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Aberraciones cromosomicas en cancer
(translocaciones y fusiones)

Hematologicos vs. solidos
(mesenquimales/epiteliales)

e prostata (ETS)

e pulmén (EML-ALK)
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Clones Flaced on Cutogenetic Map Using FISH
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Lineas primarias de pacientes con osteosarcoma
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Clones Flaced on Cutogenetic Map Using FISH
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NCI-N417 ATCC | Carcinoma de células pequefias
NCI-H69 ATCC | Carcinoma de células pequefias
NCI-H23 ATCC | Adenocarcinoma
NCI-H441 ATCC | Adenocarcinoma
HCC-827 DSMZ  [FAdenocarcinoma

SK-LU-1 (ATCC HTB 57) | ECACC | Adenocarcinoma

PC-14 ECACC [‘Adenocarcinoma

NCI-H358 ATCC | Adenocarcinoma bronquioalveolar
A549 ATCC | Adenocarcinoma bronquioalveolar
EPLC-272H DSMZz

HCC-15 DSMZ

NCI-H157 ATCC

NCI-H1299 ATCC [ Carcinoma de células grandes
NCI-H460 ATCC [ Carcinoma de células grandes
LCLC-103H DSMZ | Carcinoma de células grandes
NCI-H720 ATCC | Carcinoide atipico
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