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External aligners are not bundled with this alpha build. install MAFFT separately, then select mafit.bat. The app calls external tools through subprocess and
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here. |
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Choose what to do with the aligned result.
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- aligned length range: 1762-1762
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MAFFT: recommended for most JU SeqWorkbench Alpha testing workflows.
MAFFT path: C:/Tools/mafft-win/mafft-win/matit bat

MAFFT is recommended for alpha testing. Clustal Omega is optional and can
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Controls

- O x
~ Sort column  position ~ Direction ascending ~ Scope  within each region E I
(" clear ] s84rows . o
Show metrics table2 TH 7t #2tE
tegion D
region_Jabel unit position observed_tokens token_summary valid_count exchuded_count =, long-form detail S A Z2E B2
0 RegienA a2 10 2520576918B029957 AGLEQRTMW AT G4 LY P2 Q2 R T2 VT W 4 1
10| Al %10l
1 ReginA a2 11 25327195351219203 CDGRRSTNW €1 D2 G13; P1; RS S3 T VS Wi 30 s =elst= o LCH
2 RegonA  aa 12 25308006218550014 ACGLOSTVW AT OV 63 L2 QI3 SE TV WS = 4
3 ReginA  aa 13 26652399286796387 ACGLMPQRSY AT, C1; G2 LT, MT; P13; Q2 RY; 53 V2 33 2
4 RegonA @ 14 270768021233142  ACGKLQRSMW 14 C2 61 K2 LS: @2 R 34 ' %Eq qL 74 AH
Regon A a3 15 28501160519558163 ACELNPORSMW AT OSB3 LT MY B2 Q1 RS ST VT e 34 1 = ==
Region A 16 29220024616785656 ACEXLMNGRS A3 O £, K2; L2 M2 N Q1 RID; 52 34 ' i R g
6 Fegend = MG Table view, Sort column, Direction,
7 Region A a 17 3.154550038240354 CEIKMMQRSTY CLET E2 K4 MS NS Q4RSI T V2 33 2
=] k=1 o =#
B FRegonA 18 2496877994577654 ACDEKLMQRY AT G O BNV R0 LT M @ REY 34 i SCOPE, Search M O2 Qs WS |=|°"|
9 RegnA a3 19 30130059710789405 ACEKLMN.GRST AT CIES; K4 L3 M2 N2 Q1 R10 S2: T 32 3 2 2 agLct
10 RegionA 4 20 30S20121205143798 AEGIKLORSTY A, E4 G2 11 K5 LS Q2 RT ST T Y2 3 2
11 Region A E 30487949406953985 ADEGKLORSTWY AT D BTG K2 L2 Q5 RS S TI0 Wi v »n 3
12 RegonA a2 22 3124226763509437 ADEGIKLORSTY A3 D4 E1; G0, B3 K0 L2 Q2R SZ T W 3 4
13 RegionA a0 23 3136324713025711 DGIKLNORSTWY D2 G3ELKCHLS NA Q1 R2 S0, T4 W3 Vil 34 1 LHELHJI
14 Region A E 2 2463090781663233 DEGILNSTVWY ot B G181 L2 N STV WLV £ 1 -] = = o
CSV Export= S #E M LLCL Oj<
15 RegionA a3 25 2935T417972482365 AEGLMRSTWY AT BT 66 LT NG RE: S5 T4 W3 ¥ 34 1
16 RegionA a2 26 2147805873542275  EGILNRSTV E1,620;11; L2 N1 R3S T2 V3 34 2 detail table2 UIElE?IQf ﬁ}il export
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Analysis menu

—— Similarity clustering AA Marker classification
Visualization > [ Clear all highlights Sequd NT Lo AA M EO| AL J| =02 EX ap QK| =AH £Bl0Z I8
Clustering / Classification > Similarity Clustering - _ _
Tl T TiiToi. A Marker Classfcation @FE Fal, A 2o 15 FASTA 2 oz
ID/name Grouping £ MMstL|Ct Of]: 108 QK] A, 258 Q%] G.

ID/name grouping
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3. Group_A 2 SEZEQ OF 0|t ot F otLt9 ID HEHS YHRILIC
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Similarity clustering

”_ - o0 x

Comparison mode: 1O NT (ruclestide sequence) © Aa (amino-acid sequence)

Chte el o v NT/AA 7|3, SAHE A 3

oF, pairwise similarity, CF
T7t #A|, heatmap =+ FASTA

() imchade gags () in comgaisan (- vs - counts 35 a match) HstL| ot bundle equ,—t% z=olgh = oI5 L|CEH
NT aenbiquity handling (R ste):  lpare sembiguens pestions =

Comparison scope: Full sequence ~ 100-500

e
i)

[>

n

o

o

HA,
gap/unknown A|2|, B|l HQE A|

(8 show variation range summary table and highlight on click.
() Show similacty heatmap
e

() Show dendrogram (aveeage lirkage)
18D Auto-switch display mode when needed

() Save chuster FASTA files
(D) Export result bundie to a folder (CSV/FASTA, wic)
O .

(=) (R ama
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ID/name grouping

- o x
o =]
[Ruleset:  example_set_country ~ New Save Delete (user only)  Copy... Rename. ?I -I = 7' _I'__
Default group (unmatched): Unclassified 4_
o p— —— —— ID =+ description0f] =& & SOl IEHE /|Ec=2 O
\:::: atterns (one per line, substring matchingy: 2 E|EetL|CH 2t e S o Zof SpLpA Qlaisi|
Korea
KR. LC|
KOR f
= - Del
Group Delete Copy u“ :FJ o )Iﬂ
22X B4 okl f
a FY—— 42X L&, ZAH Of#E, first/all match,
O Show resuk: able matched display &A1& MEiE = Q& L|CH
@ Save grouped FASTA files
(C) show/save all overlapping rules (multi-match)
Matched display  groupipattem v
@ remove duplicate Matched values
(8 prevent overmatching short abbreviations (1-3 characters) EXPD rt
() Match every pattern as a whole token
_ =7 21 HI0| 21 52 FASTA exportE AR EL|
o clude filter (substring)
Exclude clude flte (substring Ct AA-only 2|2 E& 25 * aa_only FASTAZ 2|8
Run Cancel |—| EI‘.
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Z3tEe} 70] 50|2}0|E

1. XQIE Counts/Detail E= RALE ZHHOIA S ME4BILICE

2. 25 F0{9| ID &2t 2|X| StO[2}0|EE =QlgtLCt.

3. EA| ZE 2K QHLHIL LIRH B REQF NT/AA EAIE &olgtL|Ct.

4. HQSIH DE GH0I2t0IE M B HE ZUE X[|ZLICL
DE ZNEIL 2R Fo{et HEE= A2 Ot L|Ch oixl SQlE HA2 EQIE A|2f3tet AT ZtEYLICE
He| A[Zt2, AA OFA, ID/OI% JFet ZutEel ek MEfoll= 22 AZO| SIELICEH BN ctrivc = ME

AE eIt 2H TSV HEll= S AR C

18. AB1 A=0IE0TH IS

1. AB1/ABIE M EMZ E&{H I > FI| E ASTLICEL

2. 8% Hofofl £7tStH WY > M. .. A AB1S MEHEIL|CY,
3. EZO|A & HA|Q /G aE wakg MERSIL|C,

4 x
5

o
. EZ{|0|A, basecalled sequence, ZE& @t 21

=
= =
L NZH/ trim 915 ZHsn W YO IIHSLICL

ofZ2[7|0] M2 AB10]f| o|0] X{ZEEl basecall2 H2M M basecallingS +&5HX| gt&L|Ct E&f|0|A &2 2[X|
ATE, O|F/CHS, SAh/EA, YHE2/IAME BAIE HMSELICL 0{24 ABL 7tH27|0M &5 ID= ZFELICh
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Sanger AB1 chromatogram workflow

Import options

Edit

Alignment

New crrisN
Open ctrl+0
Import Ctri+
Convert

Open Project...
Save Project Ctries
Save Project As.. CtrleShiftss

Export sequences.

@ show trace window

Import orientation  Original orientation

oK Cancel

Trace preview
AB1/ABl I 2 &

chromatogram, basecalled |I1"IPOI't

sequence, quality summaryS = .. ot e .
4 » quality y=5 Original EE= Reverse complement &2 Meizgtn 2o ot A2 tim Y2 ZFHS 5H

=13
g = JpeLrt,
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19. ®ot O8] LHELY Y|

1.HQ ME2 Y > M2 WEWII... oM FASTA, CSV ME H = TXTZ MEHSL|Ct.
2. ADHEO| CSV LIELY| HE £ Q2% Z2|/=A} 7|52 ALgett,

3. HOIE - #9|. QALE J2o| KX HES AFRELICE
4

L AESHERC OF FASTA SHS MESHHE MT chada Ho{M47| S =relgfL|ct.

D2HE & Ho|E LHEW7Z|= HIHQLICEH ctrl+s = T2ME KEO|H FASTA |2 FHO{MT|7} OpL|
Ch. AA M2 == AA FASTAZ 22| £ AT AAOM NTZ O| HEISHX| QAELICH SH| Hojs TZHE
X 7O =& ME H0|E| HEW7|E RichetL|Ct.

20. Z=ME X|ZTut CHA| 7

1. Ctrl+s BE= MY > T2ME Y& S ARTLICH
2. M2 MESHALL S8 ZEME A20|H X& 225 MEHL|Ct

J.EAAS EESHE ZR2RE ZHJ|... 2 CHA| gLCt

4. ME &M, 2ixf 2f Aejet HA| ™S gelgfL|Ct
DENE= A2/ NT-AA 2] Aefet 2t 50| HEiE EatetL|Ch A3 FA/CH| A 0|2 T2 E
MNEEX| D= CHA| & MMO0flA= Af O|Z0] A|ZEILICH I} HIAEONM= Z2XE THUL HE HisHY

A2.



=M oiZE

1. AZO| =™ A2 ot HO| HA] LIEHLE=X] &elstn & ol & o|HIETFX| 7|CHElL

2. 32 MY I @FIHLIH A Z=2 paTH E ZRIELICE

3. RALZ/EQIE 6}0|2t0|ETJ} HO|X| QfOH NT/AA H|W ZELQL ¥ HEA| ZFE HELICL
4. FASTA 20{27[7} 220 HAREH ctrl+Alt+v S AFSELICE

5. 0{2] 2|ZE SA= Copy Sequence 7t OL|2} Copy as FASTA £ AFEEIL|CE.

6. M2l ctrl+F 7t ZAMSIX| §b= A2 WX Ymbol ATl HietUL(Ch.

7. HEE M F0il= AMM =l 2t F HAIE 7|Ch2|1 2ot ‘HMo| BRt=X| 2elgL|ct.

QLFE HAIXIZL A B T2 BHO|X| 222 g2 8ol LhAl Y + ASLICE 2[F MSA &I BoM=
f

=20
Show log 2 HH, =3, YA Z2E &l = ASLI

= MK, MM 2t Undo DI 28, R 415, M3l ABL 13 715, ti2l 47| 0|73
21 $50| YSLICH, S 2B known_limitations_ko.mdE AESHAl

=l

23, Ojcuint O H

1. E82 > HE 2 oM x| Ynt HHES =telsfL|ct.

2 ol AF23H 212 Z2(FASTA, AB1, ZZ2HE), M 4=, T2k 0l Z20|E 7|2 %L Ct.
3. 22 &, 7|t 2, M| Zutet 23 HAIXIE 7|SLIC
4 =

st S olH|( sample 1, sample 2, Xl 10, 25, 50 )ZE M& 7tsstH hH MH

5. E 2% > A2 X JH0IE Off A=l $XY Issues EE= Discussions 222 EH11gHL|C}.

Z=HELL &H MBS FRS7| Hofl 370 7tset HIO|E{QIX| 2fRIstiA Q. 2H M3 It FZ2of ArEAt Z2
L Z2E= BEOM0IN 7¥EI’.§'A|9
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