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BN 3 g aeas A
fER UL CBRAFBRAESTRSD

1. 518

FR 75 Prieds i (MergeSeq) #& T 0 57 3 ) 7 3K 159 B AZ FR 2L
PaE (W1 GenBank %5) HHbiE T K1) fasta #& NAFAE UL R B, & R
FH 28 48 7€ e 46 [8] — P A A (7] 5 (R B 42 B FH 22 ik DXL A0 R ) K e 1
T AFIMEIR 5T RAEKE 5T
1.1 wEHK

At B 5 9 AE Linux/UNIX 30858 T 18 MergeSeq B4 H F 905 -
BOK TR SIS HOD R X A IS AT ISR, IR N SO B RN
X, ABZITSENBCE N, PR SATN HILPPIRSE B EE
SREUHT H fasta 3% XTI
1.2 HE R

e LAY (kS M & 0 F R E K E W — ok BUR E 3t 1

(Slow-Evolving) HAFERE R R A BOEAT ot AR =4 R

BEE, — BRI Z I EAE 9P H)J712:(Dimitrov et al., 2016; Wheeler et
al,, 2016).

(BAE SRR, R B — MR AN R Ry Be e AE — g 2 — 1+ 40
W HA S B ES MEERAE . JUH Y- IEA R R s SR i
WhIRAE B 5 B 7 91 H AR 78 5 [R] — 366 B8] oA 6 5% 77 81 S5 4K 1 o5 67 757 A
TRIEZE SFEONXT 55

AT H 07 BCR #3845 1 fasta 46 IR K7 81 B, 4% IR 9T
Ta 2 LRI, B 30 [ — A A [F R ) Bepf e i 22 JE R 7
Hl, FHIPRESSENFE, TEHERHTARFER S+ R K E 5T

1.3 X CRTIRIER) E SCMYE 5 R B 5 &)

® fasta /%7 (fasta format): fasta #% 3@ — MR T XA TR AZRT
2 KT H HHE e P IR B B IR LA R R R 7R, Hoo
VI 7B TS INT 51 44 SR . 1286 O AEYE B 2280 E )
Pt AR

2. B4R
2.1 B
AGAEARBE B E R E AT, . BRI N
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UTEF-8 gt i) SCAS A S A
2.2. 15 )R

ATRAT O A N B S A ) AR BRI ) R R B R R iE AT
A EVMERE R E . AEBAT AU B BRI, anfE BT R = = k5
FREB CSEBIINAL: ecs.tS-lelml.small<db 5 X3d>), # AN HFE
51 3 A A HY fasta SCAE AT TA] <1 s

3. BITHE
3.1 BEHE
B E -
CPU: T#ii >2.5GHz (x86 Z2#4)
WA >1GB (DDR4)

i s =T
L% H 5. > 5Mbps (I&1H)
3.2 LRI
#1E R4 Linux (CentOS 7/8) / UNIX
Windows (fF] Cygwin H#123)

4. 15 A Ui A
4.1 REIIIE
(1) Linux &4 (CentOS 7/8)
AT LA R IR B 3h 16 5 R Getfasta I SC IR 1) 22 3 -
wget
https://ifigure.oss-cn-beijing.aliyuncs.com/SHELL/MergeSeq/setup_sh
ell/MergeSeq_setup.CentOS.sh
chmod +x MergeSeq setup.CentOS.sh

. MergeSeq_setup.CentOS.sh
(2) Windows (ffiH] Cygwin #4U48)
a) %3 Cygwin BHlEE (B 1D
b) AT LT HIAS B 3658 i Getfasta F1SC 731 1) 22 8% «
wget
https://ifigure.oss-cn-beijing.aliyuncs.com/SHELL/MergeSeq/setup_sh

ell/MergeSeq setup.Cygwin.sh

chmod +x MergeSeq_setup.Cygwin.sh
. MergeSeq_setup.Cygwin.sh


https://ifigure.oss-cn-beijing.aliyuncs.com/SHELL/MergeSeq/setup_shell/MergeSeq_setup.Cygwin.sh
https://ifigure.oss-cn-beijing.aliyuncs.com/SHELL/MergeSeq/setup_shell/MergeSeq_setup.Cygwin.sh
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4.2 A
MergeSeq P N B 45 3 N 3CF, A &2&:
® dat SCF: WP BT HRAS A E A e R D R Bo P A1 S
1 CLA fasta # 2AFAE B SCA S -
® matrix L FEFFIIHFHEE (UTF-8 4w ) XA ). A
[ B AT A7, LA 7 SRR B BT —
MNFBONIIM A, 52 AN FBREE n ANFEB AR M E —
LR BRI LA AR 1% 4 FRN S merge.dat XA “>7
J T P 20 24 DR — . Az ph 3 — B2 R i BONSR AR, 0
FBALEHBEAF “{NAX gene///-}” B, HH, “X gene”
R R 7 B4 FR
® NA ff: SRRAE ALK ERERE (UTF-8 Zrhd i SCAS ) o AN
FER PR B S AR E AT A, DL X9 2 ISR
F1NTFELL “NAX gene "fRER BRI L FK, F 5 merge.matrix
A HEECAT “ {NAX gene// /-} TR n R R A AR — 2. 56 2
MNFEBONE E X B ALK
4.3 %y S
MergeSeq P H Ho i €045 * fasta F1* log (7] %) 2 AN S04
fasta AF: RN HEMLPHEE R T 0 F RAEKE 5T
1) 22 FE L7 21 S A
log AF. MfHH tee BiEmM K, log A7 | MergeSeq 1817
FIr A 1 BE RN E B
4.4 HEEIKRE
HEHEE 1. “IRRFOuis Az, B JEmN 7,
TR BFEBITRE.
Fiiti: $% Crtl+C 2H A B 1R 2 7 Bl 5 Hi 5 Shell & B4 .
4.5 KBhEH
FEAL oA AT A B i) 5K IR 7 1) bug, 35 I8 T R R AR
(zhanyj@cnu.edu.cn) S{EFEBER.

5. BITHH
5.13B1TR
MergeSeq <-m xx.matrix> <-n xx.NA> <-d xx.dat> <-o xx.fasta> [| tee xx.log]

SRR X
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-m xx.matrix : FERFYIHEF RSO CRIETD,

-n xx.NA : SURAE S ALK EERE RE SO (AT

-d xx.dat : FEPHERER A BTAISOH (LIETTD .

-0 xx.fasta : PHERRZERFIICE CREDTD.

| tee xx.log: TRAF HESHHIEIETE S
tee 4 Linux/Unix FJN&Rar 4, @IS EERER 7 RS2 1T I
(1) B S B I ORAEAE LA log ﬁff%%ﬁ"]ﬁmi#qjo

5.2 BRRRNE B AT
(0) HEhtk
BRBHMER, TNEITSE

©

MergeSeq V1.0
The program is designed for merging sequences based on user-defined
gene sequences matrix.
Author:Yongjia Zhan (Capital Normal University)

E-mail: zhanvij@cnu.edu.cn

Parameters:

@ ® @ E

-m [path] <filename>.matrix --define the merging framework based on the
matrixFile.

-n [path] <filename>.NA --define the list of placeholders based on the NAfile.

-d [path] <filename>.dat --define the input fasta data including all aligned
sequences to be merged.

-0 [path] <filename>.fasta --define the name of merged fasta file.

Press Crtl+C to exit the program. ©®

EYEE
@ [FfE4 A5 @ [ThagfN 1 G MEFHA . #1471 @ [E-mail]
® [BIT2HKR] © LT 7HE L Tk]
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(1) EBIH#ESTRA S
FENTH S AZAT S AUE R PR T8I EE, kR e R X
A FRFNE 8 X fasta SCHFF AR AL
1. Confirming parameters:

Merging framework matrix: xx.matrix
NAfile: xx.NA
All aligned sequences to be merged: xx .dat
Merged sequences: xx.fasta

All Sequences had been transformed to user-defined vars.

(2) fiREReE
R T H S e AR LA R, WA AE NS 7 T D SE 45 R
(G
2. Checking for previous results...

No previous results. / The previous results will be override.

3. Merging sequences:
The Merged fasta file had been generated successfully (Time: 0s)!

6. F /7 #R1E254)
6.1 7~

Mm%} (Linyphiidae) Z¥KIEH (Araneae) 5 — KEl. A 7 HFFCIL
WREHHR I R KB R AR E S RE(EE, Wang et al. (Wang et al.,
2015)RE T 2 BRI G 70 A i J7 B IR 7y T RS B, e HH) &
R ELFE : At C AL L T2 K] (COI, 676bp)-16S rRNA J: K (168,
565bp). 18S rRNA F:[X (18S, 843bp). 28S rRNA F:[A (28S, 330bp)F14H
¥ A H3 HEK (H3, 328bp)3L 5 ML

X 5 AN A B HHEAT FH MerSeq V1.0 58 %

(2) AT
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MergeSeq.sh -m L122.matrix -n L122.NA -d L122.dat -o L122_merge.fasta

| tee L122 merge.log

(3) BT FRRE R
MergeSeq V1.0
The program is designed for merging sequences based on user-defined
gene sequences matrix.
Author:Yongjia Zhan (Capital Normal University)
E-mail: zhanyj@cnu.edu.cn
Parameters:
-m [path] <filename>.matrix --define the merging framework based on
the matrixFile.
-n [path] <filename>.NA --define the list of placeholders based on the
NAfile.
-d [path] <filename>.dat --define the input fasta data including all
aligned sequences to be merged.
-0 [path] <filename>.fasta --define the name of merged fasta file.

Press Crtl+C to exit the program.
1. Confirming parameters:
Merging framework matrix: L122.matrix
NAfile: L122.NA
All aligned sequences to be merged: L.122.dat
Merged sequences: L122 merge.fasta
All Sequences had been transformed to user-defined vars.

2. Checking for previous results...
Warning! The previous results will be override

3. Merging sequences:
The Merged fasta file had been generated successfully (Time: 0s)!
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-m L122.matrix -n L122.NA -d Ll22.dat -o L122 merge.fasta | tee L12

to be merged.

K] 1 CentOS ARG nliz 7K

(4) 45 Rffix

ST R 0 HE P AR RS SO (L122.matrix) SRR & 47 K R
SCAF (L122.NA) fpHEE A A BUR A0 (L122.dat) ZERHHER 2
FER P H 30 (L122 merge.fasta, 2742bp) . B EiT R G BEA-fiG1E H
EXHF (L122_merge.log) .

SH R
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