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This sequence is a 5.2 kbp Pst I - Kpn I fragment of
barley chloroplast DNA, ocontaining psbB, psbH, petB and petD
genes. This genes ocode for 47 kbDa protein and 10 kDa
phosphoprotein of photosystem II, c¢ytochrome b6 and subunit 4
of b6/t cytochrome complex, respectively. Sequence showed
close similarity to the corresponding maize chloroplast DNA

fragment ( see Curr.Genet., 1987, 12:69 ) not only in the

coding, but also in the intergenic regions. Deduced amino acid
sequences are shown. Supposed N-terminal extensions
(alternative splicing) of petB and petD are shown in small

letters.

CTBCAGTTBCCATET TTTACGECAG TEABAGCAGABATAGCGC TBATE TCDB6066 TRCTT T TROCETTACRCACCADCCDGTCAGTABCTRAACAGEAGEGACAGC TEATAGAACAGA
psbB —>
M 6 LPWYRVHTVVLNDPSERLLS

TCTICTTTTTCRGACACAT TTORCATEECECTAGMCATTGTTCCGABATE TTTTTCTGGTATTBATCCAGATTTBBATEC TCANGTEGAAT FTEGARCATTLLAARARGTEGGAGATE
T T KK O AV ter

CAACTACAMGANCBECAG TCTBATACACATTE TTATBGTATCT TTCACCTCTCTTTTTTRATTTRACATETCCCATEC TTTE TTTRACTCTTTTICTTTCTTTATATGBGAMATICT
COCAMTBACANTEAATAGG TETEGANGTTATAATTGTAMATANALCACBATCEANTCTATEGAABCATTBETTTATACETTCCTTTTAGTTTCBACTTTAGBGATAATTTTTTTORCT
ATCTICTTOCB A CACCTARGE TT AL C AT LA TAAMGART AR TAAT TTCATTTAAGTAAGAG TCTCCCAGATAGBBEGACTTC TTACTTARATTAGTCTCLS TBTTC

TTCBAATBGATCTCTTAAT T6TTBAGAGEET TECCCAMACB0GETATATAABECATACCCASTAAAGE TTACAASTANACCAGATATEGAGA TERCBACTAMAG TTELTBTTTCCATTTT
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psb —-
M AT B T VE

BOCTTTATTCRCTATATTCCTATC TATCATT TTAGAMATTTATAATTCTTCCATTTTACTBBATEGAATTTTAACCARTTAGETTTCTACTARCTAAAACTABEAAGTCAGABTTTTTCC
pet —:
LI

ATCCAAMAAGCCTTTCTAGTTTANGCTCTACATTTCTABATATTATEETAGTTCBACCBCE6AATT TTTT TG TTTCBGTATCTCTRGAATATEABTETETBACTTET TAGAATTBATLL
TATTGATARTACATAGARAGEECCTETTATCTCTATCARBATBATTC TARTTCBTCABATATTATTTATTCTAGTATC TREARCACGAMA TAGATAGAG TEEATCARAAAAAA TEBAACT
ATGATTCATACTCAC TATTAMGACC TCBCAACCAGAC TOAMAATTCAAG TAGTTC TTAMATANAMATAAAAAGAMAT TTTCTTCCTTACARTTTTSTTTECCCAMMBACARCTTTTT
TTCTATCOATTTTGTOBAGTCATTACACTBATTCARTTTCAATARATBATTATCARGLETTCTTATTCEARBARCCCTTBLL TTTTGTTTAGL TTGABACTARRTCATCETBECTCTAG
TATGAATCTAAGET TTTAATTBAACTEATTCATAGGATCACAACARGATART TTCTATATTACECATAAAMARAAATCCANMATAGEEARGAGAMAG TCARGAAGLL TCTRATEACCAR
AT AAGSGANESANEAANGAMBACBLEL LA TTBASAT T TTTTBECATTATCATCACAMGAABATAT TCCEBATT TTTTTTATTTECTATCTTCAAGECARATCBACCCEATTCAG

a_k f s y t al rggrg 1 vt
T66C ToATEARGT T TTEAACCTTTTTTCTAATATTCGT TEARMATTTBTBTBTTTCTC T TEAGCCETACGAGATEARATT TTCATATACGEC TC TTAGAGGEBECETEEE TTAETTAC

BACASGTGTRETTTTBRCTETTTTBACTBCATCATTTBGT6TACTEET TATTC TTTECCTTRE6ATCARATTEEC TATTE66CAETCAARATTETBACABETETACCTBACBCCATTCE
v I 6SPLYVELLRGSASVYVEEST LTRFYSLHTFVLPLLTAVFN
G6TAATAGGATOBCC TTTAGTEEAGTT AT TACGCEEANGTEL TAGTRTBEBCCARTCCACTTTBACTCTTTTTATABTTTACATACCTTTBTACTBCCTCTBCTTACTBCCETATTTAT
L MWK F P K IR ¥ Q6 [ S 6 P L ter
GTTAATBCACTTTCCAATBATACETANGCANGETATTTCBEETCCTT TATAGBEARGECATATCATAGRGART TCTARTTCTCATATATCATATCEBETAGETTETEETATTTCATTECT
petd
H-
ACAAGCATEB6T TATTETAMAATARCACATETCATTTRBATACTTCTCTTCAACTCCBARGTATT TTTATACEATACARATAGTTEAAGT TAATTTTACEAARGARAAARGECEEATTAT
6_V
GE6ABTBTETEACTTGAATTATTEATTTBECCATECAGATAMGAAT TEGATCTECCACATTAGAATTCACAACCAMGE TETCTCCECATCCARTCARCATETAAGTCCCCTACCTAGE
AABGATAGBC TH6TTCAC TTEABGAGARTAT T TTC TATGATCATACCBCAACCATETCATCCATGAACABEL TCCE TARGATCCCATAGAG TEEAAATEOAATCABTCATETGACATEAT
CCARTTCTCTATTTATTACACT TACTTTTTATTATAGTATEBAAATECAT TCATTTTCTTTECATCOATTETEATCCECAATACTATCEEAGTARMAGARGEEATCTARGERAGAATETA
BECTAMCTTTTTGATTTT TTAT TAETAACARGTARATATTTTBTT TEGAGETAAGAAAC TTE0GATAT TEAGEE6ATAMRTACCAAC TAATCARGAGACATERBACAATCCACAMGEA
ATTGATCATGATCAART T TETAMBLCCACTTSBRTATTBABCAT TTACCCATARGARTAGBATTATTT TCAATEAGTAGTHETAGETECAACTTTEEAMARGAGARTCTEATAMBCTTT
a5 g s f g
TTTTRTCTAGRSTCATTBABTCATTATATACCTTARTTCTATTANGEATCTTCCBOG6TCTTATTTCTT TCACTCTTEC TCBAGCCE6ATEATBATARATTCTCATETCCBETTCLTTTS
g w i 1 k s s_pip 2T KKPDLNDPVYLRAKLAEKSEGMSGHNYYEEPAM
B666ATBEATCC TAARGAGT TCACCTATCCCARTAACAAAGARACCABAC TTARATEATCC TETAT TAAGAGCTARAT TAGL TAAAGGEATBOGACATAAT TATTACBEE6AACCCECAT
P ND L L Y I FPVVILETIACNYSELAVLEPSHIEBEEPADEPFATEF
GECCCARCBATCTTTTATATATTTTTCCAGTABTARTTCTAGE TACTATTBCATGTARTGTAGET T TAGCEET TCTCHAGCCATCARTBATTH6TGAACCEECABACCORT TTELAACTE
LE T L PEWYFFPVYFOILRTV p-—
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