Supplemental Material S2, Zhang et al. (2009)

Sequence of fragments corresponding to Cucurbita sp. 5S (n=116) and 5.8S (n=1) ribosomal RNA:
Blue, green, magenta: identical; red: mismatch

Corresponding to 5S ribosomal RNA:

>85_17_2s
>II_85_30_F8_2s
>85_15_1s
>85_41_3s
>II_85_11_II_2s
>85_14_2s
>II_85_12_2s
>85_20_3s
>85_35_4s
>85_36_2s
>II_85_27_II_3s
>II_85_33_F10_2s
>II_85_6_E6_2s
>85_14_2s
>85_45_4s
>II_85_4_E4_2s
>II_85 15 E12 3s
>II_85_45_G7_2s
>II_85_15_E12_ds
>85_4_4s
>85_15_3s176
>85_35_15176
>II_85_16_F1__ls
>85_28_2s
>85_1_4s176
>II_85_43_II_2s
>85_16_4s
>85_38_1s
>II_85_1 _E2__2s
>85_51_3s
>85_4_3s
>II_85_3_E3_ls
>II_85_3_II_4s
>II_85_30_F8_ls
>II_85_16_F1_2s
>85_95_4_2s
>85_38_3s
>I_85_72_H12_1s
>II_85_24_F5_ls
>II_85_33_F10_ls
>85_29_2s
>II_85_22_F4_2s
>85_51_1s
>85_46_2s
>II_85_27_II_4s
>II_85_43_II_3s
>II_85_43_G5__ls
>I1-85-49_G9_2S
>II-85-50_G10_2s
>85_19_2s
>85_21_2s
>85_22_2s
>85_26_1s
>85_6_3s
>85_1_2s
>I_85_62_II_2s
>I_85_62_HI_2s
>85_33_3s
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1-76
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1-76
1-76
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1-76
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1-76
1-76
1-75
1-75
1-75
1-74
1-73
1-73
1-73
1-73
1-73

AAGGGTGCGATCATACCAGCACTAATGCACCGG—--ATCCC—-ATCAGAACTCCGC-

AAGGGTGCGATCATACCAGCACTAATGCACCGGG--ATCCCC-ATCAGAACTCCGC
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG--~-ATCCC-—ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC-—ATCAGAACTCCGC--AG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCAGACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AG
GGGTGCGATCATACCAGCACTAGTGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAAAGCACCGG---ATCCC—-ATCAGAACTCCGC--AG
GGGTGGGATCAAGCCAGCACTAATGCTCCGG---ATCCC—TACAGAACTCCGC---CATT
GGGGTGCGATCATACCCAGCACTAATGCACCGGGATCCC—-ATCAGAACTCCGC -~
GGGTGCGATCATACCGGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
AGGGTGCGATCATACCAGCACTAATGCACCGG---ATCCA--ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG ATCCC--ATCAGAAACTCCCGC
GGGGTGCGATCATACCAGCACTAATGCACCGG--ATCC---ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC--ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACAAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC-—ATCAGAACTCCGC--
GGGTGCGATCATAGCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCTC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC-—ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC-—ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC-—ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCAG---ATCCC-—ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAAAGCACCGG---ATCCC—-ATCAGAACTCCGC-~
GGGTGCGATCATACCAGCACTAATGCTCCGG---ATCCC—-ATCAGAACTCCGC-~
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAACACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC-—ATCAGAACTCCGC--A
GGGTGCGATCATACCAGCCCTAATGCACCGG---ATCCC--ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAAAGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCAATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--
GGGTGCGATCATACCAGCACTAACGCACCGG---ATCCC—-ATCAGAACTCCGC--

AGTTAAGCG




>85 12 3s
>85_43 2s
>85_6_1s
>85 12 2s
>85_46_3s
>85_51 2s
>85_17 3s
>IT_85 13 E10_3s
>85_16_2s

>II_85 13_II_2s
>II_85_28_F7_1s
>85_9_4s
>85_42 2s
>85_42_1s
>85_40_2s
>85 37 2s
>85 28 1s
>85_14_3s
>85 1 1s
>II_85_1_E2_1s
>II_85 44 _II_4S
>II_85_13_II_3s
>I 85 62 II 3s
>85_44_1s
>IT_85 13 E10_ 2s
>85_7_3s
>85 28 3s
>85_50 2s
>85_35_3s
>II_85 35 Fll_3s
>85_95 5 1s
>IT_85 37 F12 2s
>IT_85 37 F12 3s
>85_30_3s
>I_85 62 H9 3s
>85 31 1s
>II_85_8_E7_3s
>II_85_50_II_1S
>II_85_27_II_1s
>IT 85 38 Gl_ 2s
>II_85 14 _E11_2s
>I_85 60 _II 3s
>I_85 67 HI0 2s
>85 30 1s
>85 6 2s
>IT_85 40 G2_ 3s
>85_95 5 2s
>II_85 49 1s
>IT_85 27 F6_2s
>II_85 44_G6_2s
>II_85_38_II_3s
>II_85 41 G3__ 3s
>IT_85 49 3s
>85_19 5s
>II_85 43 _G5_2s
>II_85 42 _G4_2s
>85 3 3s
>II_8535_Fl11__2s
>85 28 4s
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1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-73
1-72
1-72
1-72
1-71
1-71
1-74
1-72
1-71
1-71
1-72
1-70
1-67
1-69
1-67
1-67
1-77
1-74
1-74
1-83
1-83
1-138
1-82
1-88
1-84
1-71
1-64
1-73
1-68
1-70
1-30
1-76
1-77
1-45
1-66
1-71

2}

GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCGA
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCG \G
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCGAGA:
GGGTGCGATCATACCAGCACTAATGCACCGG A
GGGTGCGATCATACCAGCACTAATGCACCGG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGC
GGGTGCGATCATACCAGCACTAATGCACCGG
GGGTGCGATCATACCACCACTAATGCACCGG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAA
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAA
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCG G
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCGAGA:
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCG \G
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCGAG.
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCG G
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCGAG.
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCGAG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCG G
GGGTGCGATCATACCAGCCCTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTCCCCCCCCTTGGGCGAG
GGGTGCGATCATACCAGCACTARAGCACTGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCGAG
GGGTGCAAGCAGTACAGCACTAATGCGGCGG---ATCCC—-ATCAGAACTACGC--AGTTAAGCGTGGTTTGGCGAG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCGAG.

=

S5 3

=

=

=

=

TR0 Q0000 Q& QG

=

=

=

=

=

[ B R RS S B B B B B B B R |

QD000 Qa

=

GAAT
GGGTGCGATCATACCAGCACTAAAGCACTGG---ATCCC—-ATCAGA-CTCCGC--AGTTAAGCGTGCTTGGGCGAGAGT
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCG \GAG-
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTG! GAG-
GGGTGCGATCATACCAGCACTAATGCACCGG ATCCC—-ATCAGAACTCCGC--AGTTAAGCGT A--
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCG \GA--
AGGTGCGATCATACCAGCACTAAATGCACCC-GGATCCC--ATCAGACCTCCC---AGTTAACCGTGC AAT
GGGTGCGATCARACCAGCACTAAT-CACCGG ATCCC—-ATCAGAACTCCGC--AGTTAAGCGT AGT
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ACCAGAACTCCT---AGTTAAGCGTG( GT
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC-—ACCAGAACTCCT---AGTTAAGCGTGC GT
GGGTGCGATCATACCAGCACTAATGCACCGG G-
GGGTGCGATCATACCAGCACTAATGCACCGG GT

GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGC
GGGTGCGAACATACCAGCACTAATGCATTTGT--ATTCCC-ATCAGAACTCCGC--AGTTAAGCGT
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTAAA
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC--AGTTAA
GGGTGCGATCATACCAGCACTAATGGATCCG
GGGTGCGATCATACCAGCACTAATGCACCGG---AT-CC-AATCAGAACTCCGC--AGTTAAGCGTGC
GGGTGCGATCATACCAGCACTAATGCACCGG---ATGCC-—ACCAGAACTCCGC--AGTTAAGCGTGC
GGTCGCGAACATAGCAGCACTAATGCACCGG ATCCC—-ATCAGACCTCCTC—-AGTTAAACGG
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC—-ATCAGAACTCCGC—-AGTTAAGCGTG
GGGTGCGATCATACCAGCACTAACGCACCGG---ATCCC—-ATCAGAACTCCGC—-AGTTAAGCGTGC
GGGTGCGATCATACCAGCACTAATGCACCGG ATCCC—-ATCAGAACTCCGC—-AGTTAAGCGT
GGGTGCGATCATACCAGCACTAATGCACCGG---ATCCC-—ATCAGAACTCCGC—-AGTTAAGCGTG
GGGTGCGATCATACCAGCACTCAAGCTCCGG---ATTACC-ATCAGACCGGCCC—-AGCTAAGCGTGTTTG
GGGTGCGATCATACCAGCACTAATGCACCGG ATCCC--ATCAGAACTCCGC—-AGTTAAGCGTG
GGCCGCGACAATGCCAGCACTAATGCACCGG---ATCCC--ATGAGGACCTCCTC-AGCTTA
GGTTACGACCACACCAGCGCTAATGCTCCCG---ATACC—-ACCAGA-C
GGGTGCGATCATACCAGCACTAARAGGCACCCGG-ATCCC-AATCA-AACTCCCC--AATTTA
GATCAAGATTGGACCAGTACTAATGCACCCT---ATTCC—-ATCACGCCATTGC--ACTTAAG
TCCGGC--AGTTAAGCGTGC
ATCCC—-ATCAGAACTCCGC--AGTTAAGCGT
-ATCCC—-ATCAGAACTCCGC-—AGTTAGG TGC
—---CC—-ATTAGAAATAAGA--RAATAAACGTGC
- - —AGTTAAGCGTH
—AGTTAAC

GTCAC
TGCACC

CACGTTC

GTTTGCCGAAAGTAGT
TACCTCTAGGCCCCATCAA

TGA

TCGTGCGT
CACTTGAGTGTGCTTGAGTAAGACT
AGCGTGGCTTG

GGGTGCGATCATACCAGCACTAATGCACCGG
-GGTGCGATCA-ACCGGCACTAATGCACCGG

--AGT

TGACCACTTGGGAAGTCCTCGTGTTGC- -
TGACCACTTGGGAAGTCCTCGTGTTGCATCCCT

Q@

Reference sequence (assembled by the uncovered sequences):

5S RNA C. max

1-120

GGGTGCGATCATACCAGCACTAATGCACCGG!

-ATCCC—-ATCAGAACTCCGC--AGTTAAGCGTGCTTGGGCGAGAGT -~ ~AGTACTAAGTTGGGTGACCACTTGGGAAGTCCTCGTGTTGCATCCCT

ATACTGAGTCGGATGACAATTTATTGAGTCCTCGTTTACAACCCCTCTGTAGTCACTATTAATT



Corresponding to 5.8S ribosomal RNA

>85_2 1s

Reference sequence:

1-82

Cucumis pepo 5.8S ribosomal RNA (AJ488214)

GTAGCGAAATGCGATACTTGGTGTGAATTGCAGGATCCCGCGAACCACCGAGTCTTTGAACGCAAGTTGCGCCCGGAGCCTT

(163 bases):

caacgactctcggcaacggatatctcggctctcgcatcgatgaagaacgtagecgaaatgecgatacttggtgtgaattgecagga tecttt gttgcg ttctggccgagggcacgtctgectgggegtcacge
Sequence of fragments (n=110) corresponding to Cucurbita sp. 18S ribosomal RNA:

Blue, green, magenta, orange, brown: identical; red: mismatch/not found.

Matching from 1 to 76 (note the 27 additional Arabidopsis 18S RNA nucleotides at 5° end, brown):

>85_38_2s 1-76 TACCTGGTTGATCC-TGCCAGTAGTCATATGCTT-GTCTCARAGATTAAGCCATGCATGTGTAAGTATGAACTAATTC

>85_41 2s 1-72 TACCTGGTTGATCC-TGCCAGTAGTCATATGCTT-GTCTCAARAGATTAAGCCATGCATGTGTAAGTATGAACTA---~

>85_45 3s 1-73 TACCTGGTTGATCC-TGCCAGTAGTCATATGCTT-GTCTCAARAGATTACGCCATGCATGTGTAAGTATGAACTAA--~

>IT_85_ 22 F4_ 3s 1-76 TACCTGGTTGATCCCTGCCAGTAGTCATATGCTTTGTCTCAARAGAATAAGCCATGCATGTGTAAGTTTGAACT-—--~ (CTG)

Matching from 113 to 174:

>85_16_5s 1-62 GTTTGTTTGATGGTATTTGCTA

Matching from 203 to 258:

>85_9 3s 1-56 ATTTATTAGATAAAAGGTCGACGCGGGCTCTGCCCGTTGCTCTGATGATTCATGAT

Matching from 267 to 373:

>IT_85_ 22 F4 1s 1-59 AACT-GACGGATCGCACGGCCATCGTGCCGGCGACGCATCATTCAAAT TTCTGCCCTAT C -~ = ——— = — === - - - - m e — o m——— o —
>IT_85_ 18 _F2__ 2as 1-71 s ARATTTCTGCCCTATCAACTTTCGATGGTAGGATAGTGGCCTACTATGGTGGTGACGGGTGACGGAGAATT
>IT_85_ 19 F3_ 2s 1-68 mmmmmmmm oo (TAA) --AAA-TTCTGCC-TATCAACTT-CGATGGTAGGATAGTGGCCTACTATG--GGGGACGGGTGA-GGAGAATT
Matching from 374 to 439:

>II-85-14_E11 _1s 1-66 AGGGTTCGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAA-GGCAGCAGGCGCGC

>85_ 43 4s 1-66 AGGGTTCGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAA-GGCAGCAGGCGCGC

>85_14 4s 1-66 AGGGTTCGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAA-GGCAGCAGGCGCGC

>85 4 2s 1-66 AGGGTTCGATTCCGGAAAGGGAGCCTGACAAACGGCTACCACATCCAAGGAA-GGCAGCAGGCGCGC

>I-85-67_H10_1s 1-66 AGGGTTCGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAA-GGCAGCAGGCGCAC

>85 43 1s 1-66 AGGGTTCGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGAA-GGCAGCAGGCGCAC

>85_5 5s 1-62 --GGGTCGATTTCGGAGAGGGAGCCTAA-AAACGGCTACC-CATCCAAGGAA-GCCAGCAGGCGCGC

>II-85-15_E12 2s 1-68 AGGGTTCGATTCCGGAGAGGGAGCCTGAGAAACGGCTACCACATCCAAGGARAGGCAGCAGGCGCGC--C

>I-85-67_H10_4s 1-68 AGGG-TCGAT-CCTGAAAGGGAGCCTGAGAAACG-C-AACACATCCAAGGAA-GGC-GCAGCGCGCC—- (GTAGCAC)

Matching from 449 to 587:

>85 31 3s 1-60 :

>II-85-13_II 1s 1-67 TCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCAATTGGAGGGCAAGTCT
>85_1 5s 1-60 —-AAATCCCTTAACGAGGATCAATTGGAGGGCAAGTCT
>I-85-70_H11l 2s 1-60 --AAATCCCTTAACGAGGATCAATTGGAGGGCAAGTCTGGT~
Matching from 633 to 707:

>85_23_2s 1-63

>85_20_1s 1-64

>85_4_5s 1-62

>85_35_2s 1-67

>85_26_2s 1-66

>42_28 2s 1-38

>II-85-48_G8__3S 1-111 --------CTT-GGTTGGG-TCCGATCGGTCCGCCTATGGTGAGCACCGATTTGCTTGCCCCTTCCGTTAGCGATGC--——-—=-==—-————=-=-— (CTGTGGGCCCCATCAACATTGTAGGCACATTGACCTTTAAGAAA)
Matching from 720 to 796:

>85_19 1s 1-84 CCTCAAAAACTGGCCGGGTCGTGCCTCCGG-CGCTGTTACTTTGAAGAAATTAGAGTGCTCAAA-GCAAG-CCTACGCTCTGTATAC

>85_21 1s 1-84 CCTCAAAAACTGGCCGGGTCGTGCCTCCGG-CGCTGTTACTTTGAAGAAATTAGAGTGCTCAAA-GCAAG-CCTACGCTCTGTATAC

>85-22-1s 1-84 CCTCAAAAACTGGCCGGGTCGTGCCTCCGG-CGCTGTTACTTTGAAGAAATTAGAGTGCTCAAA-GCAAG-CCTACGCTCTGTATAC

>85_46_1s 1-73 AACTGGCCGGGTCGTGCCTCCGG-CGCTGTTACTTTGAAGARATTAGAGTGCTCAAA-GCAAG-CCTACGCTCTGT~

>II-85-43 _II_1S 1-69 AACTGGCCGGGTCGTGCCTCCGG-CGCTGTCACTTTGAAGAAATTAGAGTGCTCAAA-GCAAG-CCTACGCT -

>IT_85_43 G5__3s 1-72 ATCTGCCCGGATCGTGCGTCCGGGCGCTGTCACTTTGAACAARATCAGGGTGATCAAACGCAAGGCCTACGCT



Matching from 797 to

>I1-85-38 IT_2S
>85_10_3s
>85_1_3s

>85_8 3s
>85_17 1s
>I1-85-13_E10_1s
>II-85-13_II_4s
>42_3s
>1-85-62_H9_1S
>I1-85-48 G8_2S
>85_15 2s
>II-85-48_II_1S
>85_34_3s
>I1-85-6_E6_1s
>85_9 2s
>I-85-70_H11l_1s
>85 33 25
>42_G4_ls reverse

Matching from 1084 to

>IT_42 83 D3_ 2s

Matching from 1141 to

>85_31_2s

Matching from 1211 to

>85_9_1s
>85_13_1s
>I-85-72_H12__2s
>I1-85-35 _F11_ 1s
>85_26_3s
>85_45 2s
>I1-85-37_F12_1s
>85_15_4s
>I-85-60_II_2S
>I1-85-27_IT_5S
>85_27_4s
>85_8_2s
>85_10_2as
>II-85-50_G10_1s
>II-85-49 G9 _1s
>I1-85-27_F6__ls
>85_13_3s
>11-85-8 _E7__1s
>II_85_ 41 G3 _1s
>IT_85 40 G2_ 1s
>85_29_1s
>85 27 1s
>II-85-27_II_2S
>I1-85-48_G8_ 1S
>II-85-50_II_2S
>II-85-48_II_3S
>II_42-19_II_2S
>I-85-60_II_5S
>85_27_3s
>I-85-60_H8_1
>I1-85-49_2S
>I-85-62_II_1s
>42up7_1s
>85_13 4s
>I-85-62_H9__4S
>85_19_3s
>85_3_1s

>85_2 2s
>IT_85_1 _E2__3s
>I1-85-44_G6__1s
>I1-85-44_II_5S
>85_7 2s
>I1-85-44_II_1S
>85_4_1s
>85_20_2s
>85_5_2s
>42_27_2s

934:
1-71
1-69
1-71
1-69
1-68
1-62
1-62
1-77
1-74
1-96
1-77
1-67
1-67
1-71
1-75
1-74
1-70
1-71

1126:

1-43

1185:

1-47

1354:

1-79
1-79
1-76
1-76
1-75
1-76
1-76
1-76
1-70
1-70
1-70
1-70
1-70
1-70
1-70
1-70
1-70
1-69
1-69
1-69
1-66
1-66
1-64
1-60
1-66
1-61
1-62
1-61
1-61
1-61
1-54
1-40
1-45
1-78
1-83
1-88
1-88
1-79
1-70
1-77
1-76
1-77
1-76
1-77
1-77
1-77
1-41

~ATAGGATTTCGATCCTATTCTGTTGGCCTTCGGGATCGGAGTAATGATTAACAGGGACAGTCGGGGGCATT
~ATAGGATTTCGATCCTATTCTGTTGGCCTTCGGGATCGGAGTAATGATTAACAGGGGCAGTCGGGGGCA--
ATCATAGGATTTCGATCCTATTCTGTTGGCCTTCGGGATCGGAGTAATGATTAACAGGGACAGTCGGGGGC--~-
---ATAGGATTTCGATCCTATTCTGTTGGCCTTCGGGATGGGAGTAACGATTAACAGGGGCAGTCGGCGGCA--
ATTAGCATGGGATAACATCATAGGATTTCGATCCTATTCTGTTGGCCTTCGGGATCGGAGTAATGATT- -~
ATGGGATAACATCATAGGATTTCGATCCTATTCTGTTGGCCTTCGGGATCGGAGTAATGATT--~
ATGGGATAACATCATAGGATTTCGATCCTATTCTGTTGGCCTTCGGGATCGGAGTAATGATT--—————=-——-—=—————----

AATGATTAACAGGGACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAAC
GATTAACAGGGACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAAC
—---TAACAGGGACAGTCGGGGGCATTTGTATTTCATAGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAAC
—ABRAGATTAACAGGGACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAAC
AGGGACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAAC
AGGGACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAAC
TGATTAACAGGGACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGATTTATGAAAGAC---—
TGATTAACAGGGACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGARATTCTTGGATTTATGAAAGACGAAC
-~GATTAACAGGGACAGTCGGGGGCATTCGTATTTCATAGTCGGAGGTGAAATTCTTGGATTTATGAAAGACGAAC
————————————————————————————————————————————————————————————————————————————————————————————— GATTAACAGGGACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTCGGATTTATGAAAGAC-—
TGATTAACAGGGACAGTCGGGGGCATTCGTATT-TCATAGTCAGAGGTGAAATTCTTGGATTTATGAAAGAC--—

ATGAGAAATCAAAGTCTTTGGGTTCCGGGGGGAGTATGGTCGC
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>IT_42-73_Cl2_1s 1-42
Matching from 1426 to 1538:
>85_2 4s 1-63 s ACTGATGTATTCAACGAGTCTATAGCCTTGGCCGACAGGCCCGGGTAATCTTTGAAAATTCAT
>85 33 1s 1-71 AATAACAGGTCTGTGATGCCCTTAGATGTTCTGGGCCGCACGCGCGCTACACTGATGTATTCAACGAGTCT -~ ~ -~ == === - === — - - —— - - —

Matching from 1589 to 1663:

>85_ 43 3s 1-75 —---AGTAAGCGCGAGTCATCAGCTCGCGTTGACTACGTCCCTGCCCTTTGTACACACCGCCCGTCGCTCCTACCGATT
>II-85-31_F9_2S 1-70 —----AGTAAGCGCGAGTCATCAGCTCGCGTTGACTACGTCCCTGCCCTTGGTCCACACCGCCCGTCGTTCCTAC-~---~
>I-85-67_H10_3s 1-74 —---AGTAAGCGCGAGTCATCAGCTCGCGTTGACTACGTCCCTGCCTTTTGACCACACCGCC-GTCGCTCCTACTGATT

>42_8_3s 1-41

Matching from 1664 to 1707:
>42up2_2s 1-44

Reference sequence (1757 bases): Cucurbita pepo 18S ribosomal RNA gene (GenBank acc # AF206895) plus the missing 26 bases (5’ end; brown underlined) from 5’ A. thaliana 18S rRNA (TAIR acc # AT3G41768):

TACCTGGTTGATCCTGCCAGTAGTCATATGCTTGTCTCAAAGATTAAGCCATGCATGTGTAAGTATGAACTAATTCAGACTGTGAAACTGCGAATGGCTCATTAAATCAGTTATAGT TTGTTTCATGCTATTTGCTACTCGGATAACCGTAGTAATTCTAGAGCTAATACGTGCAACAAACCCCGACTTCTGGAAGGGATG
CATTTATTAGATAAAAGGTCGACGCGGGCTCTGCCCGTTGCTCTGATGATTCATGATAACTCGACGGATCGCACGGCCATCGTGCCGGCGACGCATCATTCAAATTTCTGCCCTATCAACTTTCGATGGTAGGATAGTGGCCTACTATGGTGGTGACGGGTGACGGAGAATTAGGGTTCGATTCCGGAGAGGGAGCCTGAG
AAACGGCTACCACATCCAAGGAAGGCAGCAGGCGCGCAAATTACCCAATCCTGACACGGGGAGGTAGTGACAATARATAACAATACCGGGCTCTTCGAGTCTGGTAATTGGAATGAGTACAATCTAAATCCCTTAACGAGGATCAATTGGAGGGCAAGTCTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCGTAT
ATTTAAGTTGTTGCAGTTAAAAAGCTCGTAGTTGGACCTTGGGTTGGGTCGATCGGTCCGCCTATGGTGAGCACCGATTGGCTCGTCCCTTCTGTCGGCGATGCGCTCCTGGCCTTAACTGGCCGGGTCGTGCCTCCGGCGCTGTTACTTTGAAGAAATTAGAGTGCTCAAAGCAAGCCTACGCTCTGTATACATTAGCAT
GGGATAACATCATAGGATTTCGATCCTATTCTGTTGGCCTTCGGGATCGGAGTAATGATTAACAGGGACAGTCGGGGGCATTCGTATTTCATAGTCAGAGGTGAAATTCTTGGATTTATGAAAGACGAACAACTGCGAAAGCATTTGCCAAGGATGTTTTCATTAATCAAGAACGAAAGTTGGGGGCTCGAAGACGATCAG
ATACCGTCCTAGTCTCAACCATAAACGATGCCGACCAGGGATTGGCGGATGTTGCTTTAAGGACTCCGCCAGCACCTTATGAGAAATCAAAGTCTTTGGGTTCC TATGGTCGCAAGGCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTTAATTTGACTCAACACGGGGAA
ACTTACCAGGTCCAGACATAGTAAGGATTGACAGACTGAGAGCTCTTTCTTGATTCTATGGETGECTGETGCATGEGCCETTICTTAGTTGETGEAGCCGATTTGTCTGETTAATTCCGTTAACGAACGAGACCTCAGCCTGCTAACTAGCTATGCGGAGGAATCCCTCCGCGGCCAGCTTCTTAGAGGGACTATGGCCGCTTAG
GCCAAGGAAGTTTGAGGCAATAACAGGTCTGTGATGCCCTTAGATGTTCTGGGCCGCACGCGCGCTACACTGATGTATTCAACGAGTCTATAGCCTTGGCCGACAGGCCCGGGTAATCTTTGAAATTTCATCGTGATGGGGATAGATCATTGCAATTGTTGGTCTTCAACGAGGAATTCCTAGTAAGCGCGAGTCATCAGC
TCGCGTTGACTACGTCCCTGCCCTTTGTACACACCGCCCGTCGCTCCTACCGATTGAATGGTCCGETGAAGTGTTCGCGATCGTGECGACGTGEECEETTCGCTGCCTGCGACGTCGCGAGAAGTCCACTGAACCTTATCATTGAGAGGA




Sequence of fragments (n= 105) corresponding to Cucurbita sp. 26S ribosomal RNA:
Colored sequences: identical; red: mismatch/not found

Matching from 219 to 277:
>IT-85-3-II_1s8 1-59

Matching from 562 to 632:

>II_85_24_F5_-2s 1-68
>85_34_2s 1-68
>85_5_4s 1-73

Matching from 675 to 749:

>85_95_5_3s 1-73
>II_85 16 _F1 3s 1-62
>II-85-33_F10_3s 1-64

Matching from 805 to 885:

>I1-42-13_A6_2s 1-41
>85 5 3s 1-70
>85 27 2s 1-61
>85_30_2s reverse 1-57
>85_19 4s 1-58
>42 1 2s 1-43

Matching from 968 to 1029:
>II_85 44_II_2S reverse 1-63

Matching from 1150 to 1206:
>IT_42_97 D11 _2s 1-54

Matching from 1383 to 1451:

>85_36_4s 1-68
>85_45_1s 1-68
>85_50_3s 1-68
>85_13_2s 1-67
>85_7 1s 1-68
>II_42_11_A4_2s 1-40
>85_5_1s 1-69
>42up2_1s 1-41

Matching from 1688 to 1736:

>II_42_84_D5_1s 1-45
>II-42-83_I1_4S 1-45
>II-42-85_D6_ls 1-45
>II-42-84_II_4S 1-45
>II-42-18_IT ds 1-45
>II-42-42_I1_4S 1-45
>II_85 5 E5_1s 1-45
>II-42-18_A8_1s 1-45
>II-42-42_B8_ls 1-45
>II_42_83_D4_ls 1-45
>II-42-85_II_4S 1-45

Matching from 1739 to 1887:

>II_42_99 D12 _1s 1-44
>II_42_76_D2_1s 1-44
>II_42_19_II_1S 1-24
>85_12_1s 1-48
>85_36_3s 1-48
>85_16_3s 1-48
>85_14_1s 1-48
>I_85_60_H8_2S 1-48
>I_85_60_II_1S 1-48
>85_36_1s 1-48
>I_85_60_II_4s 1-48
>II_42_100_El_2s 1-30
>85_18 2s 1-59
>85_18_1s 1-55
>II_42_63_C7_2s 1-48
>85_2 3s 1-75

>42_38_1s 1-45

GCGCTCGGACCCTGTCGCACCACGAGGCGCTGTCAACGAGTCGGGTTGTTTGGGAATGC

GATAGCTGGAGCCCGCGTGCGAGTTTTATCGGGTAAAGCCAATGATTAGAGGCATCGGGGGCA

ACGGCATGAACCGGAAGCCGGGTTACGGAGCCTAACTACGC-CT----~- (GTCGGCTCAAT)
c -
c -
c -
- c -
c -
______________ c P
A (o] TA T
_______________ c P
CTGTTTAACAGCCTGCCCACCC-========= - - = - - - - - - - ———————————— (GTTTGGGCGGTTACAAATAGGGT

CTGTTTAACAGCCTGCCCACCC--
CTGTTTAACAGCCTGCCCACCC-
CTGTTTAACAGCCTGCCCACCC-
CTGTTTAACAGCCTGCCCACCC-
CTGTTTAACAGCCTGCCCACCC-
CTGTTTAACAGCCTGCCCACCC-
CTGTTTAACAGCCTGCCCACCC--

(GTTTGGGCGGTTACAAATAGGGT)
(GTTTGGGCGGTTACAAATAGGGT)
(GTTTGGGCGGTTACAAATAGGGT)
(GTTTGGGCGGTTACAAATAGGGT)
(GTTTGGGCGGTTACAAATAGGGT)
(GTTTGGGCGGTTACAAATAGGGT)
(GTTTGGGCGGTTACAAATAGGGT)
CTGTTTAACAGCCTGCCCACCC-- (GTTTGGGCGGTTACAAATAGGGT)
CTGTTTAACAGCCTGCCCACCC-- (GTTTGGGCGGTTACAAATAGGGT)
CTGTTTAACAGCCTGCCCACC === ——mmmmmmm oo e e e o (GTTTGGGCGGTTACAAATAGGGT)

QaQ



Matching from 1990 to 2075:

>42_4_1s
>II_42_93_D8_-2S
>II-42-91_D7_2s

>42_21 1s
>II-42-91_D7_1s
>42_31 3s
>II_42_93_D8_-IS
>42upd_4s

1-43
1-39
1-39
1-42
1-43
1-42
1-43
1-43

Matching from 2269 to 2309:

>II_42UP_41_H3_1ls

>42upd_1s

1-41
1-41

Matching from 2460 to 2500:

>85_18_3s
>42_18 1s
>42_23 1s
>42_24_1s
>42_28 3s
>42_8_1s
>42_27_1s

>42 31 1s

>42_3 1s
>42_20_3s
>II_42_64_C8_2s
>II_42_32_Al2 2s
>II_42_37_B4_3s

1-69
1-39
1-39
1-39
1-39
1-38
1-38
1-38
1-38
1-38
1-37
1-37
1-38

Matching from 2573 to 2686:

>42up2_3s
>II_85 11 _E8_2S
>II_85_12_E9_2S
>II_85 11 _II_1S
>II_85_12_1S
>II_85_12_3S
>II_85 11 _II_3S
>85_16_1s

1-43
1-72
1-71
1-72
1-72
1-72
1-91
1-75

Matching from 2695 to 2769:

>85_95 4_1s

1-75

Matching from 3221 to 3295:

>II_85_45_G7_1S

1-75

Matching from 3344 to 3389:

>II_427_A2_2s

>42_10_2s
>42up_1_4
>42up_3_4ds
>42UP_8_25
>42_37 2s
>42up_8_4s

>II_42_51_B12_2s
>II_4237_B4_2s
>42_6_1s
>4231_4s
>42up2_5s
>42_26_1S
>42_33 2s
>42_21 3s
>II_427_A2_3s
>II_426_al_1s
>42_24_3s
>42_38 2s
>42_9 3s
>42_23 3s

1-46
1-46
1-46
1-46
1-46
1-46
1-46
1-45
1-44
1-44
1-44
1-44
1-44
1-44
1-45
1-44
1-31
1-47
1-46
1-43
1-52

TGGTGGACTGCTCGAGCTGCTCCCGCGGCGAGAGCGGGTCGCT— -
——————————————————————————————— GAGCGGGTCGCTGCGTGCCGGCCGGGGGACGGACTGGGA-
--GAGCGGGTCGCTGCGTGCCGGCCGGGGGACGGACTGGGA-~
~AGAGCGGGTCGCTGCGTGCCGGCCGGGGGACGGACTGGGAAC
CGGGTCGCTGCGTGCCGGCCGGGGGACGGACTGGGAACGGCTC-——==-~
TGCGTGCCGGCCGGGGGACGGACTGGGAACGGCTCCTTCGG!
CGGGTCGCTGCGTGCCGGCCGGGGGACGGACTGGGAACGGCTC-
CGAGAGCGGGTCGCTGCGTGCCGGCCGGGGGACGGACTGGGAA

AAGGTAGCCAAATGCCTCGTCATCTAATTAGTGACGCGCAT
AAGGTAGCCAAATGCCTCGTCATCTAATTAGTGACGCGCAT

TTGTGAA.
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CGTTTGATTCTGATTTCCAGTACGAATACGAACCGTGARAGCG

ATCCCCTGCGACGGATGAGTCTCAGGGGCTGCCTTGTAACGTAATTCCCACCGAGCGACGGGTAGAATCCTTTGC

GCTGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
GCTGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
GCTGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
GCTGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
GCTGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
GCTGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
GCTGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
TGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGTA

TGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
TGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
TGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
-=-TGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT~
-=-TGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT~
-=-TGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT~

—=CTGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT-
-=-TGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCGT~
———————————— CACTGAGATTCAGCCCTTCGTCGCTCCGATT---~
GCTGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCTTA
GCTGCCACGATCCACTGAGATTCAGCCCTTCGTCGCTCCGATTCAT-
--TGCCACGATCCACTGAGATTAAACCCTTCGTCG-TCCGATCCTC-
GCTGCCTCGTTCCACTGAGATT-AGCCCTTCGTTGCTCCGATTCTTACTTGTA




26S rRNA reference sequence (3389 bases): Cucurbita pepo 26S rRNA (GB accession number: AF479108) plus 3' end from Cucurbita maxima 25s-18s rDNA intergenic spacer (underlined 46 bases at the 3' end; GB
accession number: X13059)
aggtcaggcgggactacccgctgagtttaagcatatcaataagcggaggaaaagaaacttacaaggattcccttagtaacggcgagcgaaccgggaagagecccagcttgagaatcgggegeccteggegttecgaattgtagtctggagaagegtecctcagegacggaccgggcacaagtccecctggaagggggegecagag
agggtgagagccccgttgegetegg tg gcgctg tegggttgtttgggaatgcagccccaatcgggeggtaaattctgtccaaggctaaatatgggcgagagaccgatagcaaacaagtaccgecgagggaaagatgaaaaggactttgaaaagagagtcaaatagtgettgaaattgt
cgggagggaagcggatgggggccggcgatgtgctccagtcggatgtggaaaggtgataagccagtccgeccaatcgacttggggcatggaccgatgeggattgagacggecggeccaaageccaggectttgttacgettgtggagacgtecgtegtecccgatecgtggetggecagcacgegecttttggegtgetteggeatetg
cgtgctcctggcatcggectgtgggectceccattecgaccecgtecttgaaacacggaccaaggagtctgac accaccgaccgaccttgatcttttgagaagggttcgagtgtgagcatgecctgtcggg
acccgaaagatggtgaactatgecctgageggggegaagecagaggaaactectggtggaggeccgeagegatactgacgtgecaaategttecgtectgacttgggtataggggecgaaagactaatcgaacegtctagtagetggttcececteccgaagtttecctcaggatagetggagececgegtgegagttetategggtaaag
ccaatgattagaggcatcgggggcgcaacgccctcecgacctattctcaaactttaaataggtaggacggecatggetgetttgttgageccatgeccacggaatcgagagctccaagtgggecatttttggtaagcagaactggegatgeggg gaagccgggttacggtgcctaactacgegectaacctagatccca
caaagggtgttggtcgattaagacagcaggacggtggtcatggaagtecgaaatccgetaaggagtgtgtaacaactcacctgeccgaatcaactageccccgaaaatggatggecgectgaagegegtgacctataccecggecgtcggggcaagtgectaggececcgatgagtaggaggge
agtagcaaatattcaaatgagaactttgaaggccgaagaggggaaaggttccatgtgaacggcacttgcacatgggttagtcgatcctaagagacgggggaagcccgtctgatagecgcaataagecgecgagecttcgaaagggaatcgggttaaaattee
tgaaccgggacgtggcggctgacggcaacgttagggagtccggagacgtcggegggggectcgggaagagttatecttttetgtttaacagectgeccacectggaaacggectcagecggaggtagggtee
aatgtaggcaagggaagtcggcaaaatggatccgtaacctcgggaaaaggattggctctgagggctgggcacgggggtcccagtecccgaaccecgteggetgttggtggactgetegagetget
cccgeggcgagagegggtegetgegtgeecggecgggggacggactgggaacggeteecttegggggecttccecgggegtecgaacagtcaactcagaactggtacggacaaggggaatccgactgtttaattaaaacaaagecattgecgatggtcectgeggatgetaacgcaatgtgatttetgeccagtgetctgaatgte
aaagtgaagaaattcaaccaagcgcgggtaaacggcgggagtaactatgactctcttaaggtageccaaatgectegtcatctaattagtgacgegecatgaatggattaacgagattceccactgtecectgtctactatccagecgaaaccacagccaagggaacgggcttggcagaatcagecggggaaagaagacectgttga
gcttgactctagtccgactttgtgaaatgacttgagaggtgtaggataagtgggagccgaaaggcgaaagtgaaataccactacttttaacgttattttacttattccgtgaatcggaagecggggcactgecectectttttggacccaaggectactteg
agaaatctcgtgtggaac agaccttcggaatttgaagctagaggtgtcagaaaagttaccaca
gggataactggcttgtggcagccaagcgttcatagcgacgttgetttttgatccttcgatgtecggetecttectatcattgtgaagcagaattcaccaagtgttggattgttcacccaccaatagggaacgtgagectgggtttagaccgtecgtgagacaggttagttttacecctactgatgacagtgtcgcaatagtaatte
aacctagtacgagaggaaccgttgattcgcacaattggtcatcgcgecttggttgaaaagccagtggecgecgaagectaccgtgegetggattatgactgaacgectctaagtcagaatccgggectagaagecgacgcatgegeccategettgattgeccgaccagcagtaggggecttttggeccecccaaaggecacgtgtegttg
gctaagcccttgtgacggatgagte gccgccttgtaacgtaat tgagcgatgggtagaatcctttgcagacgacttaaatatgcgacagggtattgtaagtggcagagtggecttGCTGCCACgatccactgagattcageecttegtegeteecgattegt

Sequence of fragments related to splicosomal small nuclear RNA (n=34) and 7SRP RNA (n=1):
Colored sequences: identical; red: mismatch.

7SRP RNA

Corresponding to L.esculentum gene for 7S signal recognition particle RNA (246748)

>42_31_2s 1-43 C TTG ATTGGGGGCATTAAAGTGGTTG 5TTC

U1 snRNA

>85_8_1s 1-66 ACCTGGACGGGGTCAATGGGTGATCATGAAGACTCATTACCTAGGTTGGTGACCTCCTTTGCACTT

>85_10_1s 1-66 ACCTGGACGGGGTCAATGGGTGATCATGAAGACTCATGGCCTAGGTTGGTGACCTCCATTGCACT ~

>IT_42_57 C5_2s 1-38 CTCA
>IT_42-94_D9_2S 1-38 CTCA
>II_42_53_C2_2s 1-38 GCGCGGCCCCCTCA
>II_42_56_C4_2s 1-38 CGCGGCCCCCTCA
>II_42-95_D10_2s 1-38 CGCGGCCCCCTCA
>II_42_48_B10_3S 1-38 CGCGCCCCCTCCT
>42 35 2s 1-41 CGCGGCCCCCTCT
>IT_85-48 II_2S 1-51 TACGTC

>IT_42UP_41_H3 3s 1-42 CTACAT ca
>42up4_3s 1-42 CATC CA

Reference sequence: Glycine max non-coding Ul small nuclear RNA (GB accession number: X06809)

ATACTTACCTGGACGGGGTCAATGGATGATCAAGAAGGTCCATGGCCTAGGGAAGTAACCTCCATTGCACTGAGGAGGGGTGCCTTTCTAAGGTCTGTCCAA AGAGC AC
U2 snRNA

>85_42 4s 1-70

>II_85 28 F7_2s 1-69

>85_95 6_1s 1-68

>85up_2_1s 1-66

>85_95_6_2s 1-60

>85_3 2s 1-60

>II_42_48_B10_2s 1-45

Reference sequence: Solanum tuberosum U2 small nuclear RNA (GB accession number: M72889)
atacctttctcggeccttttggctaagatcaagtgtagtatctgttcttatcagtttaatatctgatatgtgggccattggtccacacgatattaactcaattttttaaggggaagagtccattaa




U3 snRNA

>IT_42_30_Al0_2S 1-42 GCTGCTGTGCGACTAGAGCGTGACTAACGGCTAAT

>II_42_83_II_2S 1-40
>II_42_84_II_2S 1-40

>IT_42_85_II_2S 1-40 GCTGCTGTGCGACTAGAGCGTGACTAACGGCTAAT
>IT_42 18 _II 2s 1-40 GCTGCTGTGCGACTAGAGCGTGACTAACGGCTAAT
>IT_42_ 42 II_2S 1-40 GCTGCTGTGCGACTAGAGCGTGACTAACGGCTAAT

Reference sequence: A. thaliana U3 small nucleolar RNA (TAIR accession number AT5G54075) (361 bases)
CATAAGCTTATGATTTCTTTTTTCTTACGAATTTTGCGTCCCACATCGGTAAGCGAGTGAAGAAATAACTGCTTTATATATGGCTACAAAGCACCATTGGTCACGACCTTACTTGAACAGGATCTGTTCTATAGGCTCGTACCTCTGTTTCCTTGATTTCTCAAGAGACAGGCCCTTAACCCTGGTTGATGAACCATGACC
GTGCGGCTAGAGCGTGATTGACGGCTACGATCGTCCTCGGACGCATCCGGTGCTGTAGAGGATCGTTACTCGGCTCGGTTCTACCTTGCCGGGGTGGTCGCACGGCGGTCTGACAGGTTCTTTTATTTTTTCACCCTCAAAACTTTGAATGAATTTCTTC

U4 snRNA

>II_42—30_A10_3S 1-45 -GGCCTTCGAGAATTTCTGGAAGGGCTCCCTTCGGG-TAAAGCCCTA
>42_32_25 1-46 -GGCCTTCGAGAATTTCTGGAAGGGCTCCCTTCGGGGTAAAGCCCTA
>42up3_25 1-52 GGCCCAGGCCTTCGAGAATTTCTGGAAGGGCTCCCTTCGGGGTAAAGCCCTA
>42_1_3s 1-52 GGCCCAGGCCTTCGAGAATTTCTGGAAGGGCTCCCTTCGGGGTAAAGCCCTA
>42up1_25 1-52 GGCCCAGGCCTTCGAGAATTTCTGGAAGGGCTCCCTTCGGGGTAAAGCCCTA
>II_42—61_C6_25 1-52 GGCCCAGGCCTTCGAGAATTTCTGGAAGGGCTCCCTTCGGGGTAAAGCCCTA
>42up1_3s 1-52 TGCCCAGGCCTTCGAGAATTTCTGGAAGGGCTCCCTTCGGGGTAAAGCCCTA
>42up3_3s 1-52 TGCCCAGGCCTTCGAGAATTTCTGGAAGGGCTCCCTTCGGGGTAAAGCCCTA

Reference sequence: Arabidopsis thaliana U4.2 small nuclear RNA (TAIR accession number AT3G06900)

TTTCCCTGCAAGTGATCGAAAGACCCTTGGATCTTCAGTAACTACAAAGCTACAGAGTTATATATGTGAACGAATCTTGTCGCTTTCAGATTTAAAGTTGTATTGAGAAAGAAGAGGTTGCCGTCTTCTGGTAGAGACTTGGAGAAGAAGAGAGTCTGTTCAATTCATCTAGCGAATAGGTTTCTTTCTAGAATAATATAA
CTAGAGGGAGTCCCACATCGAAAAGAAATTGTAAGATGGTTGGTTTTGTTCGGGTATAAATAAAGAGGGTTTAGTTCGGTTGAAAGTCATCTTTGCGCTTGGGGCAATGACGCAGCTAATGAGGTACTAACCGAGGCGCGTCTATTGCTGGTTGAAAACTATTTCCAAACCCCCTCCTGGGCCTAAGCTT' TTG CT
GCCCTACAATAACTAGTCTAAATGTTTTTCGAGTTTTGAAATTTAGAAAATCAAATATCATGGAAAGTATATATCACACAATCTAGGCCCAAGAAAACATCACTTGCTGATGATGAGGCCTGATAGTGAARATTGAA

snR8b

>IT_42UP_20_H2 1s 1-44 GCCATGGCATGACAGACA-CCCTACACCCATAGAATATGAGCAAC

Arabidopsis thaliana partial small nucleolar RNA snoR8b (snoR8b gene), clone Ath-55, 5' end incomplete; AJ505629
CGGACGCGGTGGGAAAAGTAATTCCTCGTACTGAATGCTCATAAGGCATGATAGACTTACATTACTACCCATAGAATATGAGCAT



Sequence of fragments corresponding to transfer RNAs (n=151):
Blue: anticodon; orange: post-transcriptional 3' added -CCA bases; other colored sequences: identical; red: mismatch.

>tRNA-Asp (anticodon:GTC) (TAIR accession number: AT5G40545); n=57:

reference 1-72 GTCGTTGTAGTATAGTGGTAAGTATTCCCGCCTGTCACGCGGGTGACCCGGGTT- CGATCCCCGGCAACGG-CG
>IT_42_ 7 A2 1s 1-42  cmmmmm oo GTCACGCGGGTGACCCGGGTT-CGATCCCCGGCAACGG-CGCCA-
>42 13 1s 1-42 -GTCACGCGGGTGACCCGGGTT-CGATCCCCGGCAACGG-C -
>42up6_4s 1-42 -GTCACGCGGGTGACCCGGGTT-CGATCCCCGGCAACGG-CGCCA-
>IT_42_36_B3_1s 1-42 -GTCACGCGGGTGACCCGGGTT-CGATCCCCGGCAACGG-C -
>42 34 _1s 1-42 -GTCACGCGGGTGACCCGGGTT-CGATCCCCGGCAACGG-CGCCA-
>42up2_4s 1-41 -
>II_42-72_Cl1_2s 1-41 -
>42_11 3s 1-38 -
>42 9 2s 1-38 --CGCGGGTGACCCGGGTT-CGATCCCCGGCAACGG-CGCCA-
>42_ 29 3s 1-38 --CGCGGGTGACCCGGGTT-CGATCCCCGGCAACGG-C:! -
>42_ 2 3s 1-38 --ACGCGGGTGACCCGGGTT-CGATCCCCGGCAACGG-CGCC-~
>IT_42-95_D10_3s 1-40 -CACGCGGGTGACCCGGGTT-CGATCCCCGGCAACGG-C -
>II_42_8 A3_1ls 1-40 -
>IT_42-38_II_1S 1-45 CCTGTCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-C =
>IT_42-12_IT_1S 1-45 CCTGTCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-C -
>IT_42-68_C10_1s 1-42 ---GTCACGCGGCTGACCCGGGTT-CGTTCCCCGGCAACGG-C:! -
>42up8_1ls 1-42 -GTCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-C -
>42 19 1s 1-42 -GTCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-CGCCA-
>42_20_1s 1-42 -GTCACGCGGGTGACCCAAGTT-CGTTCCCCGGCAACGG-C -
>IT_42 54 _C3 2s 1-40 ---CACGCGGGTGACCCGAGTT-CGTTCCCCGCCAACGG-CGCCA-
>II_42_56_C4_3s 1-39 -
>I_42-UP-12_G12_1s 1-39 -
>II_42_53_C2_3s 1-40 -
>I_42-UP-10_G11_3s 1-40 -
>42 30_1s 1-40 -CACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-C -
>IT_42_57_C5_3s 1-40 ---CACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGA-CGCCA-
>IT_42-61_C6_1s 1-42 -GTCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-C -
>42 17 2s 1-42 -GTCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-CGCCA-
>42 2 1s 1-41 --TCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-C -
>IT_42 11 _A4_1s 1-41 TCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-CGCCA-
>IT_42 35 B2 1s 1-41 TCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-C -
>42 34 2s 1-41 --TCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-C -
>42_26_3s 1-42 -GTCACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-CGC -
>IT_42-94_D9_38 1-41 -CACGCGGGTGACCCGGGTT-CGTTCCCCGGCAACGG-CG

>42 34 _4s 1-39 --ACGCGGGTGACCCGGGTT-CGTTCCCCGGCAGCGG-C
>IT_42-12_II_2S 1-42 -GTCACGCGGGTGACCCGGGTT-CGGTCCCCGGCAGCGG-C
>IT_42-38_II_2S 1-42 -GTCACGCGGGTGACCCGGGTT-CGGTCCCCGGCAGCGG-CGCCA-
>IT_42_ 12 A5 2s 1-42 -GTCACGCGGGTGACCCGGGTT-CGGTCCCCGGCAGCGG-C -
>IT_42 38 _B5 2s 1-42 -GTCACGCGGGTGACCCGGGTT-CGGTCCCCGGCAGCGG-CGCCA-
>IT_42-67_C9_2S 1-42 -GTCACGCGGGTGACCCGGGTT-CGGTCCCCGGCAGCGG-C -
>IT_42 83 _D3_1s 1-38 --CGCGGGTGACCCGGGTT-CGGTCCCCGGCAACGG-CGCCA-
>IT_42 54 C3_1s 1-36 ---GCGGGTGACCCGGGTT-CGGTCCCCGGCAACGG-C:! o
>IT_42_56_C4_1s 1-36 ---GCGGGTGACCCGGGTT-CGGTCCCCGGCAACGG-CGCC-~
>IT_42_57_C5_1s 1-36 ---GCGGGTGACCCGGGTT-CGGTCCCCGGCAACGG-C:! o
>IT_42-94_D9_18 1-36 ---GCGGGTGACCCGGGTT-CGGTCCCCGGCAACGG-CGCC-~
>IT_42-95 D10_1s 1-36 ---GCGGGTGACCCGGGTT-CGGTCCCCGGCAACGG-C:! o
>IT_42 53 C2_1s 1-36 ----GCGGGTGACCCGGGTT-CGGTCCCCGGCAACGG-CGCC-~
>42 25 2s 1-40 -CACGCGGGTGACCCGGGTT-CGGTCCCCGGCAACGG-C -
>42 25 3s 1-40 ---CACGCGGGTGACCCGGGTT-CGGTCCCCGGCAACGG-CGCCA-
>IT_42-13_A6_3s 1-42 -GTCACGCGGGTGACCCGGGTT-CGGTCCCCGGCAACGG-C -
>IT_42-51_Bl2 1s 1-41 TCACGCGGGTGACCCGGGTT-CGCTCCCCGGCAACGG-C! -
>42up8_3s 1-40 -CACGCGGGTGACCCGGGTT-CGCTCCCCGGCAACGG-C -
>42 17 1s 1-39 --ACGCGGGAGACCGGGGTT-CGATTCCCCGCCGGGG-A -
>IT_42_57_C5_4s 1-39 -CACGCG-TTGACCCGG-TT-CGATCCCCCGCAACGGGC -
>II_42_53_C2_ds 1-30

>II_42-94_D9_4S 1-40

>II_42_38_B5_ 3s 1-47

>tRNA-Lys (anticodon: CTT) (TAIR accession number: AT5G14035); n=45:

reference 1-73 GCCCGTCTAGCTCAGTTGGTAGAGCGCAAGGCTCTT
>II_42_35 B2 2s 1-41
>II_42_38_II_3S 1-41
>II_42_36_B3_2s 1-41
>II_42_12_A5_1s 1-41

>II_42_38_B5_1s 1-41



>II_42_67_C9_1S
>42_1 4s

>42_2 2s
>42_32_1s
>II_42_12_II_3S
>II_42_52_Cl_1s
>II_42_41_B7_1s
>II_42_33 Bl 3s
>42_33_1s
>42UP3_1s
>42UP 1 _1s
>II_42_30_Al0_1s
>II_42_17_A7_1s
>II_42_72_C11_1s
>II_42_83_II_1S
>II_42_84_II_1S
>II_42_18_IT 1s
>II_42_42_IT_1S
>II_42_85_II_1S
>42_27_3s
>II_42_39_B6_ls
>II_42_84_D5_2s
>II_42_85_D6_2s
>II_42_83_D4_2s
>II_42_83_II_3S
>II_42_84_II_3S
>II_42_85_II_3S
>II_42_18_IT 3s
>II_42_42_II_3S
>II_42_100_El_1ls
>II_42_45_B9_1S
>42_18 2s
>II_42_42_B8_2s
>42_32 3s
>42_37_1s

>II_42_19_II_2S-AS

>II_42_19_A9_1S
>II_42_63_C7_1s
>II_42UP_20_H2_2s
>II_42_45_B9_2S

>tRNA-Lys (anticodon:

reference
>42UP6_1s

>tRNA-Gly (anticodon:

reference
>IT_42 52 Cl_2s
>42 34 3s
>IT_42-41_B7 2s
>42up4_2s
>IT_42-39_B6_2s
>IT_42-13_A6_1s
>IT_42UP_41_H3 2s
>IT_42-68_C10_2s
>IT_42_33 Bl 2s
>IT_42-41_B7 3s
>42 28 1s
>IT_42_52 Cl_3s
>42 20 2s
>42°26_2S
>42_6_2s
>42up5_1s

>tRNA-Gly (anticodon:

reference
>85_23 3s

1-41
1-41
1-41
1-41
1-40
1-42
1-43
1-41
1-41
1-41
1-41
1-41
1-41
1-40
1-40
1-40
1-40
1-40
1-39
1-41
1-41
1-38
1-42
1-41
1-42
1-42
1-42
1-42
1-42
1-40
1-40
1-41
1-42
1-40
1-41
1-41
1-41
1-40
1-46
1-41

TTT) (TAIR accession number: AT5G48465); n=1:
1-72 -GCCTTCTTAGCTCAGTGGTAGAGCGCGTGGCTTTT
1-41 o

TCC) (TAIR acc numbe

1-73 G G
1-40
1-40
1-40
1-39
1-39
1-39
1-39
1-39
1-39
1-38
1-39
1-39
1-38
1-36
1-36
1-31

CCC) (TAIR accession number: AT5G53487); n=1:
1-71 A
1-60

S TGGGTTCGAGC

ACTGCT



>tRNA-Gly (anticodon:

reference
>IT_42-17 A7 2s

>tRNA-Met (anticodon:

reference

>42 22 1s
>IT_42_33 Bl 1s
>42 15 1s
>42 3 2s

>42°25 1s

>42 35 1s
>IT_42_97 D11 1s
>42_16_2s

>42_7 3s

>42 22 3s
>42 1 s

>42_15 2s

>tRNA-Glu (anticodon:

reference

>I1-85-15_E12_1s
>IT_85 18 F2_las
>IT_85 19 F3_1s
>85_50_1s

>I1-85-38_II_1S
>IT_85 38 Gl_1s

>tRNA-Ser (anticodon:

reference
>I-42-UP-10_G11_1s
>IT_42UP_17

>tRNA-Ser (anticodon:

reference
>I1-42-48 B10_1S
>I1-42-61_C6_3s

>tRNA-Ser (anticodon:

reference
>I-42-UP-10_G11_2s

>tRNA-Pro (anticodon:

reference
II_42_76_D2_ 2s
42 22 2s
II-42-68_Cl0_ 3s
II_42_8 A3 2s

>tRNA-Arg (anticodon:

reference
>I1-42-19_I1_1S
>I1-42-19_A9_2S

>tRNA-Arg (anticodon:

reference
>IT_42_37 B4_1s

GCC) (TAIR accession number: AT5G07135); n=1:
1-71 GCACCAGTGGTCTAGTGGTAGAATAGTACCCTGCCACGGTACAGACCCGGG-TTCGATTCCCGGC-TGGTGCA
1-41 mmmmmmm oo ACGGTACAGACCCGGGTTTCGTTTCCCGGCCTGGTGCACCA

CAT) (TAIR accession number:
1-72 —===- C

1-41
1-39
1-45
1-38
1-32
1-33
1-34
1-32
1-32
1-33
1-34
1-33

CTC) (TAIR accession number: AT5G09755); n=6:
1-73 TCCGTTGTAGTCTAGCT C
1-60
1-59
1-59
1-60
1-58
1-60

GCT) (TAIR accession number: AT5G06685); n=2:

1-82 GTCGCTTTGGCCGAGTGGTTAAGGCGTTTGCCTGCTAAGTAAAT
1-42 -
1-47 --

AGA) (TAIR accession number
1-82 G

1-37
1-39

AT3G46875) ; n=2:
TTAT A TAGAAATCATGTGGGCTTTGCCCGCGCAGGTTCGAATCCTGCCGCTCACG
TTATC C

TGA) (TAIR accession number: AT5G52355); n=1:
1-82 GTCGATATGTCCGAGTGGTTAAGGAGACAGACTTGAAATCTGTT
1-42 e TG

AGG) (TAIR accession number: AT5G39535); n=4:

1-73 GGGCATTTGGTCTAGTGGTATGATTCTCGCTTAGGGTGCGAGAGGTCCCGAGTTCAATTCTCGGAATGCCCC

38 e lole TTCGCTTCT A CcCa
41 A
41 AR
41 A

TCG) (TAIR accession number: AT5G02615); n=2:
1-75
1-41
1-41

ACG) (TAIR accession number: AT5G65015); n=1:
1-74 GACTCCGTGGCCCAATGGATAAGGCGCTGGTCTACGAA
1-48 —--CCTGAAGGAA




Sequence of fragments corresponding to chloroplastic, mitochondrial & bacterial RNA (n=19):
Colored: identical; red: mismatch.

chloroplastic RNA (n=6):

chloroplastic tRNA: Reference : Chlamyd as reinhardtii tRNA-Glu (trnEl; anticodon TTC); GB accession number: BK000554 (REGION: 14463-14535)
Reference 1-73 GCCCCCATCGTCTAGAGGCCTAGGACACCTCCCTTTCACGGAGAAAACGCGGATTCGAATTCCGCTGGGGGTA

>85 34 1s 1-62 mmmmmmme————- AGAGGCCCAGGACACCGCCCTTTCACGGCGGTAACAGGGGTTCGAATCCCCTAGGGGACG

chloroplastic tRNA: Reference : Chlamyd as reinhardtii tRNA-Asp (trnD; anticodon GTC); GB accession number: L26265

Reference 1-74 GGGATTGTAGTTCAATTGGTTAGAGCACCGCCCTGTCACGGCGGAAGTTGCGGGTTCGAGTCCCGTCAATCCCG

>85_41 1s 1-56 = mmmmmmm oo ACGCCGGGGGTCGCGGGTTCGAGTCCCGTCCACTCCGCCA-AAATTTGCCGCTTGG

chloroplastic protein coding RNA:

>II_85 11 _E8_1s REVERSE 1-60
>II_85 11 _II 4s REVERSE 1-60
>II_85_12_ds REVERSE 1-60
>II_85 12 _E9_1s REVERSE 1-49

Arabidopsis thaliana chloroplast psbA ORF (X79898; TAIR accession number ATCG00020); 1062 bases
Matching from 173 to 232

ATGACTGCAATTTTAGAGAGACGCGAAAGCGAAAGCCTATGGGGTCGCTTCTGTAACTGGATAACTAGCACTGAAAACCGTCTTTACATTGGATGGTTTGGTGTTTTGATGATCCCTACCTTATTGACCGCAACTTCTGTTTTTATTATCGCATTCATTGCTGCTCCTCCAGTAGATATTGATGGTATTCGTGAACCTGTT
TCTGGATCTCTTCTTTACGGARACAATATTATTTCCGGTGCCATTATTCCTACTTCTGCAGCTATTGGATTGCATTTTTACCCAATCTGGGAAGCTGCATCCGTTGATGAATGGCTATACAACGGCGGTCCTTATGAACTAATTGTTCTACACTTTTTACTTGGTGTAGCTTGTTATATGGGTCGTGAGTGGGAACTTAGT
TTCCGTCTGGGTATGCGTCCTTGGATTGCTGTTGCATATTCAGCTCCTGTTGCAGCTGCGACTGCTGTTTTCTTGATCTATCCAATTGGTCAGGGAAGTTTTTCTGATGGTATGCCTCTAGGAATCTCTGGTACTTTCAACTTTATGATTGTATTCCAGGCTGAGCACAACATTCTTATGCACCCATTTCACATGTTAGGT
GTAGCTGGTGTATTCGGCGGCTCCCTTTTTAGTGCTATGCATGGTTCCTTGGTAACTTCTAGTTTGATCAGGGAAACCACAGARAATGAATCTGCTAATGAAGGTTACAGATTCGGGCAAGAAGAAGAAACTTACAACATTGTAGCTGCTCACGGTTATTTTGGCCGATTGATTTTCCAATATGCTAGTTTCAACAATTCT
CGTTCTTTACATTTCTTCTTAGCGGCTTGGCCGGTAGTAGGTATTTGGTTTACTGCTTTAGGTATTAGTACTATGGCTTTCAACCTARATGGTTTCAATTTCAACCAATCCGTAGTTGATAGTCAAGGACGTGTTATTAATACTTGGGCTGATATTATTAACCGTGCTAACCTTGGTATGGAAGTTATGCATGAACGTAAT
GCTCACAACTTCCCTCTAGACCTAGCTGCTGTTGAGGCTCCATCTACAAATGGATAA

mitochondrial 26S rRNA (rrn26; n=4):

Matching from 1971 to 2029

>IT_85_40_G2_2s 1-66 CTCTCGGTCGTAGTTTGGCGACCTATCTTCAGTAGGGGCCTTTATTCTTTTGATTAGAG- -~ (AAAAAAA)
>IT_85_ 41 _G3_2s 1-66 CTCTCGGTCGTAGTTTGGCGACCTATCTTCAGTAGGGGCCTTTATTCTTTTGATTAGAG- -~ (AAAAAAA)
>ITI_85_8_E7_2s 1-66 CTCTCGGTCGTAGTTTGGCGACCTATCTTCAGTAGGGGCCTTTATTCTTTTGATTAGAG- -~ (AAAAAAA)

Matching from 2108 to 2149
>42 16 1s 1-42 AACAAGG-TGGAAACTTCCAGGAAAAAACTTCGAATTGGGAGG

Nicotiana tabacum mitochondrial 26SrRNA (BA000042); 3406 bases

GGGTACAAGATCGAARAGAATGCATTGGATGGATGCCCGGGCATTGAGAAGGAAGGACGCTTTCAGAGGCGAAAGGCCATGGGGAGATACCGTCTGTGATCCATGGATCTCCGATCGGGARACCGTATCCAAGCTCCGTGGCTAGTCTGCGCTCTTTGGACTTTTCARACTTAGCGAACTGARACATCTTAGTAGCTAAAG
GAAGGGAAATCAACCGAGACCCCGTTAGTAGCGGCGAGCGAGAGCGGATTGGGGGTTTGAAGAAARAACARACACGAAGCTTCGTTCCTCAGCARAGTGTTCACTTCTTTTTCGCCAGGTTTCATTCGATTTGTTGTGGATTGGATGATGGAARAACCAGCAAGCTACGGCTTCAAAGCTTACCTTATTTAGARAAGGAGAA
AGGGCTTTTTTATAGATGTTGAGGTTGAGTAAGGGGGGCGGAGCTTGAAGAGCGAAGCGAGCCGCGCTAGCCTAGCAACGTTTTTCAGCAGCAAGCTACGGTCTAACGACCCCCTAACCTAGGTTGGGGCGARAACTCCARAATCCAAAACGTTGGTTAGGGTTCCAAACCTTTCTCTAATAATAAGGTAAGCTTTCAAGC
CGCCGCCCTTTARAGGAGCGGGCGCAGTGAACTGTAATTGTGAAAAGATTGGAAGATCTGGCCARAGAAGGTGATAGCCCTGTAGATTCGTTCCCATGGTTCGATCCTTCCCAGTARAACGCGGCGTGTTCGAATTCTGATCGCTTTTACGCGAGAAAGGGGGACCACCCTCTAAGCCTAAGTATTCCTCAATGACCGATA
GCGTACAAGTACCGTGAGGGAAAGGTGAAAAGAACCCTATTTAGGGAGTGCAATAGAGAACCTGAGATCCGATGCGAACAATCAGTCGAAGGAGCGGAGCTTAGAGCCTTTACTTTATGTAAAGCGCACTCACTCTAACGGCGTACCTTTTGCATGATGGGTCAGCGAGGARATGGGAACAGCGGCTTAAGCCATTAGGTG
TAGGCGCTTTCCAGAGGTGGAATCTTCTAGTTCTTCCTATTTGACCCGAAACCGATCGATCTAGCCATGAGCAGGTTGAAGAGAGCTCTAACAGGCCTTGGAGGACCGAACCCACGTATGTGGCAARAATACGGGGATGACTTGTGGCTAGGGGTGARAGGCCAACCAAGATCGGATATAGCTGGTTTTCCGCGARATCTAT
TTCAGTAGAGCGTATGATGTCGATGGCCCGAGGTAGAGCACTCAATGGGCTAGGGTGGCCTCATTTCGCCTTACCAACCCCAGGGARACTCCGAATACAGGCCTAGATCGTTTGTACAGACAGACTTTTTGGGTGCTAAGATCCARAGTCGAGAGGGAAACAGCCCAGATCGTACGCTAAGGTCCCTAAGCAATCACTTAG
TGGAAAAGGAAGTGATCGAGCGATGACAACCAGGAGGTGGGCTTGGAAGCAGCCATCCTTTGAAGAAAGCGTAATAGCTCACTGGTCTAGCTCCATGGCACCGAARATGTATCAGGGCTCAAGTGATTCACCGAAGCGACGAGACCTTGARAGCTGCTTTTTCAAGTGTCAGTAGCGGAACGTTCTGTCAATCGGGGAAGG
TTTTTGGTGACAAGACCTGGAGATATCAGAAGTGAGAATGCTGACATGAGTAACGAAAAATCCTGTGAARAACACGATCGCCTGCCAGTGGAAGGTTTTCTGCGTTCAGTCAATCTACGCAGAGTGAATCGGTCCCTAAGGAACCCCCGARAGGGCTGCCGTCCGATGGGTACACGAAAGTGACGAAGTTGCTTTGACTAC
AGAACCATGCCTGTCTGTTGGAGCGAATTGGATGATCGGGCCGAGGGCTGCCCCCTCTTCCCCTCACTCTCCTTTCCCTAATATGAACCTTGAGTCATCARAGCCTTTCTGACTCGGCCTGGCCCGGTCGCCCTACGCGACTGGCGCTTCAAAAGGCGARACTCTCGGTCGTAGTTTGGCGACCTATCTTCAGTAGGGGCC
TTTAGTCTTTTGATTAGAGTAGGGGTCGCGAGAGAGCAGAGCGTACCGCCCTGCCATAGTCACGAGTCTGTTTATAGTCGCGACTGTTGTCATAGTCAACAAGGTTGAAACTTCCAGGARAAAACTTCGAATTGGGAGGGCGATCCTCCCGGTGAACTGACCGTACCCCAAACCGACACAGGTGAACAAGTAGAGTATACT
AGGGCGCTTGAGAGAACCATGTCGAAGGAACTCGGCAAARATGACCCCGTAACTTCGGGAGAAGGGGTGCTCTCCTATCTTTTGATTAGGAAAGCGGCACATACCAGGGGGTAGCGACTGTTTATTAAAAACACAGGACTCTGCTAAGTGGTAACACGATGTATAGAGTCTGACACCTGCCCGGTGCTGGAAGGTCGGAAGG
AGAAGTGTTATAAGCTTTGAATGGAAGCCCCGGTAAACGGCGGCAGTAACTCTAACTGTCCTAAGGTAGCGARATTCCTTGTCGCATAAGTAGCGACCTGCACGAATGGTGTAACGACTGCCCCGCTGTCTCCGACATGGACCCGGTGARATTGAATTCTCCGTGAAGATGCGGAGTACCAACGGCTAGACGGTAAGACCC
CGTGCACCTTAACTATAGCTTCGCAGTGACAACCTTAATCGAATGTGTAGGATAGGTGGGAGGTGGTGACACACAACGACCAATCCTGAAAGACCACTCTTTCGTCTAAGGATGCCTAACCGCCGCACCGATCATTCGGGGGGAGGCGGGACACTGCGAGGTGGGTAGTTTATCTGGGGCGGATGCCTCCTAAAGAGTAAC
GGAGGTGTGCGAAGGTAGGCTCAAGCTAAGATTCTGCTCGTGAGCGTAATGGTATAAGCCTGCCTGACTGTGAGACCGACTGGTCGAACAGAGACGAAAGTCGGCCATAGTGATCCGGGAGTCCCGTGTGGAAGGGCTCTCGCTCAACGGATCARAGGTACGCCGGGGATAACAGGCTGATGACTCCCAAGAGCTCTTATC
GACGGAGTCGTTTGGCACCTCGATGTCGACTCATCACATCCTGGGGTTGAAGAAGGTCCCAAGGGTTCGGTTGTTCGCCGATTCAAGTGGTACGTGAGTTGGGTTTAGAACGTCGTGAGACAGTTCGGTTCCTATCTACCGTTGGTGTTARAGGGAGAACTGCGAGGAGCCAACCCTAGTACGAGAGGACTGGGTTGGGCT
AACCTATGGTGTACCGGTTGTTATGCCAATAGCAGCGCCGGGCAGCTAAGTTGGTATGGAAGAACTGCTGCGCCGCGGGARATCCTTCTCTATACAAGTTCTCGGACGAGGTTTTTGAACAGAACTTCGATAGGCGAGAGGTGTAAGCACCGCGAGGTGTGAAGCGATCTCGTACTAARACGAAACGACTT



Bacteria-related (non-chloroplastic; n=9):

Corresponding to Janthinobacterium sp. Marseille 5S ribosomal RNA (CP000269)
>85_ 18 _4s 1-73 ATCGAACAGGACCGTGAAACGACTTTGCGCC-ATGATAGTGCTGCA-CC:

GCGARAGT-TGTTATCGTCAGGCT
Corresponding to Pectobacterium sp. 16S ribosomal RNA (EU490611)

>II_42_32_Al2_1s 1-42
>II_42_64_C8_1s 1-42

Corresponding to Uncultured bacterium clone B31l_52 16S ribosomal RNA (EU790472)
>85_ 23 1s 1-61 CATCCACGGAAGTTTTCAGAGATGAGAATGTGCCTTCGGGAACCGTGAGACAGGTGCTGCC

Corresponding to Comamonas testosteroni strain LMG1800 (Wheat associated bacterium) 23S ribosomal RNA gene (DQ150550)

>IT_85_ 44 II_3S 1-75 GTAACAGGTACTGGAGGTCCGAACCCACTACTGTTGCAAAAGTAGGGGATGAGCTGTGGATAGGGGTGAARAGGCT
>42up5_2s 1-40
>II_85_4_E4_1s 1-61

Corresponding to uncultured gamma proteobacterium clone 692 23S ribosomal RNA gene (EF188328)
>85_37_1s 1-71
>85_40_1s 1-65  ------

Sequence of fragments corresponding to mRNA and fragments ambiguous/not matching to know sequences:
Colored sequences: identical; red: mismatch

Protein coding mRNAs:

>42_11_1s 1-23
>42_29 1s 1-23

Some similarity to an Arabidopsis thaliana protein phosphatase 2C family protein (TAIR accession number AT5G06750) (orange ORF)
CGATATGCACGAGACTCCACTGGGATCTCATAGTATCCAAGCTGATATTGATGATCCAACAACTTTGAAGTCAAGACCACAAACTCATGATGTAGAACCTAATCAGTTTCCCATTACTTCCTCATCAAGGGATCACCCGC

ACATTTTTGTTACATTTCTTTACTTTACTATCACAGTCTTCACAAATATGATAAAAATGAACACGGATCGATTTTGTAC
CAACACGTTTGAGTTTAGATACAAAATTGTAGGTTAAT

>42_3_3as 1-57 GGGAAGCTTGGGGGTGGAGCAGGTAGCTTGAGAGAAGTGGAGGTGCTCTGTAGG
Similar to Arabidopsis thaliana cDNA with unknown function (TAIR accession number AT2G26570):
ATGGAGGACTTAAAAACTGTTGAAGCATCTGATAATGTTGTTAGTGATAATGTTGAGAAAGTCAATCCTGAGTTGATTGATTCCACCATTCGAGAATCTAACATACAATCTGCAACAAAGGTTGATAATATTCCACAATCTCAAACTGACACTGAAGAGACTCAACAATCTCARACTGATACTGAAGAGACTCAACAATCT
CAAACTGATGACACTACCGGCAATGCGAAGATTTATGTCGATGACACGTTTTCGCCTTCTGATGCTGCAACCGCTGCGGTGTTAACCGGAARAAGATAGTACGAGTACAACAATTGTAGAAGAAGTGATGGAGCCAGATGAGATTGGTTTACCTAGTGTCAAGATTACCGAGGCTGCGACGGGTACAGCAAGAAATGGTGGG
GGGTCACCTAGAACTGTATCATCTCCTAGATTTTCAGGATCACCGGTGAGCACTGGAACACCGARAAATGTGGACTCACATCGAGGTTTAATCGATACCGCAGCGCCATTTGAATCTGTTAAAGAAGCTGTATCARRATTTGGAGGAATTACTGACTGGAAGTCTCACCGAATGCAAGCGGTAGAGAGACGAAAGCTTATT
GAAGAAGAGCTTAAAAAGATTCATGAGGAGATTCCTGAGTACAAAACACATTCAGAAACTGCAGAGGCTGCAAAACTGCAAGTGCTTAAGGAGCTGGARAGCACAAAGAGACTTATAGAACAGTTGAAGCTTAATTTGGACAAGGCACARACAGAAGAACAACAGGCGAAGCAAGACTCGGAGCTTGCTAAGCTGAGGGTT
GAAGAGATGGAACAAGGAATAGCTGAAGATGTCAGTGTTGCAGCTAAAGCGCAACTTGAGGTGGCTAAGGCGAGGCATACAACAGCGATTACAGAGTTGTCTTCTGTCAAGGAGGAACTAGARACTCTGCATAAGGAATATGATGCTCTGGTGCAAGATAAAGATGTGGCTGTAAAGAAAGTAGAAGAAGCAATGTTGGCG
TCAAAAGAAGTTGAGAAGACAGTGGAAGAACTCACCATAGAGTTGATAGCTACAAAGGAGTCATTGGAATCAGCACATGCTTCTCATTTAGAGGCGGAAGAACAGAGGATTGGAGCAGCTATGGCTAGAGACCAGGATACTCACCGTTGGGAGAAGGAACTGAAGCAAGCGGAAGAGGAACTCCAAAGACTTAACCAACAG
ATACATTCTTCGAAAGATCTAAAATCGAAGCTCGACACTGCCTCAGCGCTGCTTCTTGATTTGAAGGCGGAATTGGTAGCTTATATGGAATCCAAGCTAAAACAAGAAGCGTGTGACTCAACCACAAACACCGATCCTTCGACAGAARACATGAGCCATCCAGATTTACATGCAGCTGTTGCCTCTGCAAAGAAGGAACTT
GAAGAGGTCAATGTCAATATTGAGAAAGCAGCTGCTGAAGTGAGTTGCTTGAAATTGGCCTCCTCTTCCTTGCAACTGGAACTCGAGARAGAAAAGTCTACTCTTGCCTCTATCARACAGAGAGAAGGAATGGCCTCTATAGCAGTAGCTTCTATAGAGGCTGARATTGACAGAACGAGGTCGGAARATAGCTTCGGTTCAG
TCAAAGGAGAAAGACGCGAGAGAGAAAATGGTGGAGCTACCGAAGCAACTTCAGCAAGCAGCAGAAGAGGCTGATGAAGCAAAGTCACTTGCTGAAGTTGCTCGCGAAGAGCTACGAAAGGCGARAGAAGAAGCAGAGCAAGCAAAAGCTGGAGCAAGTACAATGGAGAGCAGGCTATTTGCTGCGCAGAAGGARATCGAA
GCAGCTAAAGCTTCAGAGAGGCTGGCCTTAGCTGCCATCAAGGCTTTGGAGGAGAGTGAATCAACATTGAAAGCTAATGACACCGATTCTCCACGAAGCGTTACACTTTCGCTAGAAGAGTACTATGAGCTCAGCARACGTGCTCACGAGGCAGAAGAACTCGCGAACGCAAGAGTAGCAGCAGCGGTTTCAAGAATCGAG
GAAGCTAAAGAAACAGAAATGAGAAGCTTGGAGAAGTTGGAAGAAGTAAACAGAGACATGGATGCGAGARAGAAGGCATTAARAAGAAGCAACTGAAAAGGCTGAGAAGGCCAAAGAAGGGAAGTTGGGGGTGGAGCAGGAGCTGAGGAARTGGAGGGCAGAACATGAACAAAAGAGAAAGGCTGGTGATGGAGTCAACACT
GAGAAAAACCTAAAAGAAAGCTTTGAAGGAGGAAAGATGGAGCAATCACCTGAAGCTGTTGTTTATGCCTCCAGCCCAAGTGAGTCATATGGAACAGAAGARAACTCTGAARACCAATCTATCCCCACAGACCAAGTCTCGARAGAARARAAGAAGAAGCTTTCTTTCCCCCGGTTTTTTATGTTCTTGTCARAAGAAGAAGTCA
CATAATAATTGA



Sequences with ambiguous or non-significant matches in the databases:

>42_23_4s
>42_23 2s

>II_85 31 _F9_1s
>42up6_2s
>II_85_3_II 3s
>II_42_67_C9_3s
>42_9 1s
>85_11_1s
>42_13_2s
>42_21 2s
>42up6_3s
>42_36_2s
>42_24_2s
>42_36_1s
>42_10_1s
>II_42_49_B1l_1s
>42_12_1s
>I_42_UP_32_HT 1ls
>II_42_75 D1 1s
>42_19_2s
>42_5_1s
>II_42_52_Cl_ds

42_7_2s

TCGTAAGGTACCTGAAACTGAAGGCACCATCAATGTCGTAGGCACCATCCCCCTCATAA
-CGTAAGGTACCTGAAACTGAAGGCACCATCAATGTCGTAGGCACCATCCCCCTC---~-

CCTGTTTAACAARAATCACTTTCATGATTTATCAGCCATAGCCTGATATTTTGCTTTTAAACGGCTARATACATCCT

TTACCCTTGTAACGTGGTGCGCGCCCAATTCGAGCCCCCACGTGGCCCTCTTGTGGGCACTTCAATA

TGGGGGCATTAATGTGACGGAATGGGAAGGCCCAACCCGGTTGCCTTCACCGAACCATCATTTTT

GATTGTAAGGAACTGTAGGCACCATCAATATCGTAAGGGCCCCTAAACGTA

AGCACCTGAAGGCACCTGAAAAGCACCTGAAGGCACCTGAAAAGCAC

GTGAATTGCTATGATTGGTTTAATTTGCTTGTGGTTATGTTGCTATC

AAGCAATGATGATGTTAAGCACTTGGACGTCGTCCAAGTGCTTAAC

CCTGAAACTGAAACCTGAAAGGCACCTGAAACCTGAAACTGAAAC

ATGAAAATTGTGGGCCCCATTAATTTTCGTAGGGACCTGAAAT

TACAGTGTGATGTTAATGTGAATCCCGACAGGTTCCGATCG

CTGTATGCACCATTTTTGTCGTGGCACCATCAATATTTAA

TATCCCTGCCTGGGATGGCCGCACAGCGGTCTGACAGAC

TTGGGCCGGTGTGCTGGGCGTGTCGCTGCCGCTGTTCGA

CCGTTGGGCCCCACARARACTGTGGGGCCCATCAARAC

TGTTCCAGCAATGACGACTGCCTGCTGTCGGAGCCTC

TCACCTTGTGGCCAAGGGTTCGTATAATTGCGTTCC

TCAGAGTTGCGCAGTTTCAGCGTGGTGGCCCTC

ATCAATTGAAGGAAGGAAAGAGTGC

GAAGTTGTTCCATCGAATCTTTTTG

ATACCCCCGCTAAAAARAARAACA

GGCACCTCAAACGTAAGGCAC

Transcript corresponding to Homo sapiens genomic DNA (AC027319)

>II_85_3_II 2s
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