCTAGTTGTTTTTTTTTTTTTTTTAATATCCACGTTTTTTTTTTTTTTTTAATAAAGGTAATTTTTTTTTTTTTTTTTTAAATGCTA
GGAGTTTACTATTTTTTTTTTTTTTTTTACGAGACAG
ATCGACTTACATTTTTTTTTTTTTTTTGGGTAGCCTT
CAATATTTCTGTTTTTTTTTTTTTTTTCAGTGGTTTA
CAGAGCTCTCATTTTTTTTTTTTTTTTAATCACAGTT
CAACTAGGAAATTTTTTTTTTTTTTTTGCGAATTCAT
TTTTTTTTTTTTTTTTTTTTTTTTTTTCGTGGATATT



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name

1-1
1-2
1-3
1-4
1-5
1-6
2-1
2-2
2-3
2-4
2-5
2-6
3-1
3-2
3-3
3-4
3-5
3-6
41
4-2
4-3
4-4
45
46
5-1
5-2

6-4
6-5
6-6
7-1
7-2
7-3
7-4
7-5
7-6
8-1
8-2
8-3
8-4

m1l4

Sequence

TCCGCCGTCGGCGTCTCGGGA

ACTTGTACCAAGAGGCCAGTG

GTCTGTGCCCTAGCTGCATCG

CGTAGACGTTAAGACCTCGGA

AGGTGGTTTATACGGACTGTA

TTTTTTTTTTTTTAATACCCA
TTTTTTTTTTGCCCAATGCGTTTCCGACGGCGGATTTTTTTTTT
GTGCAGCAAGTCCGTTAACCATTTTGGTACAAGTTCCCGAGACG
GAATGAACTAGGGATAATAAGTTAGGGCACAGACCACTGGCCTC
ACCGACTAAATGATTGAGTCCTTTAACGTCTACGCGATGCAGCT
TACAAAGTTCAACCATAGACGTTATAAACCACCTTCCGAGGTCT
TGGGATAGTAGACACCTGCCCTTACGCATAGTCCTACAGTCCGT
AGTTATCCCTCATCGGTTACTTTCTTGCTGCACACGCATTGGGC
TAGAAGGGCCCTCAAGATGCATTTAGTTCATTCTGGTTAACGGA
ATGCGGGCCTAGCATGTAAGCTTTTTAGTCGGTCTTATTATCCC
TCCGTAAATTTAGTTTAGGACTTGAACTTTGTAGGACTCAATCA
GTTTACTGCACCAACTTGAAGTTTACTATCCCACGTCTATGGTT
ACTCGCAGCACTTTTTTTTTTTTTTTTTTTTTTGGGCAGGTGTC
TTTTTTTTTTCACGTGGGCATTTGAGGGATAACTTTTTTTTTTT
CGAGTCCGCGAGGTCCGAATCTTGGGCCCTTCTAAGTAACCGAT
CGCGCCAACGGGTGGAGCTGTTTTAGGCCCGCATTGCATCTTGA
CCATCGCGCCCTAAGTGTATGTTAAATTTACGGAGCTTACATGC
GGTACCGGACCGTGGTCACCGTTGTGCAGTAAACGTCCTAAACT
AGGTAATCTAATAGCAGCAGTTTGTGCTGCGAGTCTTCAAGTTG
ACATAGCGAGTCAAACGGTGATTCGCGGACTCGATGCCCACGTG
ATGGGCGGGCCGGTCACAAGTTTCGTTGGCGCGGATTCGGACCT
CCGGAGCCCTAAGTCCGAGGTTTGGCGCGATGGACAGCTCCACC
AAGGATCTGGAGGAAGTTCCATTGTCCGGTACCCATACACTTAG
TTAGGGAAATAAAGGATTGACTTTAGATTACCTCGGTGACCACG
TCAGCGCTTCATTTTTTTTTTTTTTTTTTTTTTACTGCTGCTAT
TTTTTTTTTTGTATCTGCACATTACTCGCTATGTTTTTTTTTTT
CCGCATGATCCGCAAGAGCTTTTGGCCCGCCCATTCACCGTTTG
AGTGCTTATGACCCTAAATTGTTTAGGGCTCCGGACTTGTGACC
CGTCAGAAAGATAAAGAGGGCTTTCCAGATCCTTACCTCGGACT
CATACGCTGTCCCTAACGTTATTTATTTCCCTAATGGAACTTCC
GCCAATCCAGGTTTAAAGAGATTTGAAGCGCTGAGTCAATCCTT
TATTTGGCATCTGACTATAGGTTGATCATGCGGTGTGCAGATAC
GTACGCCCTGACCCACCGATGTTCATAAGCACTAAGCTCTTGCG
GTTAAAGGCGTTCGCGAAATTTTCTTTCTGACGCAATTTAGGGT
CCTTTGACTTTCACTGAACAGTTACAGCGTATGGCCCTCTTTAT
GCCCTGACGGGAGCTGCGGGCTTCTGGATTGGCTAACGTTAGGG
GACGTTGAATTTTTTTTTTTTTTTTTTTTTTTTTCTCTTTAAAC
TTTTTTTTTTACAGAAAGGTCTTGATGCCAAATATTTTTTTTTT
TGGCGGTTGGATTAATTAGGCTTTCAGGGCGTACCCTATAGTCA
AATCCCTGTGGCTACCGAGGCTTACGCCTTTAACCATCGGTGGG
AACTGAAGCGGCTTGGCCACTTTAAAGTCAAAGGAATTTCGCGA
ACCGTGACGCAACTAAACAATTTCCCGTCAGGGCCTGTTCAGTG
GGACTCTATCCCTACGGAACCTTAATTCAACGTCGCCCGCAGCT
GGGACCCTTCACTAACGACCATTCCAACCGCCAGACCTTTCTGT
GCCTGATATTGCAATCACTCCTTCACAGGGATTGCCTAATTAAT
GGGTACCGACTCCCTTTACGGTTCGCTTCAGTTGCCTCGGTAGC
CTTCCGAGAAGTCATTTGGAATTGCGTCACGGTAGTGGCCAAGC
GTCTCAGGCGCTTGAGAATGATTGATAGAGTCCATTGTTTAGTT

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

TCGAACACTTCTTTTTTTTTTTTTTTTTTTTTTGGTTCCGTAGG
TTTTTTTTTTCACATAGGCCGTTTGAAGGGTCCCTTTTTTTTTT
CCCACCTAGAAGAAGAAAGGGTTCAATATCAGGCTGGTCGTTAG
TAGAACTGAGAGACAGGGCTATTAGTCGGTACCCGGAGTGATTG
TATAGCGCGTCTGTGGCGCGATTCTTCTCGGAAGCCGTAAAGGG
CTGGCGGTACCATAAACTCGCTTGCGCCTGAGACTTCCAAATGA
ATTTCCCTGACCTTGAGGGAGTTGAAGTGTTCGATCATTCTCAA
TCTAGGTGGGCGGCCTATGTG
CTCAGTTCTACCCTTTCTTCT
ACGCGCTATATAGCCCTGTCT
GTACCGCCAGTCGCGCCACAG
TCAGGGAAATGCGAGTTTATG
TTTTTTTTTTCTCCCTCAAGG



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

m14_10T

Sequence

TCCGCCGTCGGTTTTTTTTTTCGTCTCGGGA

ACTTGTACCAATTTTTTTTTTGAGGCCAGTG

GTCTGTGCCCTTTTTTTTTTTAGCTGCATCG

CGTAGACGTTATTTTTTTTTTAGACCTCGGA

AGGTGGTTTATTTTTTTTTTTACGGACTGTA

TTTTTTTTTTTTTTTTTTTTTTTAATACCCA
TTTTTTTTTTTTTTTTTTTTGCCCAATGCGTTTTTTTTTTTCCGACGGCGGATTTTTTTTTTTTTTTTTTTT
GTGCAGCAAGTTTTTTTTTTTCCGTTAACCATTTTTTTTTTTTGGTACAAGTTTTTTTTTTTTCCCGAGACG
GAATGAACTATTTTTTTTTTGGGATAATAAGTTTTTTTTTTAGGGCACAGACTTTTTTTTTTCACTGGCCTC
ACCGACTAAATTTTTTTTTTTGATTGAGTCCTTTTTTTTTTTAACGTCTACGTTTTTTTTTTCGATGCAGCT
TACAAAGTTCTTTTTTTTTTAACCATAGACGTTTTTTTTTTATAAACCACCTTTTTTTTTTTTCCGAGGTCT
TGGGATAGTATTTTTTTTTTGACACCTGCCCTTTTTTTTTTACGCATAGTCCTTTTTTTTTTTACAGTCCGT
AGTTATCCCTCTTTTTTTTTTCATCGGTTACTTTTTTTTTTCTTGCTGCACTTTTTTTTTTACGCATTGGGC
TAGAAGGGCCCTTTTTTTTTTCTCAAGATGCTTTTTTTTTTTAGTTCATTCTTTTTTTTTTTGGTTAACGGA
ATGCGGGCCTATTTTTTTTTTAGCATGTAAGTTTTTTTTTTTTTAGTCGGTTTTTTTTTTTCTTATTATCCC
TCCGTAAATTTTTTTTTTTTTTAGTTTAGGATTTTTTTTTTGAACTTTGTATTTTTTTTTTGGACTCAATCA
GTTTACTGCACTTTTTTTTTTCCAACTTGAATTTTTTTTTTTACTATCCCATTTTTTTTTTCGTCTATGGTT
ACTCGCAGCACTTTTTTTTTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGGGCAGGTGTC
TTTTTTTTTTTTTTTTTTTTCACGTGGGCATTTTTTTTTTTGAGGGATAACTTTTTTTTTTTTTTTTTTTTT
CGAGTCCGCGTTTTTTTTTTAGGTCCGAATCTTTTTTTTTTGGGCCCTTCTATTTTTTTTTTAGTAACCGAT
CGCGCCAACGTTTTTTTTTTGGTGGAGCTGTTTTTTTTTTTTAGGCCCGCATTTTTTTTTTTTGCATCTTGA
CCATCGCGCCTTTTTTTTTTCTAAGTGTATGTTTTTTTTTTAAATTTACGGATTTTTTTTTTGCTTACATGC
GGTACCGGACTTTTTTTTTTCGTGGTCACCGTTTTTTTTTTGTGCAGTAAACTTTTTTTTTTGTCCTAAACT
AGGTAATCTATTTTTTTTTTATAGCAGCAGTTTTTTTTTTTGTGCTGCGAGTTTTTTTTTTTCTTCAAGTTG
ACATAGCGAGTTTTTTTTTTTTCAAACGGTGTTTTTTTTTTCGCGGACTCGTTTTTTTTTTATGCCCACGTG
ATGGGCGGGCCTTTTTTTTTTCGGTCACAAGTTTTTTTTTTCGTTGGCGCGTTTTTTTTTTGATTCGGACCT
CCGGAGCCCTATTTTTTTTTTAAGTCCGAGGTTTTTTTTTTGGCGCGATGGTTTTTTTTTTACAGCTCCACC
AAGGATCTGGATTTTTTTTTTAGGAAGTTCCTTTTTTTTTTGTCCGGTACCTTTTTTTTTTCATACACTTAG
TTAGGGAAATATTTTTTTTTTAAAGGATTGATTTTTTTTTTTAGATTACCTTTTTTTTTTTCGGTGACCACG
TCAGCGCTTCATTTTTTTTTTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTACTGCTGCTAT
TTTTTTTTTTTTTTTTTTTTGTATCTGCACATTTTTTTTTTACTCGCTATGTTTTTTTTTTTTTTTTTTTTT
CCGCATGATCTTTTTTTTTTCGCAAGAGCTTTTTTTTTTTTGGCCCGCCCATTTTTTTTTTTTCACCGTTTG
AGTGCTTATGTTTTTTTTTTACCCTAAATTGTTTTTTTTTTTAGGGCTCCGGTTTTTTTTTTACTTGTGACC
CGTCAGAAAGTTTTTTTTTTATAAAGAGGGCTTTTTTTTTTTCCAGATCCTTTTTTTTTTTTACCTCGGACT
CATACGCTGTTTTTTTTTTTCCCTAACGTTATTTTTTTTTTTATTTCCCTAATTTTTTTTTTTGGAACTTCC
GCCAATCCAGTTTTTTTTTTGTTTAAAGAGATTTTTTTTTTTGAAGCGCTGATTTTTTTTTTGTCAATCCTT
TATTTGGCATCTTTTTTTTTTCTGACTATAGTTTTTTTTTTGATCATGCGGTTTTTTTTTTTGTGCAGATAC
GTACGCCCTGATTTTTTTTTTACCCACCGATTTTTTTTTTTCATAAGCACTTTTTTTTTTTAAGCTCTTGCG
GTTAAAGGCGTTTTTTTTTTTTTCGCGAAATTTTTTTTTTTCTTTCTGACGTTTTTTTTTTCAATTTAGGGT
CCTTTGACTTTTTTTTTTTTTTCACTGAACATTTTTTTTTTACAGCGTATGTTTTTTTTTTGCCCTCTTTAT
GCCCTGACGGGTTTTTTTTTTGAGCTGCGGGTTTTTTTTTTCTGGATTGGCTTTTTTTTTTTAACGTTAGGG
GACGTTGAATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCTCTTTAAAC
TTTTTTTTTTTTTTTTTTTTACAGAAAGGTCTTTTTTTTTTGATGCCAAATATTTTTTTTTTTTTTTTTTTT
TGGCGGTTGGTTTTTTTTTTATTAATTAGGCTTTTTTTTTTTCAGGGCGTACTTTTTTTTTTCCTATAGTCA
AATCCCTGTGTTTTTTTTTTGCTACCGAGGCTTTTTTTTTTACGCCTTTAACTTTTTTTTTTCATCGGTGGG
AACTGAAGCGTTTTTTTTTTGCTTGGCCACTTTTTTTTTTTAAAGTCAAAGGTTTTTTTTTTAATTTCGCGA
ACCGTGACGCTTTTTTTTTTAACTAAACAATTTTTTTTTTTCCCGTCAGGGCTTTTTTTTTTCTGTTCAGTG
GGACTCTATCTTTTTTTTTTCCTACGGAACCTTTTTTTTTTAATTCAACGTCTTTTTTTTTTGCCCGCAGCT
GGGACCCTTCATTTTTTTTTTACTAACGACCTTTTTTTTTTCCAACCGCCATTTTTTTTTTGACCTTTCTGT
GCCTGATATTGTTTTTTTTTTGCAATCACTCTTTTTTTTTTCACAGGGATTTTTTTTTTTTGCCTAATTAAT
GGGTACCGACTTTTTTTTTTTTCCCTTTACGTTTTTTTTTTCGCTTCAGTTTTTTTTTTTTGCCTCGGTAGC
CTTCCGAGAAGTTTTTTTTTTGTCATTTGGATTTTTTTTTTGCGTCACGGTTTTTTTTTTTAGTGGCCAAGC
GTCTCAGGCGCTTTTTTTTTTCTTGAGAATGTTTTTTTTTTGATAGAGTCCTTTTTTTTTTATTGTTTAGTT
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F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

TCGAACACTTCTTTTTTTTTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGGTTCCGTAGG
TTTTTTTTTTTTTTTTTTTTCACATAGGCCGTTTTTTTTTTTGAAGGGTCCCTTTTTTTTTTTTTTTTTTTT
CCCACCTAGATTTTTTTTTTAGAAGAAAGGGTTTTTTTTTTCAATATCAGGCTTTTTTTTTTTGGTCGTTAG
TAGAACTGAGTTTTTTTTTTAGACAGGGCTATTTTTTTTTTAGTCGGTACCCTTTTTTTTTTGGAGTGATTG
TATAGCGCGTTTTTTTTTTTCTGTGGCGCGATTTTTTTTTTCTTCTCGGAAGTTTTTTTTTTCCGTAAAGGG
CTGGCGGTACTTTTTTTTTTCATAAACTCGCTTTTTTTTTTGCGCCTGAGACTTTTTTTTTTTTCCAAATGA
ATTTCCCTGATTTTTTTTTTCCTTGAGGGAGTTTTTTTTTTGAAGTGTTCGATTTTTTTTTTTCATTCTCAA
TCTAGGTGGGTTTTTTTTTTCGGCCTATGTG
CTCAGTTCTATTTTTTTTTTCCCTTTCTTCT
ACGCGCTATATTTTTTTTTTTAGCCCTGTCT
GTACCGCCAGTTTTTTTTTTTCGCGCCACAG
TCAGGGAAATTTTTTTTTTTGCGAGTTTATG
TTTTTTTTTTTTTTTTTTTTCTCCCTCAAGG



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name

1-1
1-2
1-3
1-4
1-5
1-6
2-1
2-2
2-3
2-4
2-5
2-6
3-1
3-2
3-3
3-4
3-5
3-6
41
4-2
4-3
4-4
45
46
5-1
5-2

6-4
6-5
6-6
7-1
7-2
7-3
7-4
7-5
7-6
8-1
8-2
8-3
8-4

m3.1

Sequence

ATACAACACCGCCAAACACGC
GGGCGACCGCATACTGTGTAT
CCAGGTACGATGAGTAGTTGT
TAATTTGGTACGCGCATTCAA
GTCCACGGCGGCTAATAAGTT
TTTTTTTTTTGTTCTCGTCAT
TTTTTTTTTTGCGTGTTTGGCGATTTGACTAACCTGTGTGAG
GGTGTTGTATATACACAGTATTCATGATATCTCATAGGGCCT
GCGGTCGCCCACAACTACTCAGCATTGGGCGGTTGGGCTACC
TCGTACCTGGTTGAATGCGCGAGGCCTCCGCCTAAGTAGATT
TACCAAATTAAACTTATTAGCGTGGTTGACGCAATTTCGAGA
CGCCGTGGACATGACGAGAACATGGGAATGGCTTTTTTTTTT
GCTGCTATATCCCTGCTTCTCTTAGTCAAATCTTTTTTTTTT
ACCTTTCTGCAGAAAGTGATCAGATATCATGACTCACACAGG
CAGGTGGAAGGGCCAAAGAATCCGCCCAATGCAGGCCCTATG
AGCCAAACTGCTTGCATGATGGGCGGAGGCCTGGTAGCCCAA
ATACTGGTTTGTTCAGCCGTGGCGTCAACCACAATCTACTTA
TTTTTTTTTTCGAGTAGTCTGGCCATTCCCATTCTCGAAATT
TTTTTTTTTTGAGAAGCAGGGACTCACGGATGCTTAGGACCC
ATATAGCAGCGATCACTTTCTAAGCTCATCCTCATTATCAAT
GCAGAAAGGTATTCTTTGGCCTTACATGAGCGTGGACCAACT
CTTCCACCTGCATCATGCAAGGCAAACGCTCGCGTACGACAC
CAGTTTGGCTCACGGCTGAACAGTTATTTGTACTCGGTATAG
AAACCAGTATCAGACTACTCGAGCTCCAACCCTTTTTTTTTT
ACGGCAGGATGATCTGTGATTCATCCGTGAGTTTTTTTTTTT
TGGCGCCAGCACGCGGTACTTAGGATGAGCTTGGGTCCTAAG
ACCGACGTTCTTCGACTGCTACGCTCATGTAAATTGATAATG
AGACAGTGTGCTGACATAATTCGAGCGTTTGCAGTTGGTCCA
TATCACGTGATGATGTAAACGTACAAATAACTGTGTCGTACG
TTTTTTTTTTAGCTAGATCACGGGTTGGAGCTCTATACCGAG
TTTTTTTTTTAATCACAGATCAGTTCCTACTAGGGCACCAGT
ATCCTGCCGTAAGTACCGCGTGAGCGTGCCAGTCGGACTGGG
GCTGGCGCCATAGCAGTCGAAAGACAGTATCTCTACCCGTAG
GAACGTCGGTAATTATGTCAGCGCCCGTGGAGGATGATTCAT
CACACTGTCTCGTTTACATCAGAATTCCCGGCAAGCGGGCCG
TCACGTGATAGTGATCTAGCTACAAGCGCTGATTTTTTTTTT
TTGAACGATAATCAATGGAAGTAGTAGGAACTTTTTTTTTTT
CCGTTCTGCTGCAACCGCCGGCTGGCACGCTCACTGGTGCCC
ACTCCGCGTAGATCCAAAGATAGATACTGTCTCCCAGTCCGA
AATGACCGCTCCACACGCTCACTCCACGGGCGCTACGGGTAG
CTTCAAGGATCCTATTTCTCCGCCGGGAATTCATGAATCATC
TTTTTTTTTTCGACTCTCGGATCAGCGCTTGTCGGCCCGCTT
TTTTTTTTTTCTTCCATTGATATATGCCTAATACTGAACGTT
TATCGTTCAACCGGCGGTTGCGTGGTACTCTTATACCCTCGC
AGCAGAACGGATCTTTGGATCAAACGACTCGAATCAAAGGCT
TACGCGGAGTTGAGCGTGTGGGTCTTGTGTCCTGCTAATATG
AGCGGTCATTGGAGAAATAGGGTCTATTCTGAACTCTAGTAG
ATCCTTGAAGTCCGAGAGTCGCGCCGAGCGATTTTTTTTTTT
CTCATTTACCTACCATAATATATTAGGCATATTTTTTTTTTT
AATAGTGAGGCACGCTTCATTAAGAGTACCACAACGTTCAGT
GATATTTAAACGTCCGCTCCCTCGAGTCGTTTGCGAGGGTAT
CATCCCGGCAGCATAAGAGGAGGACACAAGACAGCCTTTGAT
ACGCCTACAGGCGCCTTACTGTCAGAATAGACCATATTAGCA
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F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
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H9
A10
B10
C10
D10
E10
F10
G10
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All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

TTTTTTTTTTAATGCACAACGATCGCTCGGCGCTACTAGAGT
TTTTTTTTTTATATTATGGTAGGACCGCTGTAACTTTACTAA
GGTAAATGAGAATGAAGCGTGAGCAGGATGAATTCAAAGTCG
CCTCACTATTGGGAGCGGACGTCTTCTCATGTTGCTTGTGGG
TTTAAATATCTCCTCTTATGCCGGCAAACTGAACTGGGCTGC
TGCCGGGATGCAGTAAGGCGCCGTCCTCCGGTTCACTTACGT
CTGTAGGCGTCGTTGTGCATTCCTCTAGCATATTTTTTTTTT
TACAGCGGTCCTTTTTTTTTT
TTCATCCTGCTTTAGTAAAGT
ACATGAGAAGACGACTTTGAA
TCAGTTTGCCGCCCACAAGCA
ACCGGAGGACGGCAGCCCAGT
TATGCTAGAGGACGTAAGTGA
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B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
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A4
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D4
E4
F4
G4
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A5
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D5
E5
F5
G5
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A6
B6
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D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

m3.1_10T

Sequence

ATACAACACCTTTTTTTTTTGCCAAACACGC

GGGCGACCGCTTTTTTTTTTATACTGTGTAT

CCAGGTACGATTTTTTTTTTTGAGTAGTTGT

TAATTTGGTATTTTTTTTTTCGCGCATTCAA

GTCCACGGCGTTTTTTTTTTGCTAATAAGTT

TTTTTTTTTTTTTTTTTTTTGTTCTCGTCAT
TTTTTTTTTTTTTTTTTTTTGCGTGTTTGGCTTTTTTTTTTGATTTGACTAATTTTTTTTTTCCTGTGTGAG
GGTGTTGTATTTTTTTTTTTATACACAGTATTTTTTTTTTTTCATGATATCTTTTTTTTTTTCATAGGGCCT
GCGGTCGCCCTTTTTTTTTTACAACTACTCATTTTTTTTTTGCATTGGGCGGTTTTTTTTTTTTGGGCTACC
TCGTACCTGGTTTTTTTTTTTTGAATGCGCGTTTTTTTTTTAGGCCTCCGCCTTTTTTTTTTTAAGTAGATT
TACCAAATTATTTTTTTTTTAACTTATTAGCTTTTTTTTTTGTGGTTGACGCTTTTTTTTTTAATTTCGAGA
CGCCGTGGACTTTTTTTTTTATGACGAGAACTTTTTTTTTTATGGGAATGGCTTTTTTTTTTTTTTTTTTTT
GCTGCTATATTTTTTTTTTTCCCTGCTTCTCTTTTTTTTTTTTAGTCAAATCTTTTTTTTTTTTTTTTTTTT
ACCTTTCTGCTTTTTTTTTTAGAAAGTGATCTTTTTTTTTTAGATATCATGATTTTTTTTTTCTCACACAGG
CAGGTGGAAGTTTTTTTTTTGGCCAAAGAATTTTTTTTTTTCCGCCCAATGCTTTTTTTTTTAGGCCCTATG
AGCCAAACTGTTTTTTTTTTCTTGCATGATGTTTTTTTTTTGGCGGAGGCCTTTTTTTTTTTGGTAGCCCAA
ATACTGGTTTTTTTTTTTTTGTTCAGCCGTGTTTTTTTTTTGCGTCAACCACTTTTTTTTTTAATCTACTTA
TTTTTTTTTTTTTTTTTTTTCGAGTAGTCTGTTTTTTTTTTGCCATTCCCATTTTTTTTTTTTCTCGAAATT
TTTTTTTTTTTTTTTTTTTTGAGAAGCAGGGTTTTTTTTTTACTCACGGATGTTTTTTTTTTCTTAGGACCC
ATATAGCAGCTTTTTTTTTTGATCACTTTCTTTTTTTTTTTAAGCTCATCCTTTTTTTTTTTCATTATCAAT
GCAGAAAGGTTTTTTTTTTTATTCTTTGGCCTTTTTTTTTTTTACATGAGCGTTTTTTTTTTTGGACCAACT
CTTCCACCTGTTTTTTTTTTCATCATGCAAGTTTTTTTTTTGCAAACGCTCGTTTTTTTTTTCGTACGACAC
CAGTTTGGCTTTTTTTTTTTCACGGCTGAACTTTTTTTTTTAGTTATTTGTATTTTTTTTTTCTCGGTATAG
AAACCAGTATTTTTTTTTTTCAGACTACTCGTTTTTTTTTTAGCTCCAACCCTTTTTTTTTTTTTTTTTTTT
ACGGCAGGATTTTTTTTTTTGATCTGTGATTTTTTTTTTTTCATCCGTGAGTTTTTTTTTTTTTTTTTTTTT
TGGCGCCAGCTTTTTTTTTTACGCGGTACTTTTTTTTTTTTAGGATGAGCTTTTTTTTTTTTGGGTCCTAAG
ACCGACGTTCTTTTTTTTTTTTCGACTGCTATTTTTTTTTTCGCTCATGTAATTTTTTTTTTATTGATAATG
AGACAGTGTGTTTTTTTTTTCTGACATAATTTTTTTTTTTTCGAGCGTTTGCTTTTTTTTTTAGTTGGTCCA
TATCACGTGATTTTTTTTTTTGATGTAAACGTTTTTTTTTTTACAAATAACTTTTTTTTTTTGTGTCGTACG
TTTTTTTTTTTTTTTTTTTTAGCTAGATCACTTTTTTTTTTGGGTTGGAGCTTTTTTTTTTTCTATACCGAG
TTTTTTTTTTTTTTTTTTTTAATCACAGATCTTTTTTTTTTAGTTCCTACTATTTTTTTTTTGGGCACCAGT
ATCCTGCCGTTTTTTTTTTTAAGTACCGCGTTTTTTTTTTTGAGCGTGCCAGTTTTTTTTTTTCGGACTGGG
GCTGGCGCCATTTTTTTTTTTAGCAGTCGAATTTTTTTTTTAGACAGTATCTTTTTTTTTTTCTACCCGTAG
GAACGTCGGTTTTTTTTTTTAATTATGTCAGTTTTTTTTTTCGCCCGTGGAGTTTTTTTTTTGATGATTCAT
CACACTGTICTTTTTTTTTTTCGTTTACATCATTTTTTTTTTGAATTCCCGGCTTTTTTTTTTAAGCGGGCCG
TCACGTGATATTTTTTTTTTGTGATCTAGCTTTTTTTTTTTACAAGCGCTGATTTTTTTTTTTTTTTTTTTT
TTGAACGATATTTTTTTTTTATCAATGGAAGTTTTTTTTTTTAGTAGGAACTTTTTTTTTTTTTTTTTTTTT
CCGTTCTGCTTTTTTTTTTTGCAACCGCCGGTTTTTTTTTTCTGGCACGCTCTTTTTTTTTTACTGGTGCCC
ACTCCGCGTATTTTTTTTTTGATCCAAAGATTTTTTTTTTTAGATACTGTCTTTTTTTTTTTCCCAGTCCGA
AATGACCGCTTTTTTTTTTTCCACACGCTCATTTTTTTTTTCTCCACGGGCGTTTTTTTTTTCTACGGGTAG
CTTCAAGGATTTTTTTTTTTCCTATTTCTCCTTTTTTTTTTGCCGGGAATTCTTTTTTTTTTATGAATCATC
TTTTTTTTTTTTTTTTTTTTCGACTCTCGGATTTTTTTTTTTCAGCGCTTGTTTTTTTTTTTCGGCCCGCTT
TTTTTTTTTTTTTTTTTTTTCTTCCATTGATTTTTTTTTTTATATGCCTAATTTTTTTTTTTACTGAACGTT
TATCGTTCAATTTTTTTTTTCCGGCGGTTGCTTTTTTTTTTGTGGTACTCTTTTTTTTTTTTATACCCTCGC
AGCAGAACGGTTTTTTTTTTATCTTTGGATCTTTTTTTTTTAAACGACTCGATTTTTTTTTTATCAAAGGCT
TACGCGGAGTTTTTTTTTTTTGAGCGTGTGGTTTTTTTTTTGTCTTGTGTCCTTTTTTTTTTTGCTAATATG
AGCGGTCATTTTTTTTTTTTGGAGAAATAGGTTTTTTTTTTGTCTATTCTGATTTTTTTTTTACTCTAGTAG
ATCCTTGAAGTTTTTTTTTTTCCGAGAGTCGTTTTTTTTTTCGCCGAGCGATTTTTTTTTTTTTTTTTTTTT
CTCATTTACCTTTTTTTTTTTACCATAATATTTTTTTTTTTATTAGGCATATTTTTTTTTTTTTTTTTTTTT
AATAGTGAGGTTTTTTTTTTCACGCTTCATTTTTTTTTTTTAAGAGTACCACTTTTTTTTTTAACGTTCAGT
GATATTTAAATTTTTTTTTTCGTCCGCTCCCTTTTTTTTTTTCGAGTCGTTTTTTTTTTTTTGCGAGGGTAT
CATCCCGGCATTTTTTTTTTGCATAAGAGGATTTTTTTTTTGGACACAAGACTTTTTTTTTTAGCCTTTGAT
ACGCCTACAGTTTTTTTTTTGCGCCTTACTGTTTTTTTTTTTCAGAATAGACTTTTTTTTTTCATATTAGCA
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H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
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H9
A10
B10
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D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

TTTTTTTTTTTTTTTTTTTTAATGCACAACGTTTTTTTTTTATCGCTCGGCGTTTTTTTTTTCTACTAGAGT
TTTTTTTTTTTTTTTTTTTTATATTATGGTATTTTTTTTTTGGACCGCTGTATTTTTTTTTTACTTTACTAA
GGTAAATGAGTTTTTTTTTTAATGAAGCGTGTTTTTTTTTTAGCAGGATGAATTTTTTTTTTTTCAAAGTCG
CCTCACTATTTTTTTTTTTTGGGAGCGGACGTTTTTTTTTTTCTTCTCATGTTTTTTTTTTTTGCTTGTGGG
TTTAAATATCTTTTTTTTTTTCCTCTTATGCTTTTTTTTTTCGGCAAACTGATTTTTTTTTTACTGGGCTGC
TGCCGGGATGTTTTTTTTTTCAGTAAGGCGCTTTTTTTTTTCGTCCTCCGGTTTTTTTTTTTTCACTTACGT
CTGTAGGCGTTTTTTTTTTTCGTTGTGCATTTTTTTTTTTTCCTCTAGCATATTTTTTTTTTTTTTTTTTTT
TACAGCGGTCCTTTTTTTTTTTTTTTTTTTT
TTCATCCTGCTTTTTTTTTTTTTAGTAAAGT
ACATGAGAAGATTTTTTTTTTCGACTTTGAA
TCAGTTTGCCGTTTTTTTTTTCCCACAAGCA
ACCGGAGGACGTTTTTTTTTTGCAGCCCAGT
TATGCTAGAGGTTTTTTTTTTACGTAAGTGA



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name

1-1
1-2
1-3
1-4
1-5
1-6
2-1
2-2
2-3
2-4
2-5
2-6
3-1
3-2
3-3
3-4
3-5
3-6
41
4-2
4-3
4-4
45
4-6
5-1
5-2

6-4
6-5
6-6
7-1
7-2
7-3
7-4
75
7-6
8-1
8-2
8-3
8-4

m4.1

Sequence

ACTAAGCACTTTTTTTTTTTT
TGTATAGTATCCAGCAGCTTA
CATCGTTACCGAGATTGATGG
GGACTAGACCGTTAACCAGTT
AATTCAAGCGTAGCCATCCTC
TGGAGTTTCACCTGATGTTCG
AGTGCTTAGTTAAGCTGCTGGGCCTGCTGGATCGGCATGTAG
ATACTATACACCATCAATCTCAGAAAGACTTTGACGATACTC
GGTAACGATGAACTGGTTAACTCGCGCGAGCGACCCTCAGTG
GGTCTAGTCCGAGGATGGCTAACTATTATTTATGGACCGAAA
CGCTTGAATTCGAACATCAGGGTATGCTCCCTACTGAAATAG
TGAAACTCCATTTTTTTTTTTCCTCAGCTTTTTTTTTTTTTT
TCCAGCAGGCTTTTTTTTTTTTACCGTTTGTTTTTTTTTTTT
AAGTCTTTCTCTACATGCCGACTTTAACCTAGATGCTCATTC
GCTCGCGCGAGAGTATCGTCATGCTTAATACGAATCCTGACT
AAATAATAGTCACTGAGGGTCTTCCCATCAAGTGGTTTGCCA
GGGAGCATACTTTCGGTCCATTCCCGTACAGAGGTACGAGGT
AAAGCTGAGGCTATTTCAGTATAGCCATACTCGAAGGTCTTA
ACAAACGGTAGAATGAGCATCCAGGGCGTGAGCCCTTGAGTT
TAGGTTAAAGAGTCAGGATTCAGACATAGCGTCCGCGATCAG
GTATTAAGCATGGCAAACCACGCCAGTATGTAAATCCCGGGC
TTGATGGGAAACCTCGTACCTCGGCTCGGCCCAGTGGTCAAG
CTGTACGGGATAAGACCTTCGGTGGTAGCCCACCACTCGCCT
AGTATGGCTATTTTTTTTTTTCCCGACCACTTTTTTTTTTTT
TCACGCCCTGTTTTTTTTTTTCCTACACTCATTTTTTTTTTT
CGCTATGTCTAACTCAAGGGCCAGTTACGTAAATCCGCGCAA
ACATACTGGCCTGATCGCGGACCATAGACCATCGGACCCGCA
GGCCGAGCCGGCCCGGGATTTATTCCTGCTGCTCAGATCAGA
GGGCTACCACCTTGACCACTGCTTAGATTTATGTGTTCGTAC
AGTGGTCGGGAGGCGAGTGGTATGAGTGGCACATCGCATTTA
TGAGTGTAGGTTGCGCGGATTGACCCATGTGCGCACGACTCC
TACGTAACTGTGCGGGTCCGATCCCGTCTGAGTCTATTCATC
TGGTCTATGGTCTGATCTGAGAGTGCACTTCAAGCAAAGTTG
CAGCAGGAATGTACGAACACATAGTGACACGGTGCGGAGCGT
TAAATCTAAGTAAATGCGATGGGCACAACCCTCCACAATGAA
TGCCACTCATTTTTTTTTTTTATTGCACTTTTTTTTTTTTTT
CACATGGGTCTTTTTTTTTTTCCTCCGATAGTTTTTTTTTTT
TCAGACGGGAGGAGTCGTGCGGTTCGCATTACGAGGTAAGTA
GAAGTGCACTGATGAATAGACAAACTGTTTAGGCTAGGATAT
CGTGTCACTACAACTTTGCTTATAGGTCCTGGGCCGCCTCCT
GGGTTGTGCCACGCTCCGCACGATACTTATTCTAGAACTAGC
AAAGTGCAATTTCATTGTGGAATCCGGTTTCCATTTGTTCTA
CTATCGGAGGTACTTACCTCGAGAAAGGGCGATTCCGATCGC
TAATGCGAACATATCCTAGCCACCTTTCAGCATGCAAAGTTC
TAAACAGTTTAGGAGGCGGCCAGAACTCCACCTGCCACGTGA
CAGGACCTATGCTAGTTCTAGTAGCTAGTCGTAGAATCTACT
AATAAGTATCTAGAACAAATGGTGGCTTGTACCCGGAATGTG
GAAACCGGATTTTTTTTTTTTTCGACCGTGTTTTTTTTTTTT
CGCCCTTTCTTTTTTTTTTTTATAGAATTCATTTTTTTTTTT
GCTGAAAGGTGCGATCGGAATGACGTAAACGACAAAGTAAGG
GTGGAGTTCTGAACTTTGCATAGTGAAATGTTGGAACATTGG
CGACTAGCTATCACGTGGCAGGTGCACAGAATGAGCGGAAAT
TACAAGCCACAGTAGATTCTATTTGATCATCGATGCCCGCAG

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ACACGGTCGACACATTCCGGGAACCAAGTCTGTTTAAAGTAC
TGAATTCTATCCTTACTTTGTTTCGAAAGTAATCCCATTGTC
CGTTTACGTCCCAATGTTCCACGACTGTGACGACAATTGTCG
ACATTTCACTATTTCCGCTCAGGCTATGGCATGCAACGATAC
TTCTGTGCACCTGCGGGCATCCATCCAGTGCCGTATGATACT
GATGATCAAAGTACTTTAAACTCATCCCTGTTCAACTCTGCA
AGACTTGGTTTTTTTTTTTTTGCAAGACATCTTTTTTTTTTT
TACTTTCGAATTTTTTTTTTT
GTCACAGTCGGACAATGGGAT
TGCCATAGCCCGACAATTGTC
GCACTGGATGGTATCGTTGCA
ACAGGGATGAAGTATCATACG
GATGTCTTGCTGCAGAGTTGA



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

m4.1_10T

Sequence

ACTAAGCACTTTTTTTTTTTTTTTTTTTTTT

TGTATAGTATTTTTTTTTTTCCAGCAGCTTA

CATCGTTACCTTTTTTTTTTGAGATTGATGG

GGACTAGACCTTTTTTTTTTGTTAACCAGTT

AATTCAAGCGTTTTTTTTTTTAGCCATCCTC

TGGAGTTTCATTTTTTTTTTCCTGATGTTCG
AGTGCTTAGTTTTTTTTTTTTAAGCTGCTGGTTTTTTTTTTGCCTGCTGGATTTTTTTTTTTCGGCATGTAG
ATACTATACATTTTTTTTTTCCATCAATCTCTTTTTTTTTTAGAAAGACTTTTTTTTTTTTTGACGATACTC
GGTAACGATGTTTTTTTTTTAACTGGTTAACTTTTTTTTTTTCGCGCGAGCTTTTTTTTTTGACCCTCAGTG
GGTCTAGTCCTTTTTTTTTTGAGGATGGCTATTTTTTTTTTACTATTATTTTTTTTTTTTTATGGACCGAAA
CGCTTGAATTTTTTTTTTTTCGAACATCAGGTTTTTTTTTTGTATGCTCCCTTTTTTTTTTTACTGAAATAG
TGAAACTCCATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCTCAGCTTTTTTTTTTTTTTTTTTTTTTTT
TCCAGCAGGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTACCGTTTGTTTTTTTTTTTTTTTTTTTTTT
AAGTCTTTCTTTTTTTTTTTCTACATGCCGATTTTTTTTTTCTTTAACCTATTTTTTTTTTGATGCTCATTC
GCTCGCGCGATTTTTTTTTTGAGTATCGTCATTTTTTTTTTTGCTTAATACTTTTTTTTTTGAATCCTGACT
AAATAATAGTTTTTTTTTTTCACTGAGGGTCTTTTTTTTTTTTCCCATCAATTTTTTTTTTGTGGTTTGCCA
GGGAGCATACTTTTTTTTTTTTTCGGTCCATTTTTTTTTTTTCCCGTACAGTTTTTTTTTTAGGTACGAGGT
AAAGCTGAGGTTTTTTTTTTCTATTTCAGTATTTTTTTTTTTAGCCATACTTTTTTTTTTTCGAAGGTCTTA
ACAAACGGTATTTTTTTTTTGAATGAGCATCTTTTTTTTTTCAGGGCGTGATTTTTTTTTTGCCCTTGAGTT
TAGGTTAAAGTTTTTTTTTTAGTCAGGATTCTTTTTTTTTTAGACATAGCGTTTTTTTTTTTCCGCGATCAG
GTATTAAGCATTTTTTTTTTTGGCAAACCACTTTTTTTTTTGCCAGTATGTTTTTTTTTTTAAATCCCGGGC
TTGATGGGAATTTTTTTTTTACCTCGTACCTTTTTTTTTTTCGGCTCGGCCTTTTTTTTTTCAGTGGTCAAG
CTGTACGGGATTTTTTTTTTTAAGACCTTCGTTTTTTTTTTGTGGTAGCCCTTTTTTTTTTACCACTCGCCT
AGTATGGCTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCCGACCACTTTTTTTTTTTTTTTTTTTTTT

TCACGCCCTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCTACACTCATTTTTTTTTTTTTTTTTTTTT
CGCTATGTCTTTTTTTTTTTAACTCAAGGGCTTTTTTTTTTCAGTTACGTATTTTTTTTTTAATCCGCGCAA
ACATACTGGCTTTTTTTTTTCTGATCGCGGATTTTTTTTTTCCATAGACCATTTTTTTTTTTCGGACCCGCA
GGCCGAGCCGTTTTTTTTTTGCCCGGGATTTTTTTTTTTTTATTCCTGCTGTTTTTTTTTTCTCAGATCAGA
GGGCTACCACTTTTTTTTTTCTTGACCACTGTTTTTTTTTTCTTAGATTTATTTTTTTTTTTGTGTTCGTAC
AGTGGTCGGGTTTTTTTTTTAGGCGAGTGGTTTTTTTTTTTATGAGTGGCATTTTTTTTTTCATCGCATTTA
TGAGTGTAGGTTTTTTTTTTTTGCGCGGATTTTTTTTTTTTGACCCATGTGTTTTTTTTTTCGCACGACTCC
TACGTAACTGTTTTTTTTTTTGCGGGTCCGATTTTTTTTTTTCCCGTCTGATTTTTTTTTTGTCTATTCATC
TGGTCTATGGTTTTTTTTTTTCTGATCTGAGTTTTTTTTTTAGTGCACTTCTTTTTTTTTTAAGCAAAGTTG
CAGCAGGAATTTTTTTTTTTGTACGAACACATTTTTTTTTTTAGTGACACGTTTTTTTTTTGTGCGGAGCGT
TAAATCTAAGTTTTTTTTTTTAAATGCGATGTTTTTTTTTTGGCACAACCCTTTTTTTTTTTCCACAATGAA
TGCCACTCATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTATTGCACTTTTTTTTTTTTTTTTTTTTTTTT

CACATGGGTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCTCCGATAGTTTTTTTTTTTTTTTTTTTTT
TCAGACGGGATTTTTTTTTTGGAGTCGTGCGTTTTTTTTTTGTTCGCATTATTTTTTTTTTCGAGGTAAGTA
GAAGTGCACTTTTTTTTTTTGATGAATAGACTTTTTTTTTTAAACTGTTTATTTTTTTTTTGGCTAGGATAT
CGTGTCACTATTTTTTTTTTCAACTTTGCTTTTTTTTTTTTATAGGTCCTGTTTTTTTTTTGGCCGCCTCCT
GGGTTGTGCCTTTTTTTTTTACGCTCCGCACTTTTTTTTTTGATACTTATTTTTTTTTTTTCTAGAACTAGC
AAAGTGCAATTTTTTTTTTTTTCATTGTGGATTTTTTTTTTATCCGGTTTCTTTTTTTTTTCATTTGTTCTA
CTATCGGAGGTTTTTTTTTTTACTTACCTCGTTTTTTTTTTAGAAAGGGCGTTTTTTTTTTATTCCGATCGC
TAATGCGAACTTTTTTTTTTATATCCTAGCCTTTTTTTTTTACCTTTCAGCTTTTTTTTTTATGCAAAGTTC
TAAACAGTTTTTTTTTTTTTAGGAGGCGGCCTTTTTTTTTTAGAACTCCACTTTTTTTTTTCTGCCACGTGA
CAGGACCTATTTTTTTTTTTGCTAGTTCTAGTTTTTTTTTTTAGCTAGTCGTTTTTTTTTTTAGAATCTACT
AATAAGTATCTTTTTTTTTTTAGAACAAATGTTTTTTTTTTGTGGCTTGTATTTTTTTTTTCCCGGAATGTG
GAAACCGGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCGACCGTGTTTTTTTTTTTTTTTTTTTTTT

CGCCCTTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTATAGAATTCATTTTTTTTTTTTTTTTTTTTT
GCTGAAAGGTTTTTTTTTTTGCGATCGGAATTTTTTTTTTTGACGTAAACGTTTTTTTTTTACAAAGTAAGG
GTGGAGTTCTTTTTTTTTTTGAACTTTGCATTTTTTTTTTTAGTGAAATGTTTTTTTTTTTTGGAACATTGG
CGACTAGCTATTTTTTTTTTTCACGTGGCAGTTTTTTTTTTGTGCACAGAATTTTTTTTTTTGAGCGGAAAT
TACAAGCCACTTTTTTTTTTAGTAGATTCTATTTTTTTTTTTTTGATCATCTTTTTTTTTTGATGCCCGCAG
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F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ACACGGTCGATTTTTTTTTTCACATTCCGGGTTTTTTTTTTAACCAAGTCTTTTTTTTTTTGTTTAAAGTAC
TGAATTCTATTTTTTTTTTTCCTTACTTTGTTTTTTTTTTTTTCGAAAGTATTTTTTTTTTATCCCATTGTC
CGTTTACGTCTTTTTTTTTTCCAATGTTCCATTTTTTTTTTCGACTGTGACTTTTTTTTTTGACAATTGTCG
ACATTTCACTTTTTTTTTTTATTTCCGCTCATTTTTTTTTTGGCTATGGCATTTTTTTTTTTGCAACGATAC
TTCTGTGCACTTTTTTTTTTCTGCGGGCATCTTTTTTTTTTCATCCAGTGCTTTTTTTTTTCGTATGATACT
GATGATCAAATTTTTTTTTTGTACTTTAAACTTTTTTTTTTTCATCCCTGTTTTTTTTTTTTCAACTCTGCA
AGACTTGGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGCAAGACATCTTTTTTTTTTTTTTTTTTTTT
TACTTTCGAATTTTTTTTTTTTTTTTTTTTT
GTCACAGTCGTTTTTTTTTTGACAATGGGAT
TGCCATAGCCTTTTTTTTTTCGACAATTGTC
GCACTGGATGTTTTTTTTTTGTATCGTTGCA
ACAGGGATGATTTTTTTTTTAGTATCATACG
GATGTCTTGCTTTTTTTTTTTGCAGAGTTGA



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name
1-1
1-2
1-3
1-4
1-5
1-6
2-1
2-2
2-3
2-4
2-5
2-6
3-1
3-2
3-3
3-4

6-1
6-2

ml4_lowGC

Sequence

GAAGTACAATTTTTTTTTTTTCTACAGATTC

ATGATTGTTGATTTTTTTTTTTAACTCTAAA

CGAAGTAACTATTTTTTTTTTCATAATCGAA

GATAGAAAGACTTTTTTTTTTTAGTAAATGC

ATCATTTGTGATTTTTTTTTTACTTATGTGA

AACTTCTTAGATTTTTTTTTTTTTTTTTTTT
TTTTTTTTTTTTTTTTTTTTAATGGTTCTAGTTTTTTTTTTAATTGTACTTCTTTTTTTTTTTTTTTTTTTT
ATACATCTATTTTTTTTTTTTGATACGTTACTTTTTTTTTTTCAACAATCATTTTTTTTTTTGAATCTGTAG
TACAATCTCATTTTTTTTTTAATAGGTTACATTTTTTTTTTTAGTTACTTCGTTTTTTTTTTTTTAGAGTTA
ATGTCATAAATTTTTTTTTTGACAGTTCTATTTTTTTTTTTGTCTTTCTATCTTTTTTTTTTTTCGATTATG
TCAATGAATGTTTTTTTTTTTTTACCGTTATTTTTTTTTTTTCACAAATGATTTTTTTTTTTGCATTTACTA
CTTACTCTTCTTTTTTTTTTTAGTTTCTTTGTTTTTTTTTTTCTAAGAAGTTTTTTTTTTTTTCACATAAGT
ATTAGATATAGTTTTTTTTTTCATCTAAAGATTTTTTTTTTATAGATGTATTTTTTTTTTTCTAGAACCATT
TTGCTTATGATTTTTTTTTTTAAACCAACAGTTTTTTTTTTTGAGATTGTATTTTTTTTTTGTAACGTATCA
TTTAGTGATATTTTTTTTTTTACCATGTTTCTTTTTTTTTTTTTATGACATTTTTTTTTTTTGTAACCTATT
AGTAAAGAATCTTTTTTTTTTTTATAGTGAATTTTTTTTTTCATTCATTGATTTTTTTTTTATAGAACTGTC
CATTTAGGTAGTTTTTTTTTTATTACAGAAGTTTTTTTTTTGAAGAGTAAGTTTTTTTTTTATAACGGTAAA
AATTACGTAGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCAAAGAAACTA
TTTTTTTTTTTTTTTTTTTTTTAACCATAGTTTTTTTTTTTCTATATCTAATTTTTTTTTTTTTTTTTTTTT
AATTGCAGTTTTTTTTTTTTAGAATGAACAATTTTTTTTTTATCATAAGCAATTTTTTTTTTTCTTTAGATG
ACTAAAGCATTTTTTTTTTTATACATATTGGTTTTTTTTTTATATCACTAAATTTTTTTTTTCTGTTGGTTT
AAAGTCTTACTTTTTTTTTTATTTGCTATGATTTTTTTTTTGATTCTTTACTTTTTTTTTTTGAAACATGGT
TTTGCATTAATTTTTTTTTTGATCTATACAATTTTTTTTTTCTACCTAAATGTTTTTTTTTTTTCACTATAA
CTTGTATTAGTTTTTTTTTTGTTGTTATTGGTTTTTTTTTTACTACGTAATTTTTTTTTTTTCTTCTGTAAT
TTAGTAAGTGATTTTTTTTTTAATCTCTAGTTTTTTTTTTTAACTGCAATTTTTTTTTTTTACTATGGTTAA
AGTATGATGAATTTTTTTTTTTTAGTATAGTTTTTTTTTTTATGCTTTAGTTTTTTTTTTTTTGTTCATTCT
TGTTCTAAATCTTTTTTTTTTAGTGTACATGTTTTTTTTTTGTAAGACTTTTTTTTTTTTTCCAATATGTAT
TTAACTGTAACTTTTTTTTTTATCATGTAGATTTTTTTTTTTTAATGCAAATTTTTTTTTTTCATAGCAAAT
TAAAGTAGCATTTTTTTTTTTTATGGTACTTTTTTTTTTTTCTAATACAAGTTTTTTTTTTTTGTATAGATC
TGTTAAGAACATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCAATAACAAC
TTTTTTTTTTTTTTTTTTTTCTACTTCATTTTTTTTTTTTTTCACTTACTAATTTTTTTTTTTTTTTTTTTT
CAGATTATCTTTTTTTTTTTGTGATCAATTTTTTTTTTTTTTTCATCATACTTTTTTTTTTTACTAGAGATT
GACTTTAAGTTTTTTTTTTTAATCGTAATGTTTTTTTTTTTGATTTAGAACATTTTTTTTTTACTATACTAA
CTACAAATCTTTTTTTTTTTATGCTAACAAGTTTTTTTTTTGTTACAGTTAATTTTTTTTTTCATGTACACT
AATGTATTTGTTTTTTTTTTGAATTTCTTATTTTTTTTTTTATGCTACTTTATTTTTTTTTTTCTACATGAT
CTCTTGTAATTTTTTTTTTTAGGATCATCTTTTTTTTTTTTTGTTCTTAACATTTTTTTTTTAAGTACCATA
AGTACATCAACTTTTTTTTTTTAACTTTGAGTTTTTTTTTTAGATAATCTGTTTTTTTTTTAAATGAAGTAG
TATGTAATGACTTTTTTTTTTTTCTAATTGGTTTTTTTTTTACTTAAAGTCTTTTTTTTTTAAATTGATCAC
TATTGAACGATTTTTTTTTTTAGATAGTGTATTTTTTTTTTAGATTTGTAGTTTTTTTTTTACATTACGATT
AAGTTGAGTTTTTTTTTTTTTGATGATTAACTTTTTTTTTTCAAATACATTTTTTTTTTTTCTTGTTAGCAT
GAAATGCTTAGTTTTTTTTTTATTGAGAAATTTTTTTTTTTATTACAAGAGTTTTTTTTTTATAAGARATTC
ACGTACTATCATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTAAGATGATCCT
TTTTTTTTTTTTTTTTTTTTAGTATAACATTTTTTTTTTTTGTTGATGTACTTTTTTTTTTTTTTTTTTTTT
GCTGTTTGTATTTTTTTTTTTGTCAATCAATTTTTTTTTTTGTCATTACATATTTTTTTTTTCTCAAAGTTA
GTGATACTATTTTTTTTTTTTGIGATTTCTGTTTTTTTTTTATCGTTCAATATTTTTTTTTTCCAATTAGAA
ACTATGTTAGTTTTTTTTTTTCTATATGTCTTTTTTTTTTTAAACTCAACTTTTTTTTTTTTTACACTATCT
CTATCATTGTTTTTTTTTTTCATTCAACATATTTTTTTTTTCTAAGCATTTCTTTTTTTTTTGTTAATCATC
ACAGAAACAGTTTTTTTTTTTATCTTTGTGTTTTTTTTTTTTGATAGTACGTTTTTTTTTTTATTTCTCAAT
AAGTATTACCATTTTTTTTTTTCAAGATCATTTTTTTTTTTTACAAACAGCTTTTTTTTTTAATGTTATACT
ATGTTTGAAGTTTTTTTTTTTTCTTCAAGTTTTTTTTTTTTATAGTATCACTTTTTTTTTTATTGATTGACA
TACTCAGAATTTTTTTTTTTTTGGTTGTAAATTTTTTTTTTCTAACATAGTTTTTTTTTTTCAGAAATCACA
TCGATGATATTTTTTTTTTTTCGTTGTTTAATTTTTTTTTTACAATGATAGTTTTTTTTTTAGACATATAGA
GCTTGAATTGATTTTTTTTTTAAGTTTGGATTTTTTTTTTTCTGTTTCTGTTTTTTTTTTTTATGTTGAATG
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F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

GTAACTTAAGGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTACACAAAGATA
TTTTTTTTTTTTTTTTTTTTTTGAAATTGGATTTTTTTTTTTGGTAATACTTTTTTTTTTTTTTTTTTTTTT
TCTTTCATTATTTTTTTTTTTCCTACTATAGTTTTTTTTTTACTTCAAACATTTTTTTTTTTATGATCTTGA
AATCGTTTGTTTTTTTTTTTCTATGAAATAGTTTTTTTTTTAATTCTGAGTATTTTTTTTTTAACTTGAAGA
CTTATCGATCTTTTTTTTTTATTAGTTCATCTTTTTTTTTTAATATCATCGATTTTTTTTTTTTTACAACCA
TACTTATCCATTTTTTTTTTTTGTTACTGTATTTTTTTTTTTCAATTCAAGCTTTTTTTTTTTTAAACAACG
TAAGTCAGTTTTTTTTTTTTATAGGAAGATTTTTTTTTTTTCCTTAAGTTACTTTTTTTTTTATCCAAACTT
TAATGAAAGATTTTTTTTTTTCCAATTTCAA
ACAAACGATTTTTTTTTTTTCTATAGTAGGA
GATCGATAAGTTTTTTTTTTCTATTTCATAG
TGGATAAGTATTTTTTTTTTGATGAACTAAT
AACTGACTTATTTTTTTTTTTACAGTAACAA
TTTTTTTTTTTTTTTTTTTTAATCTTCCTAT



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name

1-1
1-2
1-3
1-4
1-5

2-1
2-2
2-3
2-4
2-5
2-6
3-1
3-2
3-3
3-4
3-5
3-6
41
4-2
4-3
4-4
45
46
5-1
5-2

6-4
6-5
6-6
7-1
7-2
7-3
7-4
7-5
7-6
8-1
8-2
8-3
8-4

m10

Sequence
AGCCCACTCGGGCGCGGACGG
TCAGCGATATTAGGCTGTTAA
ATCTCGACGATCGCATGCAGC
CAACGCTCCTAGTCATCTTTC
GATATAGCACCCGATTCACCT

TTTTTTTTTTTTTTTTTTTTTACTTTCTCTCGCAACTTAGTA
TTTTTTTTTTTTTTTTTTTTTCCGTCCGCGCCCGAGTGGGCT
TTAACAGAAGACAGGTGATAACCCTGGCACACCTCGATTAAC
GAGTTTACCTAATATCGCTGAGCTGCATGCGATCGTCGAGAT
GAAAGATGAAGGCGGGCGAGCCGGCTCACTAACGTCGGTTCG
TTTAGCAGACTAGGAGCGTTGAGGTGAATCGGGTGCTATATC
TTATCACCTGTCTTTAAACTCTACTAAGTTGCGAGGTGCCGA
TAGCAATGGATGACCCGGGATCATTCGGATTAGACAGAAAGT
GCTCGCCCGCCTTCTGCTAAAGTTAATCGAGGTGTAAATTGT
ACGTGTTTGTACGACCGTTGATGTGTCTGTGAGTTGCCAGGG
TTTTTTTTTTTTTTTTTTTTTCGAACCGACGTTAGCATAGTC
TTTTTTTTTTTTTTTTTTTTTCATTCCCTGTGGTCTGAGCCG
TTTTTTTTTTTTTTTTTTTTTGCCCACCCTCCCTTCAAGATC
TTTTTTTTTTTTTTTTTTTTTTCGGCACGTCTAATCCGAATG
ATCCCGGCCATTGAGGTACCGTCGAAGCAGCGACCCAAGCTT
TCAATCTGTCATCCATTGCTAACAATTTAACTCACAGACACA
TCAACGGCAATGGTCACTACAGTACATGGTTGACAGGTTGGT
GGAGCACTCGTACAAACACGTGACTATGGACCACAGGGAATG
CGGTACCTCAATGGAGATTGAGATCTTGAAGGGAGTCTGAAG
CAGGATCCACGGTAAAGCTATTCCCTCTTCGAACAGGTGGGC
TGTAGTGACCATTGGTGCTCCAAGCTTGGGTCGCTAGCTGGT
CGAGTGTTTAACGAGCCCTAATCTCGAGTATCCCTGCTTCGA
TTTTTTTTTTTTTTTTTTTTTACCAACCTGTCAACTTTAGCG
TTTTTTTTTTTTTTTTTTTTTCTCTACGGTGGGTACATGTAC
TTTTTTTTTTTTTTTTTTTTTACGGCGAAAGATGCATATACG
TTTTTTTTTTTTTTTTTTTTTCTTCAGATGTTCGAAGAGGGA
ATAGCTTGAATAGGGCGTTAATCTGGAAGGGATACCCTGACA
CGTTAAATACCGTGGATCCTGACCAGCTAGGGATACTCGAGA
TTAGGGCAAATTCCTCGAGCAGCCAGAGATCATGTCTCTAGA
TCCAGTTTCGTTAAACACTCGCGCTAAATACCCACCGTAGAG
TTAACGCCCTATTCTTTAACGCGTATATGCATCTTTAATTGT
TGTTACCCGTTATCATCGTATGGTCTACTCGGATTTCGCCGT
TGCTCGAGGAATTTAACTGGATGTCAGGGTATCCCAGGTTAA
GCGCTTTCGCTTGTGAATTAGACGAGACATCGAGCTTCCAGA
TTTTTTTTTTTTTTTTTTTTTTCTAGAGACATGATAAGGCAG
TTTTTTTTTTTTTTTTTTTTTATACTGCCGGTGAGCTCTGGC
TTTTTTTTTTTTTTTTTTTTTTTACTGCCGGAACGCTGCCCT
TTTTTTTTTTTTTTTTTTTTTACAATTAAATCCGAGTAGACC
ATACGATCGATTTCTTAGCAGGCCAAAGGAGCGTTGGTCACA
GCTATTGGATAACGGGTAACATTAACCTGCTCGATGTCTCGT
CTAATTCGATATACGGGTTGCTGGCATTATACGAACTTGATT
TGGGCCCACAAGCGAAAGCGCCTGCCTTCTCACCGGCAGTAT
CTGCTAAGAAATCGCAATAGCAGGGCAGCGTTCCGGCTAAAT
TGTCGTGTATGGTGCAAAGACACTGAAGCTGGGCCGCAGTAA
GCAACCCGTATATCGGGCCCATGTGACCAACGCTCTTGGGTT
GACAAGGTCTAGCGTTACTTGGTACTGTGTGTGTACTTTGGC
TTTTTTTTTTTTTTTTTTTTTAATCAAGTTCGTATAGCTCAG
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F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5

TTTTTTTTTTTTTTTTTTTTTTCTACGGACGCTCCAATGCCA
TTTTTTTTTTTTTTTTTTTTTGGGCTACCGAGGGTCTGGGCC
TTTTTTTTTTTTTTTTTTTTTATTTAGCGGCCCAGCTTCAGT
GTCTTTGGGTCCGCAGGGCTCGGAACGCTATGCCGCCCTCTA
GGTTCATCACCATACACGACAAACCCAATACACACACAGTAC
CAAGTAATCCGGCGCTCCCGCGCGCACATGGGCATACGCCTG
TATCGCGCGCTAGACCTTGTCCTGAGCTGGAGCGTCCGTAGA
GGCCCAGACCCTCGGTAGCCC
GAGCCCTGCGGACCATGAACC
TAGAGGGCGGCATAGCGTTCC
GCGGGAGCGCCGGACGCGATA
CAGGCGTATGCCCATGTGCGC



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name

1-1
1-3
1-5
1-2
1-4
1-6
2-2
2-4
26
2-1
2-3
25
31
33
35
3-2
3-4
36
4-2
4-4
4-6
41
4-3
4-5
5-1
5-3
55
5-2
5-4
5-6
6-2
6-4
6-6
6-1
6-3
6-5
7-1
7-3
75
7-2
7-4
7-6
8-2
8-4
8-6
8-1

m10_highGC

Sequence
GCAGACTGGACTCGGCATCCT
CGGACCCGTAGCGTCCGTGCA
GGAGGTCCCGCAACGCGCGTT
CGCCATGGGCTGAGCTCGGGC
AGGGAGCTGGGACCAGCGTGA

TTTTTTTTTTTTTTTTTTTTTAGGATGCCGAGTCCAGTCTGC
CGCACAGCTCAGCCCATGGCGTGCACGGACGCTACGGGTCCG
GGCATGGGGTCCCAGCTCCCTAACGCGCGTTGCGGGACCTCC
TTTTTTTTTTTTTTTTTTTTTGTGGGAGACCGCGTGGCCGTC
GCCCGAGCAGGCTACCCACGGGACACGTCGGTGTGGCAGCGA
TCACGCTCTCCCAGGTCCGCACGACGTCTGGCCACTGCACCC
CCGTGGGTAGCCTGCTGTGCGGACGGCCACGCGGTTGGGTGA
TGCGGACCTGGGAGCCATGCCTCGCTGCCACACCGCGCAGGT
TTTTTTTTTTTTTTTTTTTTTGGGTGCAGTGGCCAGGTGGGT
GCTGGACCCAGCGCACTGCCCTAGGCAGCTGGCACCTCCCAC
TCGCTCCGTCTCCGACGCACTCCCGCGGTTTCCCTACGTGTC
TTTTTTTTTTTTTTTTTTTTTGCCAGAGCCGACCAGACGTCG
TTTTTTTTTTTTTTTTTTTTTTCACCCAGTGCCAGCTGCCTA
CTGGCGCGCGCTGGGTCCAGCACCTGCGAGGGAAACCGCGGG
ATCCGGCCGGAGACGGAGCGAACCCACCTGGTCGGCTCTGGC
TTTTTTTTTTTTTTTTTTTTTAGACGCGTGAGAGCAGCCTCG
GGGCAGTTCCACGGTGGCACGGTTCCCTCCGGACACCCGCAT
AGTGCGTCGAGGTCGTGGGCCGCTGTGGAGCCTGCGCGCCTG
CGTGCCACCGTGGAGCGCCAGCGAGGCTGCTCTCAACGGTGA
GGCCCACGACCTCGGCCGGATATGCGGGTGTCCGGGGGCACC
TTTTTTTTTTTTTTTTTTTTTCAGGCGCGCAGGCTTGGTCGC
TCACCTCGGAGCCACTCGGTCCTGGGCGAAGGACCCGCGTCT
CTCGTGCTCCTGCGGTCACGGGCCTGGTGCCTGCAAGGGAAC
TTTTTTTTTTTTTTTTTTTTTGCCCGTCGCGTGCCCCACAGC
TTTTTTTTTTTTTTTTTTTTTTCACCGTGGTCCTTCGCCCAG
TTCGGGATGGCTCCGAGGTGAGGTGCCCTGCAGGCACCAGGC
CTCCTGGCGCAGGAGCACGAGGCGACCAGGCACGCGACGGGC
TTTTTTTTTTTTTTTTTTTTTCCTCCGCGTAGCAGCTCTGCG
GACCGAGTGCACCGAGCGGTAGGGCTGTGCAGGGCGCTCGAC
CCGTGACGACGCCCACACTGCGGGCCATTGCCAGGCGTAGGG
TACCGCTCGGTGCATCCCGAACGCAGAGCTGCTACTGGTCCA
GCAGTGTGGGCGTCCCAGGAGGTCGAGCGCCCTGCCCCGTCC
TTTTTTTTTTTTTTTTTTTTTCCCTACGCCTGGCACTCTCGC
ACCGTAGGCGTGTGGTGCGCCGCATTGCGGCAAGCGCGGAGG
GAGGAGGTGGGCTCTCCTCCCTGGCTGCGGAAGGCACAGCCC
TTTTTTTTTTTTTTTTTTTTTCATCGACCCTGCTGATGGCCC
TTTTTTTTTTTTTTTTTTTTTTGGACCAGCTTGCCGCAATGC
CTGGCTCCACACGCCTACGGTGGACGGGGCCTTCCGCAGCCA
GTCGCACGAGCCCACCTCCTCGCGAGAGCAGCAGGGTCGATG
TTTTTTTTTTTTTTTTTTTTTGGGTTCGTGGCGCGAGTCTCC
GGCGCACACCAGCCGCCTCCCGGGCGTTGCGAGCCCGCTGCG
GGGAGGAAGGCCGGGCTAGAGCTCCAGGGCCCGACTGGCCCA
GGGAGGCGGCTGGTGAGCCAGGGAGACTCGCGCCAAGCGTGC
CTCTAGCCCGGCCTGTGCGACCGCAGCGGGCTCGCGCGACCG
TTTTTTTTTTTTTTTTTTTTTTGGGCCAGTCGGGCTGAGCCC
TGACCGTCGACCGGATCCCGCTCTGACCCGGACGACGAACCC
ACGGACGTGGGACGACCGCTGGCCGAGACGCCAGCAACGCCC

Back to overview




F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-2
10-4
10-6
10-1
10-3
10-5
11-2
11-4
11-6
11-1
11-3
11-5

TTTTTTTTTTTTTTTTTTTTTCAAGGAGGGCCAAGCCTGGAG
TTTTTTTTTTTTTTTTTTTTTGCACGCTTCGTCCGGGTCAGA
CCTCCAGCCGGTCGACGGTCACGGTCGCGCTGGCGTCTCGGC
CCTGTGGCGTCCCACGTCCGTGGGCTCACTTGGCCCTCCTTG
TTTTTTTTTTTTTTTTTTTTTCCTGTCGGGTCGCCCTTTGGC
GCGGGATACCGGCACCCGGTCCGAAGCAGGTCGAGGCAGGCC
CAGCGGTGTGTCTCGAGCACCGCGATCGGTCGGACAGGGACC
GACCGGGTGCCGGTCTGGAGG

GGTGCTCGAGACACCCACAGG

GCCAAAGGGCGACCCGACAGG
GGCCTGCCTCGACCTGCTTCG
GGTCCCTGTCCGACCGATCGC



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

41
4-2
4-3
4-4
45
46
5-1
5-2
5-3
5-4
5-5
5-6
6-1
6-2

8-4
8-5
8-6
9-1
9-2
9-3
9-4
9-5

m4.1_10T_split

Sequence

ACTAATGCACTTTTTTTTTTTTTTTTTTTTTTT

TGTATTAGTATTTTTTTTTTTCCAGCTAGCTTA

CATCGTTTACCTTTTTTTTTTGAGATTTGATGG

GGACTTAGACCTTTTTTTTTTGTTAATCCAGTT

AATTCTAAGCGTTTTTTTTTTTAGCCTATCCTC

TGGAGTTTTCATTTTTTTTTTCCTGATTGTTCG
AGTGCTTTAGTTTTTTTTTTTTAAGCTTGCTGGTTTTTTTTTTGCCTGTCTGGATTTTTTTTTTTCGGCTATGTAG
ATACTTATACATTTTTTTTTTCCATCATATCTCTTTTTTTTTTAGAAATGACTTTTTTTTTTTTTGACGTATACTC
GGTAATCGATGTTTTTTTTTTAACTGGTTTAACTTTTTTTTTTTCGCGTCGAGCTTTTTTTTTTGACCCTTCAGTG
GGTCTTAGTCCTTTTTTTTTTGAGGATTGGCTATTTTTTTTTTACTATTTATTTTTTTTTTTTTATGGATCCGAAA
CGCTTTGAATTTTTTTTTTTTCGAACATTCAGGTTTTTTTTTTGTATGTCTCCCTTTTTTTTTTTACTGTARATAG
TGAAATCTCCATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCTCATGCTTTTTTTTTTTTTTTTTTTTTTTTT
TCCAGTCAGGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTACCGTTTTGTTTTTTTTTTTTTTTTTTTTTTT
AAGTCTTTTCTTTTTTTTTTTCTACATTGCCGATTTTTTTTTTCTTTATACCTATTTTTTTTTTGATGCTTCATTC
GCTCGTCGCGATTTTTTTTTTGAGTATTCGTCATTTTTTTTTTTGCTTTAATACTTTTTTTTTTGAATCTCTGACT
AAATATATAGTTTTTTTTTTTCACTGATGGGTCTTTTTTTTTTTTCCCTATCAATTTTTTTTTTGTGGTTTTGCCA
GGGAGTCATACTTTTTTTTTTTTTCGGTTCCATTTTTTTTTTTTCCCGTTACAGTTTTTTTTTTAGGTATCGAGGT
AAAGCTTGAGGTTTTTTTTTTCTATTTTCAGTATTTTTTTTTTTAGCCTATACTTTTTTTTTTTCGAAGTGTCTTA
ACAAATCGGTATTTTTTTTTTGAATGATGCATCTTTTTTTTTTCAGGGTCGTGATTTTTTTTTTGCCCTTTGAGTT
TAGGTTTAAAGTTTTTTTTTTAGTCAGTGATTCTTTTTTTTTTAGACATTAGCGTTTTTTTTTTTCCGCTGATCAG
GTATTTAAGCATTTTTTTTTTTGGCAATACCACTTTTTTTTTTGCCAGTTATGTTTTTTTTTTTAAATCTCCGGGC
TTGATTGGGAATTTTTTTTTTACCTCGTTACCTTTTTTTTTTTCGGCTTCGGCCTTTTTTTTTTCAGTGTGTCAAG
CTGTATCGGGATTTTTTTTTTTAAGACTCTTCGTTTTTTTTTTGTGGTTAGCCCTTTTTTTTTTACCACTTCGCCT
AGTATTGGCTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCCGATCCACTTTTTTTTTTTTTTTTTTTTTTT

TCACGTCCCTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCTACTACTCATTTTTTTTTTTTTTTTTTTTTT
CGCTATTGTCTTTTTTTTTTTAACTCATAGGGCTTTTTTTTTTCAGTTTACGTATTTTTTTTTTAATCCTGCGCAA
ACATATCTGGCTTTTTTTTTTCTGATCTGCGGATTTTTTTTTTCCATATGACCATTTTTTTTTTTCGGATCCCGCA
GGCCGTAGCCGTTTTTTTTTTGCCCGGTGATTTTTTTTTTTTTATTCCTTGCTGTTTTTTTTTTCTCAGTATCAGA
GGGCTTACCACTTTTTTTTTTCTTGACTCACTGTTTTTTTTTTCTTAGTATTTATTTTTTTTTTTGTGTTTCGTAC
AGTGGTTCGGGTTTTTTTTTTAGGCGATGTGGTTTTTTTTTTTATGAGTTGGCATTTTTTTTTTCATCGTCATTTA
TGAGTTGTAGGTTTTTTTTTTTTGCGCTGGATTTTTTTTTTTTGACCCTATGTGTTTTTTTTTTCGCACTGACTCC
TACGTTAACTGTTTTTTTTTTTGCGGGTTCCGATTTTTTTTTTTCCCGTTCTGATTTTTTTTTTGTCTATTTCATC
TGGTCTTATGGTTTTTTTTTTTCTGATTCTGAGTTTTTTTTTTAGTGCTACTTCTTTTTTTTTTAAGCATAAGTTG
CAGCATGGAATTTTTTTTTTTGTACGATACACATTTTTTTTTTTAGTGTACACGTTTTTTTTTTGTGCGTGAGCGT
TAAATTCTAAGTTTTTTTTTTTAAATGTCGATGTTTTTTTTTTGGCACTAACCCTTTTTTTTTTTCCACTAATGAA
TGCCATCTCATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTATTGCTACTTTTTTTTTTTTTTTTTTTTTTTTT

CACATTGGGTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCCTCCTGATAGTTTTTTTTTTTTTTTTTTTTTT
TCAGATCGGGATTTTTTTTTTGGAGTCTGTGCGTTTTTTTTTTGTTCGTCATTATTTTTTTTTTCGAGGTTAAGTA
GAAGTTGCACTTTTTTTTTTTGATGAATTAGACTTTTTTTTTTAAACTTGTTTATTTTTTTTTTGGCTATGGATAT
CGTGTTCACTATTTTTTTTTTCAACTTTTGCTTTTTTTTTTTTATAGGTTCCTGTTTTTTTTTTGGCCGTCCTCCT
GGGTTTGTGCCTTTTTTTTTTACGCTCTCGCACTTTTTTTTTTGATACTTTATTTTTTTTTTTTCTAGATACTAGC
AAAGTTGCAATTTTTTTTTTTTTCATTTGTGGATTTTTTTTTTATCCGTGTTTCTTTTTTTTTTCATTTTGTTCTA
CTATCTGGAGGTTTTTTTTTTTACTTATCCTCGTTTTTTTTTTAGAAATGGGCGTTTTTTTTTTATTCCTGATCGC
TAATGTCGAACTTTTTTTTTTATATCCTTAGCCTTTTTTTTTTACCTTTTCAGCTTTTTTTTTTATGCATAAGTTC
TAAACTAGTTTTTTTTTTTTTAGGAGGTCGGCCTTTTTTTTTTAGAACTTCCACTTTTTTTTTTCTGCCTACGTGA
CAGGATCCTATTTTTTTTTTTGCTAGTTTCTAGTTTTTTTTTTTAGCTTAGTCGTTTTTTTTTTTAGAATTCTACT
AATAATGTATCTTTTTTTTTTTAGAACTAAATGTTTTTTTTTTGTGGCTTTGTATTTTTTTTTTCCCGGTAATGTG
GAAACTCGGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCGACTCGTGTTTTTTTTTTTTTTTTTTTTTTT

CGCCCTTTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTATAGATATTCATTTTTTTTTTTTTTTTTTTTTT
GCTGATAAGGTTTTTTTTTTTGCGATCTGGAATTTTTTTTTTTGACGTTAAACGTTTTTTTTTTACAAATGTAAGG
GTGGATGTTCTTTTTTTTTTTGAACTTTTGCATTTTTTTTTTTAGTGATAATGTTTTTTTTTTTTGGAATCATTGG
CGACTTAGCTATTTTTTTTTTTCACGTTGGCAGTTTTTTTTTTGTGCATCAGAATTTTTTTTTTTGAGCTGGAAAT
TACAATGCCACTTTTTTTTTTAGTAGATTTCTATTTTTTTTTTTTTGATTCATCTTTTTTTTTTGATGCTCCGCAG

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ACACGTGTCGATTTTTTTTTTCACATTTCCGGGTTTTTTTTTTAACCATAGTCTTTTTTTTTTTGTTTATAAGTAC
TGAATTTCTATTTTTTTTTTTCCTTACTTTTGTTTTTTTTTTTTTCGATAAGTATTTTTTTTTTATCCCTATTGTC
CGTTTTACGTCTTTTTTTTTTCCAATGTTTCCATTTTTTTTTTCGACTTGTGACTTTTTTTTTTGACAATTTGTCG
ACATTTTCACTTTTTTTTTTTATTTCCTGCTCATTTTTTTTTTGGCTATTGGCATTTTTTTTTTTGCAATCGATAC
TTCTGTTGCACTTTTTTTTTTCTGCGGTGCATCTTTTTTTTTTCATCCTAGTGCTTTTTTTTTTCGTATTGATACT
GATGATTCAAATTTTTTTTTTGTACTTTTAAACTTTTTTTTTTTCATCTCCTGTTTTTTTTTTTTCAACTTCTGCA
AGACTTTGGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGCAAGTACATCTTTTTTTTTTTTTTTTTTTTTT
TACTTTTCGAATTTTTTTTTTTTTTTTTTTTTT
GTCACTAGTCGTTTTTTTTTTGACAATTGGGAT
TGCCATTAGCCTTTTTTTTTTCGACAATTTGTC
GCACTTGGATGTTTTTTTTTTGTATCGTTTGCA
ACAGGTGATGATTTTTTTTTTAGTATCTATACG
GATGTTCTTGCTTTTTTTTTTTGCAGATGTTGA



Well
Al
B1
C1l
D1
E1l
F1
Gl
H1
A2
B2
Cc2
D2
E2
F2
G2
H2
A3
B3
C3
D3
E3
F3
G3
H3
A4
B4
c4
D4
E4
F4
G4
H4
A5
B5
C5
D5
E5
F5
G5
H5
A6
B6
C6
D6
E6
F6
G6
H6
A7
B7
Cc7
D7
E7

Name

1-1
1-2
1-3
1-4
1-5
1-6
2-1
2-2
2-3
2-4
2-5
2-6
3-1
3-2
3-3
3-4
3-5
3-6
41
4-2
4-3
4-4
45
4-6
5-1
5-2

6-4
6-5
6-6
7-1
7-2
7-3
7-4
75
7-6
8-1
8-2
8-3
8-4

m1_10A

Sequence

GCCGGTGTCATAAAAAAAAAAAGGACCAGAG

GCCTCAACGGCTAAAAAAAAAATTAGCACGT

AACAGAGAGGTAAAAAAAAAAACTCCAAAGA

ACTTAGTTACCGAAAAAAAAAAGCTCGTTGA

GTGTAAAGCTGGAAAAAAAARACGGTGACGC

GGTTACAGATACAAAAAAAAAAAAAAAAAAA
AAAAAAAAAAAAAAAAAAAAAGCCATTGAGCAAAAAAAAAATATGACACCGGCAAAAAAAAAAAAAAAAAAA
GAGACGGCGTCAAAAAAAAAAGTCGGCGAACAAAAAAAAAAAGCCGTTGAGGCAAARAAAARAACTCTGGTCC
CTGGGCGGATGAAAAAAAAAATTACAGTGCGAAAAAAAAAATACCTCTCTGTTAAAAAAAAAAACGTGCTAA
TCCGATTGCTAAAAAAAAAAAGACGCATTGTAAAAAAAAAACGGTAACTAAGTAAAAAAAAAATCTTTGGAG
CAACATCTGCAAAAAAAAAAAGCAGCTGTAGAAAAAAAAAACCAGCTTTACACAAAAAAAAAATCAACGAGC
ATCTGCCGCGGAAAAAAAAAATAGTTGCTGCAAAAAAAAAAGTATCTGTAACCAAAAAAAAAAGCGTCACCG
CACGGAACGGCAAAAAAAAAAATCGAACGTGAAAAAAAAAAGACGCCGTCTCAAAAAAAAAAGCTCAATGGC
TCGTCCTAGGCCAAAAAAAAAACTGGACTTCAAAAAAAAAACATCCGCCCAGARAAAAAAAAGTTCGCCGAC
TTCCGGATCGACAAAAAAAAAACCTCGCCATAAAAAAAAAATAGCAATCGGAAAAAAAAAAACGCACTGTAA
TTACCTAGAAATAAAAAAAAAAACCCGATGAAAAAAAAAAATGCAGATGTTGAAAAAAAAAAACAATGCGTC
GAAGCTGGCAAGAAAAAAAAAAGTTGCTATAAAAAAAAAAACCGCGGCAGATAAAAAAAAAACTACAGCTGC
CGGGAAGATGGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGCAGCAACTA
AAAAAAAAAAAAAAAAAAAAAGGTTTCGAGAAAAAAAAAAATGCCGTTCCGTGAAAAAAAAAAAAAAAAAAA
GATTAGAGCATAAAAAAAAAAAATCTCTTTCAAAAAAAAAAGGCCTAGGACGAAAAAAAAAAACACGTTCGA
GCTGAGGTGTGAAAAAAAAAACCGAGAAACAAAAAAAAAAAGTCGATCCGGAAAAAAAAAAAAGAAGTCCAG
TCTAGGAAACCAAAAAAAAAACGGATATGTGAAAAAAAAAAATTTCTAGGTAAAAAAAAAAAAATGGCGAGG
CGGCAGTTTAAAAAAAAAAAAGACCTGCTCTAAAAAAAAAACTTGCCAGCTTCAAAAAAAAAATCATCGGGT
GAACAAATATCAAAAAAAAAATACACCCTATAAAAAAAAAATCCATCTTCCCGAAAAAAAAAATATAGCAAC
GGTCGGATCACTAAAAAAAAAACCCGCCAACAAAAAAAAAAATGCTCTAATCAAAAAAAAAATCTCGARAACC
GAACTCGTCTCCAAAAAAAAAAGCTCAGGGTAAAAAAAAAACACACCTCAGCAAAAAAAAAAGARAGAGATT
CTAATAATAAGCAAAAAAAAAAGTGCCTAGCAAAAAAAAAAGGTTTCCTAGAAAAAAAAAAATGTTTCTCGG
TGAGCAAAGCAGAAAAAAAAAAACACAAAGGAAAAAAAAAATTAAACTGCCGAAAAAAAAAACACATATCCG
ACCATCACCCTAAAAAAAAAAACGATTCTCAAAAAAAAAAAGATATTTGTTCAAAAAAAAAAAGAGCAGGTC
TAGCAAACTCAGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAATAGGGTGTA
AAAAAAAAAAAAAAAAAAAAACTAGCTCACCAAAAAAAAAAAGTGATCCGACCAAAAAAAAAAAAAAAAAAA
ACTTCACTATTAAAAAAAAAATAAGGTGTTGAAAAAAAAAAGGAGACGAGTTCAAAAAAAAAAGTTGGCGGG
ATTTAGACTAGAAAAAAAAAATCGCCTGGATAAAAAAAAAAGCTTATTATTAGAAAAAAAAAAACCCTGAGC
CAGAAAGTGAGAAAAAAAAAAGGCCTCAGGTAAAAAAAAAACTGCTTTGCTCAAAAAAAAAAAGCTAGGCAC
GGTCAGGTCAAAAAAAAAAAACGGTCATCTCAAAAAAAAAATAGGGTGATGGTAAAAAAAAAACCTTTGTGT
AAAGCTCGGATAAAAAAAAAATAGCGCCCGGAAAAAAAAAACTGAGTTTGCTAAAAAAAAAAATGAGAATCG
TTGCACGACCGTAAAAAAAAAAATCGTCTCTAAAAAAAAAAAATAGTGAAGTARAAAAAAAAGGTGAGCTAG
ACTTACAACGCCAAAAAAAAAATGAAATAAGAAAAAAAAAACTAGTCTAAATAAAAAAAAAACAACACCTTA
AATAATTACCTCAAAAAAAAAAACATACGCTAAAAAAAAAACTCACTTTCTGAAAAAAAAAAATCCAGGCGA
CTGGTCATCTCAAAAAAAAAAAGAATGAGAAAAAAAAAAAATTGACCTGACCAAAAAAAAAAACCTGAGGCC
TAGCGTGAATGGAAAAAAAAAAATGAGACGCAAAAAAAAAAATCCGAGCTTTAAAAAAAAAAGAGATGACCG
GTCACTCAAGTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACCGGGCGCTA
AAAAAAAAAAAAAAAAAAAAAGGACATTCCTAAAAAAAAAAACGGTCGTGCAAAAAAAAAAAAAAAAAAAAA
TGCGAAGGCCGAAAAAAAAAAAAGCTGGCAGAAAAAAAAAAGGCGTTGTAAGTAAAAAAAAAAAGAGACGAT
TGCAGGCGGGCAAAAAAAAAACAAAGGATAAAAAAAAAAAAGAGGTAATTATTAAAAAAAAAACTTATTTCA
GCTTCCGTTGCAAAAAAAAAATGATGCCATTAAAAAAAAAATGAGATGACCAGAAAAAAAAAAAGCGTATGT
CAGGCGAAATCAAAAAAAAAAAGCGTTGGCTAAAAAAAAAACCATTCACGCTAAAAAAAAAAATTCTCATTC
AGCGCTGGAGGAAAAAAAAAAGCTCAATGTTAAAAAAAAAAGACTTGAGTGACAAAAAAAAAAGCGTCTCAT
AATCTCCCACGCAAAAAAAAAAATTGGACCTAAAAAAAAAACGGCCTTCGCAAAAAAAAAAAAGGAATGTCC
TCAGTGTATACCAAAAAAAAAAGACTGTAAAAAAAAAAAAAGCCCGCCTGCAAAAAAAAAAACTGCCAGCTT
GCCTTCGCACAGAAAAAAAAAATGGTCTGACAAAAAAAAAAGCAACGGAAGCAAAAAAAAAATTATCCTTTG
GTCTAGGTATCCAAAAAAAAAACTGCTGGGAAAAAAAAAAAGATTTCGCCTGAAAAAAAAAAAATGGCATCA
GCCGGAATTTGCAAAAAAAAAATAGCATTTAAAAAAAAAAACCTCCAGCGCTAAAAAAAAAAAGCCAACGCT

Back to overview



F7
G7
H7
A8
B8
Cc8
D8
E8
F8
G8
H8
A9
B9
C9
D9
E9
F9
G9
H9
A10
B10
C10
D10
E10
F10
G10
H10
All
Bl1
C11
D11
El1
F11
Gl1
H11
Al12
B12
C12
D12
E12
F12
G12
H12

9-6

10-1
10-2
10-3
10-4
10-5
10-6
11-1
11-2
11-3
11-4
11-5
11-6

ATTACCTTTATTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACATTGAGC
AAAAAAAAAAAAAAAAAAAAACTGTCTCGTAAAAAAAAAAAGCGTGGGAGATTAAAAAAAAAAAAAAAAAAA
TAGTAAACTCCAAAAAAAAAAAAGGCTACCCAAAAAAAAAAGGTATACACTGAAAAAAAAAAAAGGTCCAAT
TGTAAGTCGATAAAAAAAAAATAAACCACTGAAAAAAAAAACTGTGCGAAGGCAAAAAAAAAATTTACAGTC
CAGAAATATTGAAAAAAAAAAAACTGTGATTAAAAAAAAAAGGATACCTAGACAAAAAAAAAAGTCAGACCA
TGAGAGCTCTGAAAAAAAAAAATGAATTCGCAAAAAAAAAAGCAAATTCCGGCAAAAAAAAAATCCCAGCAG
TTTCCTAGTTGAAAAAAAAAAAATATCCACGAAAAAAAAAAAATAAAGGTAATAAAAAAAAAATAAATGCTA
GGAGTTTACTAAAAAAAAAAATACGAGACAG
ATCGACTTACAAAAAAAAAAAGGGTAGCCTT
CAATATTTCTGAAAAAAAAAACAGTGGTTTA
CAGAGCTCTCAAAAAAAAAAAAATCACAGTT
CAACTAGGAAAAAAAAAAAAAGCGAATTCAT
AAAAAAAAAAAAAAAAAAAAACGTGGATATT



