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SEQUENCHER £ 0I&8t Sequence editing
1. http://amborella.net OlA Z2 020 MEdataE CH220F =2 210 install
cf., Ol T2 2HECEZ HEOl DX L=CHEHAFNT =II).
2. Program open
3. File => New Project
4. File => Import —> Sequences WA 242 sequence== H&. L= sequences0| Y= SH
N sequencestZ = drag Al New Project #0l €3.
cf., A2 = U= mML2 sequencing IIHI SAHH low data (ABIF file). text ML E = A
Lt chromatogram2 2= U KI= =&
5. 221509 sequences = &2 ME2 forward(M13F) 2t reverse(M13R)E S Al0I GtOI2HOIEAIR
6. click Assemble Automatically

cf. datadb IHRSHX RSt assemble0l & OtE A “assembly parameters"OlA  minimum
match percentageE X&GHH ChAl assemble.

7. Click "Contig[0001]" <--0{JIM BFSUH & contig® OIS2 Ht= = ULH

8. Click "Bases" E ot™ E0IGI qualityE HOtoll It editing0l JtsE.

9. JtE Ot 2Holl . £ = +2 HAEN A= BF2E =22 =06t AXNHU AE

10. primer sequence == ZO0IM primer sequence2 &, ¥ sequenceE &L sequencingll &2
hZ2 U2 J6t= sequencelt=S 2FS0{UHCE.

The Second Assignment

S8 SEXNRAES PCR2 0|25t0 SEAZ & FIIMES Z2Fo0H GenBankOl report oted 1 SHCE.
2toF sequencing A &2l Z It sequence data packll S0 U= Seqguencher data ——> Carex
trnH-psbA 2| D08992 D0904 Ale2 ZS SEQUENCHEREZE O0IZ25t0 samplell forward2t
reverse sequencing data (OIE =0 D0904-trnH2F D0904-psbA)E assembly ot0{ otLIS
contig€ SN WL ZUIt HEES REZ editing ot &S SINES UE & HHM ARAL
£ NE&.

Ch (20l XAl ZE2H2 H2HECZ HEO0| 2¢tEe2 ZUsHE ME2Z BN 0l 20 H

MEg 24 1. forward2 reverse sequence Jt XM contige AT AR
2. primerES MHst AIZ2AQ 2 &, =2t 28 AHAlL



