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(A) Localization of CL18 (red) and CL33 (green) on (A) Localization of CL18 (red) and CL33 (green) on Q
chromosomes of 'Long Tavoy'. (B) Localization of 5S rDNA chromosomes of 'Maritd'. (B) Localization of CL18 (red) and 5S
(red) and CL18 (green) on chromosomes 'Maia Oa'. (C) rDNA (green) on chromosomes of 'Maritd'. (C) Localization of
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chromosomes of 'Long Tavoy'. (D) Localization of CL18 (red) (D) Localization of CL18 (red) and BAC clone 2G17 (green) on CL33 . 5S rDNA . LINE element

and LINE element (green) on chromosomes of Tuu Gia. (E) chromosomes of 'Pelipita’. (E) Localization of CL18 (red) and

Localization of 5S rDNA (red) and CL18 (green) on 5S rDNA on chromosomes of 'Pelipita’. (F) Localization of CL18

chromosomes of 'Pisang Klutuk Wulung'. (F) Localization of (red) and CL33 (green) on chromosomes of 'Ato’. (G) . .
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of 'Cameroun'. (G) Localization of BAC clone 2G17 (red) and chromosomes of "Tonton Kepa'. (H) Localization of CL18 (red)

CL18 (green) on chromosomes of 'Tani'. (H) Localization of 45S and CL33 (green) on chromosomes of 'Umbubu'. (I) CL33-like

rDNA (red) and 5S rDNA (green) on chromosomes of M. Localization of 5S rDNA (red) and CL33 (green) on .

schizocarpa. (I) Localization of 5S rDNA (red) and CL33 chromosomes of 'Ato'. (J) Localization of CL18 (red) and CL33 satellite

(green) on chromosomes of M. schizocarpa. (J) Localization of  (green) on chromosomes of Tonton Kepa'. (K) Localization of > Repetitive units is ~130 bp long
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schizocarpa. (K) Localization of CL18 (red) and 5S rDNA Chromosomes were counterstained with DAPI (blue). > DNA units were found highly

(green) on chromosomes of M. schizocarpa. Bar = 5 um. CL18 is marked by long arrow, CL33 is marked by fﬁ:gﬁigiﬁaif;daclzzgziz

Chromosomes were counterstained with DAPI (blue). short arrow.

Bar = 5 um. CL18 is marked by long arrow, CL33 is marked by (A) Consensus sequence of CL33-like satellite was reconstructed from all obtained sequences units of all analyzed species

and is displayed as sequence logo. (B)Neighbor-Joining tree constructed from a Jukes-Cantor distance matrix and rooted to
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the midpoint shows diversity of individual types of CL33-like repetitive units obtained from all studied species.
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