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Figure 1-46. Molecular Biology of the Cell, 4th Edition.
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Figure 1-38. Molecular Biology of the Cell, 4th Edition.
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Fig. 3 Gene clusters related to tissue characteristics in the cell lines. Enlargements of the regions of the cluster diagram in Fig. 1 showing gene clusters enriched
for genes expressed in cell lines of ostensibly similar origins. a, Cluster of genes highly expressed in the leukaemia-derived cell lines. Two sub-clusters distinguish
genes that were expressed in most leukaemia-derived lines from those expressed exclusively in the eryroblastoid line, K562 (note that the triplicate hybridiza-
tions cluster together). b, Cluster of genes highly expressed in all colon (7/7) cell lines and all breast-derived cell lines positive for the oestrogen receptor (2/2). This
set of genes was also moderately expressed in most ovanan lines (5/6) and some non-small-cell-lung (4/6) lines, but was expressed at a lower level in all renal-can-

oma-derived lines (6/7) and two related lines ostensibly derived from breast cancer (MDA-

N (ROSS et a|_’ Nat. GenetiCS, 24, 227, 2000) ioblastoma (6/6) lines and most linegs derived from renal-cell carcinoma (7/8), and more
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1.1. UPGWAE: DIBELF2D0DOBEDESIZZELVVCRTE
1.2. EMEEEEE (N-UE): HEEMNELWLVESIE. IELVVAK, BEE 525,

2. #ifE, REREROERBHICEALEDDOARZTER
3. ALK, BEifER, RICEHLALEZEBKRL

arg max_log P(D | T)
4. RAXE

arg max_(log P(D | T) + log P(T) )

log P(T | D)= IlogP(D|T)+log P(T)—-log P(D)
T: Tree, D: Data
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Unrooted tree by neighbor-joining method
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Rooted tree by neighbor-joining method
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minimum energy alignment
sequence 3GRS 364 YNHIPTVV=FEHPPIGTVGLT EDEA IHKY GIENVETYSTS FIPMYHAVIERKTEC VM
matched to: [ | | |
strucbure 1NPX 322 GV QGS SGLAVFDY KFASTGINEVMA -QRLGE-ETEAVIVV =EDY LMDFNFDEQEAWF
probability alignment
sequence 3GRE 364 YNHNIPTVV=FEHPPIGTVGLT EDEA THEY GIENVETYSETE FIPMYHAVIKRETEC VM
matched to: ' I O | ) | |
structure 1NPX 322 [H)) SCLAVFIYKFASTGINEVM= GHE=TEAVT =V VELY LMDFKPD WF
TTTTEEA334331 0B O0OBRE TR 5777 TEA24333203 3444444 4955 &6

1NPX 322 bbbbb  bbbbbh asas sass bbb b bbbb bbbbb
adpafa adapana dadaadaana
3GRE 384 bbb bbbbbbbassssasass bbbbbbbbh b asass bbb

minimum energy alignment
structure 3GRS 364 YNHIPTVVFSHP PIGI"J'GL'I'EDEAIJ{IE'EIEIL'IENVKTYSTS FI'F]i!‘EII.ﬁ.UTﬂZrT}I{CW
matched to:
sequence 1NPX 322 GVQGSSGLAVFD YEFASTGINEVMAQRLGKETKAVIVVE DYLMDF=--NFDEQKAWF
probability ul;gunb
structure 3 --YNNI.'PTWSHP PIGTVGLT EDEA IHKY GIEN VETYE TS -F TFMYHAVTE RETECVH
matched to: | |7 | 1L Ty oTTY [
sequence 1NPX 322 G‘nl'- -uﬁsmmmﬂmmﬂ VM AGHL GKET KAVTY VEDY ~--LMDFNP DEQK AWF
4322334 4393 433 0345 BHEED 3145 66T T TR 332X I 1 1122 33566ETTTTT

minimum energy alignment
sequence 3IGRS 420 KMVCAMKEEKVVGIHMQG=LGCDEMLQGFAVAVEMGATEADFONT=VAIHFTSSEE L
matched to: | 1 | | | ] |
structure 1NPX 376 KLVYDPETTQILGAQLMSKADLT ANINAISLAIQAKMTIEDLAY ADFFFQPAFLEP W

probability uligunb
sagQuence 3 MCMEEK'U'VGIHH QGLECD EMLOGFAV AVEMGATEADFDN T=VALHFTS =SEE= L
matched to: | [ T | ¥
structure 1NFX 376 1i1.1|f‘|!'.IIIZPZE¥;.7 %MDLTHDIAISLAMMLEM‘EWFF AFDEPWH T

SETH0 900D EEEE EEGE BEBEEBETE 43448 2221 2

1HFX 376 bbbb bbbbbb AAARBARABE AABAAAR aa
aapan dAgdaapapadaapdaaaadaspseg
SGERS 420 Dbbbbb b bbbbbbbbLbb AaBABARA AR AABAAAR aaBER

minimum energy alignment
structure 3IGRS 420 KMVCA-NKEEK VWG THMQGLGCD EMLO GFAY AVEMGATKADFDN T ====VAIHFTSS EEL
matched to: | 1 | | | ]
segquence 1NPX 376 KLVYDPETTQILGAQLMSKADLTANIMAISLAIQAKMTIEDLAY ADFFFQPAFDEFWNLI
probability uligunb
structure 3 KMV CANK EEKV VG- THMQ GLECD EMLQ GFAV AVEMGATEA DFDN ====-T WATHPFTSSEEL
matchad to: |1 1T | | [ .l Y ahaadd
seguence 1NFX 376 KLVYDPETTQLLGAQUMSKADLTANINAISLAIQAKMTIEDLAY ADFF= = m———
TTEEEE 4344430 3444 333 P10 BERE BT TT BEEEEETEY 3306222222111 100

minimum energy alignment min.ene. rmed faligned identities
sequence 3GEE 475 VILR o
matched to: =26.4 3.8 112 Q.12
structure 1NFX 433 NIIN TAALEAVEOER
probability alignment
segquence 3GHE 475 VILK i
matched to: r 3.7 108 0.12
structure 1MFY 435 J=== HNTALLEAVEOER
2011 24ETEOD0OT00 3.0 T3
1NPX 435 a HHBHBHNE HES
LERERE
3GRE 4TS aa
minimum energy
structure 3GRE 475 VILK ————
matched to: | =20.0 4.3 113 0.11
sequence 1NPX 438 NTAL LEAVEQER
probability ali ant
structure 3 4TS VILR=== e e s s i e
matched to: T 3.8 82 0.12

segquence 1NPX 424 =---FQPAFDEFWNLINT AALEAVEQER
0112533 3332 3334434 457 7T BEDDD 3.0 45
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