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P. davidi lea-I cDNA sequences
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TGATAAAGCA
TGATAAAGCA
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D K A
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TAAAGAAAAG
TAAAGAAAAG
TAAAGAAAAG
K E K
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A QO A
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ATCTTGCTGA
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L A E
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TGGAAAAGAA
TGGAAAAGAA
TGGAAAAGAA
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AACATGCTTC
AACATGCTTC
AACATGCTTC

H A S

300
GCTGAAGATC
GCTGAAGATC
GCTGAAGATC
A E D L

350
AGCTGGAAAA
AGCTGGAAAA
AGCTGGAAAA

A G K
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P. davidi lea-1 genome sequences
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101

AAGTGTAAAA
AAGTGTAAAA
AAGTGTAAAA
AAGTGTAAAA

151

CACATGATGG
CACATGATGG
CACATGATGG
CACATGATGG

201

AAAGCCGAAG
AAAGCCGAAG
AAAGCCGAAG
AAAGCCGAAG

251

TGATAAAGCA
TGATAAAGCA
TGATAAAGCA
TGATAAAGCA

301

TTGGAGAACG
TTGGAGAACG
TTGGAGAACG
TTGGAGAACG

GAAAGTGCCC
GAAAGTGCCC
GAAAGTGCCC
GAAAGTGCCC

TAAAGAAAAG
TAAAGAAAAG
TAAAGAAAAG
TAAAGAAAAG

ATCTTGCTCA
ATCTTGCTGA
ATCTCGCTGA
ATCTYGCTSA

AAAGATCTTG
AAAGATCTTG
AAAGATCTTG
AAAGATCTTG

TGCAAAAGAA
TGCAAAAGAA
TGCAAAAGAA
TGCAAAAGAA

AAAATGCTGC
AAAATGCTGC
AAAATGCTGC
AAAATGCTGC

GTTAAAGATC
GTTAAAGATC
GTTAAAGATC
GTTAAAGATC

AGCTGGAAAG
AGCTGGAAAG
AGCTGGAAAG
AGCTGGAAAG

CACATGATGG
CACATGATGG
CACATGATGG
CACATGATGG

AAGTCTCATG
AAGTCCCATG
AAGTCTCATG
AAGTCYCATG

TGAAAAGGTT
TGAAAAGGTT
TGAAAAGGTT
TGAAAAGGTT

TTGCTCAAGC
TTGCACAAGC
TTGCTCAAGC
TTGCWCAAGC

GAAAAAGCCC
GAAAAAGTTC
GAAAAAGTTC
GAAAAAGYYC

TAAAGAAAAG
TAAAGAAAAG
TAAAGAAAAG
TAAAGAAAAG

ATCTTGCTGA
ATCTTGCTGA
ATCTTGCTGA
ATCTTGCTGA

150
AAAGATCTTG
AAAGATCTTG
AAAGATCTTG
AAAGATCTTG

200
TGGAAAAGAA
TGGAAAAGAA
TGGAAAAGAA
TGGAAAAGAA

250
AACATGCTTC
AACATGCTTC
AACATGCTTC
AACATGCTTC

300
GCTGAAGATC
GCTGAAGATC
GCTGAAGATC
GCTGAAGATC

350
AGCTGGAAAA
AGCTGGAAAA
AGCTGGAAAA
AGCTGGAAAA
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cDNA alignment (cluster 257)

gln-5, glutamine synthetase (carbamoyl-phosphate synthetase)

131 140 150 160 170 180 190 200 210 220 230 240 250 260
I + + + + + + + + + + + + |
CRCARTTTGATGATGGACGACGATCTTCARGATAGCCCTTTCCATCAGTACCARCTTGACGAGGAAT TCGARCAGRRCATGATCGATCAGCAATACCCCATGTARATTTATCARCAGATGARGTTTCATG
CRCARTTTGRCGATGGACGACGATCTTCARGATARCCCTTTCCATCAGTACCARCTTGACGAGGAAT TCGARCAGARCATGATCGATCAGCAATACCCCATGTARAT TTATCARCAGATGATGTTTCATG
CRCART TTGRCGATGGACGACGATCT TCARGATARCCCTTTCCATCAGTACCAACT TGACGAGGAR T TCGARCAGRRCATGATCGATCAGCHATACCCCATGTARAT T TRATCARCAGATGATGTITICATG
CRCARTTTGRACGATGGACGACGATCTTCARGATRRCCCTTTCCATCAGTACCARCTTGACGAGGAAT TCGARCAGARCATGATCGATCAGCARTACCCCATGTARAT TTATCARCAGATGATGTTTCATG
CRCARTTTGATGATGGACGACGATCTTCAAGATARCCCTTTCCATCAGTACCARCTTGACGAGGAAT TCGARCAGARCATGATCGATCAGCAATACCCCATGTARAT TTATCARCGGATGAARGTTTCATG
CRCART TTGATGATGGACGRCGATC T TCARGRTARCCCTTTCCATCAGTACCHACT TGRCGAGGAN T TCGARCAGARCATGATCGATCAGCHATACCCCATGTARAT TTATCARCGGATGARGTTTCATG
CRCARTTTGATGATGGACGACGATCTTCARGATARCCCTTTCCATCAGTACCARCTTGACGAGGART TCGARCAGRRCATGATCGATCAGCARTACCCCATGTARATTTATCARCAGATGATLTTTCATG
CACARTTTGACGATGGACGACGATCTTCARGATARCCCTTTCCATCAGTACCAARCT TGACGAGGART TCGARCAGARCATGATCGATCAGCAATACCCCATGTARAT TTATCARCAGATGATGTTTCATG
CRCART TTGALGHTGGACGHCGATC T TCARGA TRaCCCTTTCCATCAGTACCHACT TGRCGAGGAR T TCGARCAGRRCATGATCGATCAGCHATACCCCATGTARAT T TATCARCaAGATGALGTTICATG

&

521 530 540 550 560 570 580 590 B0 610 620 630 G40 650
| * * + + . + + * * + + . |
ATRRTTGATCACCCATTTCARTICCTTITACATATACCART TTGARATTCCCATTGIGCTGGAGT TRCT TCAGCAT T TGTACCAGCAAGC T T TARACCAGC TAATARACATGCATTTIGCATGTGCTIGTARC
ATARTTGATCRCCCATTTCAATTCCTTTACATATACCARTTTGARRTTCCCATTGTGETGGAGT TACTTCTGCATTTRTACCAGCARGCTTTARACCAGC TRAATARRCATGCATTTGCATGTGCTTGTAC
ATARTTGATCACCCATTTCARTTCCTTTACATATACCART TTGRRATTCCCATTGTGCTGEAGT TACTTCTGCATTTGTACCAGCARGCTTTARACCAGC TARTARRCATGCATTTGCATGTGCTTGTAC
ATART TGATCACCCATTTCARTTCCTTTACATATACCARTTTGARATTCCCATIGIGETGOAGT TACTTCTGCAT TTGTACCAGCARGE T TTHRACCAGC TRATARRCATGCATTTGCATGTGCTIGTAC
ATARTTGATCACCCATTTCAATTCCTTTACATATACCARTTTGARRTTCCCATTRTGETGRTGTTACTTCAGCATTTRTACCAGCARGCTTTARACCAGC TARTARRCATGCATTTGCATGGLETTGTAC
ATARTTGATCACCCATTTCAATTCCTTTACATATACCART TTGRRATTCCCATTGTGCTGETGTTACTTCAGCAT TTGTACCAGCARGCTTTARACCAGC TARTARRCATGCATTTGCATGGGCTYTGTAC
ATARTTGATCACCCATTTCAATTCCTTTACATATACCARTTTGARRT TCCCATTGIGETGGAGT TARCT TCTGCARTTTGTACCAGCARGC T TTARACCAGC TRRTARARCATGCATTTGCRTGTGCTIGTRC
ATRATTGATCACCCATTTCARTTCCTTTACATATACCART TTGRRARTTCCCATTGTGCTGGAGT TACTTCTGCATTTGTACCAGCARGCTTTARACCAGC TARTARRCATGCATTTGCATGTGCTTGTAC
ATARTTGATCACCCATTTCARTTCCTTTACATATACCART TTGARARTTCCCATTGTGETGEAGT TACT TCLGCATTTGTACCAGCARGCTTTARACCAGCTARTARRCATGCATTTGCATGLGCTYTGTAC

(liSl 660 670 680 690 700 710 720 730 790 750 760 770 78(')
ARTTTCTCTTCCATACATTCGATCTGCTCCARCACCACARTARTATLLGCCCTTGTGOAGGTGGARGT TTATCTTTTGLRCCARCCARGTGGTCGARGATCCATATCCARRARGAGATATTCTTGTTCCATA
ARTTTCTCTTCCATACATTCGATCTGCACCARCCCCACARTARTATGGTCCTTGTGGAGGTGGAAGT TTATCCTTTGGCCARCCARGTGGTCGAAGATCCATATCCARRARGAGATATTCTTGTTCCATA
RRTTTCTCTTCCATACATTCGATCTGCACCARCCCCACARTARTATGGTCCTTGTGOAGG TGGAAGT T TRTCCT T TGGCCARCCARGTGG TCGAAGA TCCATATCCARRRRGAGATATTCTTGTTCCATA
ARTTTCTCTTCCATACATTCGATCTGCACCARCCCCACARTARTATLGTCCTTGTGOAGGTGGARGT TTATCCTTTRLGCCARCCARGTGGTCGAAGATCCATATCCARRARGAGATATTCTIGTTCCATA
ARTTTCTCYTCCATACATTCGATCTGCACCARCCCCACARTARTATGGTCCTTGTGGAGGTGGARGT TTATCCTTTGGCCARCCARGTGETCGAAGATCCATATCCARRRRGAGATATTCTTGTTCCATA
RRTTTCTCTTCCATACATTCGATCTGCACCARCCCCRCARTARTARTGGTCCTTGTGGAGG TGGAAGT T TRTCCT T TGGCCARCCARGTGE TCGAAGA TCCATATCCARRARGRGATATTCTTGTTCCATA
ARTTTCTCTTCCATACATTCGATCTRCTCCARCACCACARTAATATLLGTCCTTIGTGEAGGTGGARGT TTATCCTTTRLCCARCCARGTGLGTCGAAGATCCATATCCARRARRGAGATATTCTTIGTTCCATA
ARTTTCTCTTCCATACATTCGATCTGCACCARCCCCACARTARTATGGTCCTTGTGGAGGTGGAAGT TTATCCTTTGGCCARCCARGTGGTCGAAGATCCATATCCARRARGAGATATTCTTGTTCCATA
RRTTTCTCTTCCATACATTCGATCTGCCCARCcCCACARTARTATEGLCCTTGTGOAGG TGGARGT T TATCeT T TEGCCARCCARGTGGTCGARGA TCCATATCCARRARGAGRTATICTIGTTCCATAH
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T25B9.9 6-phosphogluconate dehydrogenase

131 140 150 160 170 180 190 200 210 220 230 240 250 260
| + - + + + + + - + + + + |
TARGCATTGGATGTARCACGTCCTCCACGACCTGTCCARTTTGTATGARCTGARGTTTCAGTATCTGT TRARRRGT TTGTARGTATGTGCTCCARRATARTCACGTTGAGCTTGTAATARAT TTGCAGGAC
TARGCATTGGATGTARCACGTCCTCCACGACCCGTCCARTTTGTATGARCTGAAGTTTCAGTATCTGT TRRRAGT TTGTARGTATGTGCTCCARRATARTCACGT TGAGCTTGTAATAAAT TTGCAGGAC
THRGCAT TEGATGTRRCACGTCCTCCACGACCCGTCCARTTTGTATGAACTGARGTTTCAGTATCTGT TRRARGTTTGTARGTATGTGC TCCARARTARTCRCGT TGAGCTTGTARTHART T TGERGGRE
TARGCAT TGGRATGTRRCACGTCCTCCACGACCTGTCCARTTTGTATGAACTGAAGTTTCAGTATCTGT TRRRRGTTTGTARGTATGTGCTCCARRATARTCACGTTGAGCTTGTAATAAAT TTGCAGGAC
TARGCATTGGATGTARCACGTCCTCCACGACCCGTCCART TTGTATGAACTGAAGTTTCAGTATCTGT TRRRRGT TTGTARGTATGTGCTCCARRATARTCACGT TGAGCTTGTAATAAAT TTGCAGGAC
TARGCATTGGATGTARCACGTCCTCCACGACCTGTCCARTTTGTATGARCTGAAGT TTCAGTATCTGT TARARGT TTGTARGTATGTGC TCCARRATARTCACGTTGAGCTTGTAATAAAT TTGCAGGAL
TARGCATTGGRATGTARCACGTCCTCCACGACCCGTCCARTTTGTATGRACTGARGTTTCAGTATCTGTTRRARRGTTTGTARGTATGTGCTCCARRATARTCACGTTGAGCTTGTAATAAAT TTGCAGGAC
TARGCATTGGATGTARCACGTCCTCCACGACCCGTCCART TTGTATGARCTGARGTTTCAGTATCTGT TARARRGT TTGTARGTATGTGCTCCARRATARTCACGT TGAGCTTGTAATAAAT T TGCAGGAC
THRGCATTEGATGTRARCACGTCCTCCACGACCeGTCCARTTTGTATGARCTGARGTTTEAGTATCTGTTARARGTTTGTARGTATGTGCTCCARRARTARTCACGTTGAGETTIGTAATAAAT T TGCAGEAL

& < &

521 530 H40 550 560 570 HB0 590 Boo 610 B20 630 b4n bh0
| + + + + + + + - + - + + |
CRATCARATACTCGACTTGCTTCACCCARAAGCATARRARCCT TGAGCATARCTARCART TTTTGAARGCATACRRTGCTYGTCCCAATTTCARRATARARTCYTTTTTITATTTTTARATGCTTCTGGTGTT
CRATCARATACTCGACTTGETTCACCCAARAGCATARRRCCTTGAGCATAAC TARCARTTTTTGAAGCATATARTGETTGTCCCAATTTCARRATARARTCTTITTTT-ATTITTTARRTGCTTCTGGTGTT
CARTCARATACTCGACTTGCTTCACCCARAAGCATARRARCCTTGAGCATAACTARCARTTTTTGARGCATATARTGCTTGTCCCAATTTCARARTARRATCTTTTTT=-ATTTTTARATGCTTCTGGTGTT
CARTCARATACTCGACT TGCT TCACCCAARAGCA TARRRCC T TGAGCATAAC TARCART TTTTGARGCATACARTGCTTGTICCCAARTTTCARARTARARATCTTTTTT=-ATTITTTARRTGCTICTGGIGTT
CARTCARATACTCGACTTGLTTCACCCARAAGCATRARRRCCTTGAGCATARC TARCART TTTTGARGCATATARTGCTTGTCCCAATTTCARARRTARRATCTTTTTT-ATTTTTARRTGCTTCTGGTGTT
CARTCARATACTCGACTTGCTTCACCCARAAGCATARRRCCT TGAGCATAACTARCART TTTTGARGCATATARTGCTTGTCCCAATTTCARARTARARARTCTTTTTT=-ATTTTTARATGCTTCTGGTGTT
CRRTCARATACTCGACT TGET TCACCCAARAGCRTRRRRCC T TGAGCATARC TARCARTTTTTGARGEATATARTGETTGICCCARTTTCARARTARARRTCTTTTTT=-ATITTTARRTGCTICTGGTGTT
CRRTCARATACTCGACTTGCTTCACCCARRAGCATARRRCCTTGAGCATARCTARCART TTTTGARGCATATARTGCTTGTCCCAATTTCARRRTARARARTCTTTTTIT-ATTTTTARARTGCTTCTGGTGTT
CRARTCHRARTHCTCGACT TGCT TCHCCCHARAGCA TRRRRCCT TGHGCH THAC TARCART T TTTGARGCA TALARTGC T TGTCCCAART T TCARRRTRARARTCTTTTTT AT T T T TRARRTGCTICTGGIGTT

651 660 670 680 690 700 710 720 730 740 750 760 770 780
1 + + + + + + + + + + + + 1
GGARGTGGACTTCCTGGARGRRCCTTTGARGCAGARARCTCTTTGTTCTTTTARAGCAGATARACATCGAGCARRRRCAGCTTCAGCAATARGTGT TACAGGTTGTCCATATTCTARTGCAGARATACCAG
GGARGTGGACTTCCTGGTAGRRCCT TTGARGCAGARRCTCTTTGTTCTTTTARAGCAGATARACATCGAGCARRRACAGCT TCAGCAATARGTGT TACAGGTTGTCCATATTCTARTGCAGAAATACCAG
GGARGTGGACT TCCTHGTAGRRCCTTTGAAGCAGARACTCTTTGTTCTTTTARRGCAGATARACATCGAGCARARACAGCTTCAGCARTARGTGT TACAGGTTGTCCATATTCTARTGCAGAAATACCAG
GGARGTGGACTTCCTGGARGARCCTTTGARGCAGARACTCTTTGTTCTTTTARAGCAGATARACATCGAGCARRRRCAGCTTCAGCAATARGTGT TACAGGTTGTCCATATTCTARTGCAGAAATACCAG
GGARGTGGACT TCCTGGTAGRACCT TTGARGCAGRRRCTCT TTGTTCT T T TARAGUAGATHRACHTCGAGCARARACAGC T TCAGCAATARG T GT THCAGGT TGTCCATAT TCTARTGCAGHAR TACCAG
GGARGTGGACT TCCTGGARGARCCTTTGARGCAGARACTCTTTIGTTCTTTTAARGCAGATARACATCGAGCARARACAGCTTCAGCARTARGTGTTACAGGTTGTCCATATTCTARTGCAGARATACCAG
GGARGTGGACTTCCTGGTAGARCCTTTGARGCAGARRCTCTTTGTTCTTTTARAGCAGATARACATCGAGCARRRACAGCTTCAGCAATARGTGT TACAGGTTGTCCATATTCTARTGCAGARATACCAG
GGARGTGGACT TCCTGGTAGRRCCT TTGARGCAGRARCTCTTTGTTCT T T TARAGCAGATARACATCGAGCARARACAGC T TCAGCARTARGTGT THCAGGT TGTCCATAT TCTARTGCAGAAR TACCAG
GGARGTGGACTTCCTGGLAGRRCCTTTGARGCAGARARCTCTTTGTTCTTTTARRGCAGATARACATCGAGCARRRRCAGCTTCAGCAATARGTGT TACAGGTTGTCCATATTCTARTGCAGARATACCAG
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