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e IHkEE T TUME RS 2 SR AEY) 73 nl B RKBSHRE (Escherichia coli) ~  F5REREE
438 (Caenorhabditis elegans ) ~ BERFE (Yeast)FIF 7 7+( Arabidopsis thaliana ) » FlIFI&EH
HEREFRY0EERE 5 > sUE A MSC (minimum spanning clustering)/8 &L 24717
B eSS - & B BRI R Y0 TE ARG I 2R AR aa bR
(G FERG Y LRABIE S
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(a) Escherichia coli g ., | (b) Caenorhabditis elegans
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( Caenorhabditis elegans ) ~ (c) EERFE (Yeast) ~ (d) /17 7F( Arabidopsis thaliana )[2-5]



DNA Ribosomes Matrix Outer Inner
Membrane Membrane

FO,F1 Cristae Junction Intermembrane
Complexes Space

2: fir4##%  (mitochondrion) [6]

i 25 L FT R
T

¥R

PR LR 4R AG 25
SRR
BT TERET

3. WFEAAARLE



> FH Uniprot £ H'E &RHEE ISR SREGERE Nk [7]
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A8 ( Matrix ) PRI P BB A S I i » NakE
2 BEENT RIIAE | R IEIR (citric acid
cycle, TCA cycle)Tas 2 2% (BRT succinate
dehydrogenase &R AEAIRE LAY ) ~ FERRLEE a3
FTes 2 B2 ~ Hu47H8 DNA (mtDNA) ~ %7
B L EESE mtDNA FTeE g2 -

DNA  Ribosomes Matrix  Outer Inner
Membrane Membrane

FO,F1 Cristae Junction  Intermembrane
Complexes Space




By |
FOBE g2
4ME

kL
1t

1
|
|
|
|
|
|
|
|
|
10°F : 3
¥ | ]

|

|

|

|

|

|

|

|

1

107 107" 10°

EERE(E ( SEEEAL )
5 FhlEl R AIEESNE B ERVEERELL(E o0 AT - Helh AEE(E - Balh REEREEE - sE REHE

107" HBUE R - RRIEEE 2R - KRSHLOIREESEDB B IMERRAE - B
PHEEAE - AR MBI B R AR S - BT —BF

=2 IWIRFSEESEREFY] > £ 4004 FREPA1

il E ARSI
KHEGHRE ( Escherichia coli) 65

F BSR4 55 ( Caenorhabditis elegans ) 313

HEE FHEZREE (Baker's Yeast ) 1478

Baffi{E 7+ (Arabidopsis thaliana ) 1323

B 4004

FHIE 5 BT BRI RTRESME B B REBELL (B S ARE - 55 REE 107 e HEERSY - RE(EE
HZ1% » REZBECHIRIIEREE @SN - AR R RS E - N ESE 2 MEREAE -
B ME R R S BREAS o S5—18 73 BIRSE Ky EC number » EC 4R55 2B 2 B8 HEEFTEEY
—EmHI L B EEESAT LA RS R SRR - ECL (BB IERR(EE(E 8
JFIER S RE R AR T SRETIE—EER ZE S - EC 2 (EREE): K E R EiE—(

VIEERS 25— YE - EREAVEE A DU A ~ BiAL - S - BC 3 OKEFER): (E/EPILL
IKEEACAE R E L &9 - EC 4 GREES): FR/KERAVIE IIERE E R IHY R LE AL E] - EC 5 (FA#ES):
BRI TWHIERS > BlIaRE T HEAR(E - BC 6 (EREER): SReHiy C-0~C-S~C-N = C-C 5
SEEGRE - N0 ERF AR = WEERRRE (ATP) AGERI(E 1455 [11] -



T 00

LH@BLEBL =70
PR ISEROer Ve
B SBRU AN L&
SYBIELOPVDRRBBE
@8 PNBBNDBTRD
@8 R’NZG SN

IR AN X S R A
PRI DEDEBHE DS
DIBBOTLALULEBIE
QPQMIYFJERPOT TN
SERYOF D PAIMLN
LT F AT DS AN
YERZYASTIREL XD
XEEXMREQPEXIT Y
RS A
1808000000076
SPLIPEOLHSEA

R adN S
NS eV
NISENAVDRRESH)
P2V MAERIES
e R
PHLESSADCONS
HPEIINCEDE SO
A O S  s
EOPNERECT Dot
O e N AN

TN IV Y T TIUNN T IV T TINTT
TN VYN TN TNV INVIFIVNNY T TV
NV IUVYVIIVYVYVTVY YUY 7ZVYVYTT
TN T T T T7TUVNNVITITVVVVE T T7TT7I9VVVI T

HERRH RO e e e e e e e e n e e i e e e e e i e e
i

6: VUTE H I Ry 25 H B FP 5114004 1) sy BHZ UGS (LS [E] > SRIEZRR



Genetic
interactor of

prohibitins

Sl et I
2]

@%4@@2@%@
Yoy - aaran
IRUBS Y

@
ol
@G

&
L8

-

—
o

BN

-

X424
HNE

VA BN
WA

r

BRBPPP U<
PPN
R e e 7
SOV FSPPAE
V<25 M P10
ATPs?/nthase eéﬁ__lldl}\l/oo/%
subunit \<;4_$e/>_% _P

\_

AL 7
NA-X]

—

£

FX AT
RAL X

<
>

P
o

=== <<A
A< <<< A
A<NNA <
NI P
dNAAA A4
JANNS <
=N

AN
A
< AN
<A
<111

PPN
— —
et —
— —

Sphingoid
long-chain
base

transporter

/

[l 7: RrdrAe R P HYE B E AT

EOE BNEPES'E



Aconitate

hydratase

.

£ RANDILES

PSPy
I

V7 77VY 7 77VY
INT7TIYNVT IV
AT A AN AT AT/
YV77VTVVTVV
NNTIHITHTTHTTETEOETT

HOTHonme

/

8 M REHVERE SN > LR ENERE



SR AL
RS ANXVLS it
@M?\&Q Rho GTPase 1

%%7?'\;’\/\/

NVUIN VIV ANN

NN T7TVITYVY
\ NI /

O: MIERBGIMEPEVE LB A0 - ALER I HIERE

10



/ B s (Intermembrane space) \

Sl

"IN TN T
TN NN NNV

VTN
N -

10: RrerAefEPR M HIE A E 0 > kO iR IR TV ERE

11



ISk /2oL

GANAN IR
DTSN A

11: firgfe ECl S/LERREHVEBE IR - b Ed BE(LE RS

12



2y g IR
XA
ORI SIS
ROSAAINES L
N e 2
SASMPEELPIAIS
N QNN 2
DA
vl S
S ntata

TYT7T7YVVYVVTVY
VI V7TV
V77YV7
\ VI
T T

12: firdrfe BC2 SRR A'E 010 - sk O Mg i i

<1

Q1<
SN
Q-1
SN
11
<~

—_

—y
—

—_—

—_—
——

—s
—_—
—
—
—_—
—_—

I

_—

—

.Q_
—

13



.
ﬁﬂl'.ll
DA

‘K#%}/h\é)\ i

S L
v T

Y AVASN A vy
A
VVIVV T 7 TIVTV

S>—>4-<

13: firggfe BC3 /KEERSHIEE H'E 7010 » BS Ol Ry KRG

14



/ EC 4 Z4E7E \
T \\‘

14: firgrfe EC4 HEHEHIERE /AT - Brdl b A ol

15



i
S
XS

i

Ay
i\
“‘\\-ﬁ

mm—

e

1533

2315

]

\/ \/

1317

\/ "7

15: firgrfe BCS BUBREHVEE A'E 010 - il Culh Ry S

16



16: firgrfe BCo HpElgHIE 0'E /AT » R CURh Ry i 2

17




o _——flere e ST BRI SE(C8Z6Z3)

TR S STHETKUI) «—e———— — R AT

DI BT N\ PSR
7

< \
A IRONRS N
‘lllill“szm

BRI S E(B3UR0) AN I X N TS I\ IR SRR SEETNMMO)
VIR L\}@:}@,ﬁ‘!ﬁéé&%&%.\ VPR iR B
ARSI
AR S AN
TER R 7 i S 13(A6ZP80) (S 7AW R -2 \VEP7:\ WA\V B | ERCE AR S F(E7Q9CT)
PREHSEREEE N 4K g PR L
? Za\p
SN
o WASET] S AT e
R AN S IHETQK) R A BEE NS e 4 S TETKIAS)
YL RS RN\ VIR BB R R
X ‘-:“‘\\\\V/

@ EERAERATIESVSC)

TR 7 N 2 B(Q08645) Y

PR I R ~
HETE R IR 2 5 185(Q09509)
Pl FERERR AR

17 FEEE O R0 o7 BRI R (]

TRE 57N B -E e R
(B3LRC2)

AIREST LY G - B &
(B5VMJ0)

RTREST UMY B - B I
(A7A003)
FTRETI I B - H g T
(P36135)
B -t e & 15 (P96955)
VifdE: WU

18 4N 2 H AR 0 5 Rl it el (A

18



LA
i

AW RN, O\ A

19-1 PURSEER A By BESERR (il > [ 7 AVEE 1 BFRORE - ERER RRER > A 3
(6% > It Ry RAHpE

PR R 48R AHACAYEE 1 BEORE - A 74 (EERRE (3 (EEE R AN E D - HM AAHRE
) B&H] 57 Arabidopsis thaliana’ i 58-59 2 {iil Caenorhabditis elegans * Fij 60-74
= 151 Yest(60-64 > 51 Baker's yeast » 65-74 » 10 {f Fission yeast) » i2f)85A E. coli
EHEE > SRR R E R ATEA T - H A 4RaE 695-923 » HsEEiH S - BB aA TikE
HEEFIME S (PPR: Pentatricopeptide repeat-containing protein: Arabidopsis

thaliana) > AAKEEFF] (PPR) & 35 (MR EMNTIIEST » &F AREEFIINELREZ
YTV RINEEEZIE12] > EFRMATERAE T O e 4y 450 MtEERE - 15K
REREFOHEEH S 47T EEAE - FAEFPREMEEEH CRFEEAR L) HLE

19
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Gene names

Atlp53240 F12M16. 14

At3g15020 K15M2.16

MPT3 ATS PHTZ;1 At3g14040 MUAZZ2 4

TOMA40-1 At3g20000 MZE19.5

MPPAZ At3g16430 MDCE 11 TO2004,2

BAC2 At1g70000 F19K 16.14

At3g02090 F1C9. 12

OEFP163 B14.7 At2g42210 T24P15.12

ABCB25 ATM3 3TA1 At5g58270 MCE7. 14

ABCB23 ATMI STAZ At4p28630 TSF17.80

RBG3 GE-RBF3 MEEF2A ORRM3 Atdph1030 MAF19_30
Atlg51980 F3F19.4

RBGS GRE-RBF3 MEBPZB CREM4 At1g74230 F1017.10
RBG2 GR-RBPZ GRP2 MREF LA Atdg13850 F18A5.240
NGALNGE1 RIF] At3g47450 T21L3.200

MDARS MDARG MDHARS PMDAR-L PMDAR-S Atlg63940 T12P13.4

CLPP2 NCLPP7 At5223140 MYJ]24.13

RBEG4 GR-REP4 GRP4 MREP 1B At3223830 F140132
PUMES DIC1 UCP3 At2¢22500 F14M13.10
ABCE24 ATM2 STA3 Atdp28620 TSF17.70
MFDE ADXR Atdp32360 F10ME, 10 FEB4.60
MICU At4g32060 F10N7, 140

PCMP-ES0 MEF 13 At3202320 F11A12 2 F14P2.1
ATGI8C At2240810 T20BS.1

At5g47030 MGD22.17

At3p523200 T25B13.70

ATGIED At3g56440 T5P19_00

ATGAE APGAB At3p50050 F24G16.220

ATPB-1 Athp00410; At2007741

ATPA ATP1 AtMg01190

ARR2 ARPS Atdz 16110 414005w FCAALL.207
ATGS APGS AtS5g17200 MKPL1_14

ATGY APGY At2g31260

ANNL ANNATI ANX23-ATH ATOXYS OXY5 Atlg35720 F14D7.2

top3 SPBCLEGS. 12¢
trm5 SPAPE18ES.01
thi2 nmt2 SPBC26HE.01
SPAC1635.01

uskl SPAC23CIL 10
ripl SPRCI6HS.06
ucpl2 SPCCE5.0%9:
ugol SPACIBZ.0Zc
SPAPSA3. 10

uvel uvde SPBC1OCT.00:
ungl SPCC1143.06
ura3 SPAC57410.1%¢
raf2 clr7 emel dos2 SPCCI70.07:
metd SPACIEFS, 10
mugd3 SPACEC3.05
new 18 SPBC30D10.21
puf3 SPACIGET.22¢
pthl SPBCZDI0.15¢
SPRC24C6,04

pyp2 SPACIADS.01
qerf SPBCLGCE.08¢
qerd SPCCL682.01

p3d2 SPAC25ES.03

pinl SPBCE09.02

qer2 SPCCE13.10
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Protein names

Malate dehydrogenase 1, mitochondrial (EC 1.1.1.37) (Mitochondrial MDHIY (mMDH1} (ditochondr
Malate dehydrogenase 2, mitochondrial (EC 1.1.1.37) (Mitochondrial BADH2) (mMDH 1) (Mitochondr
Mitochondrial phosphate carrier protein 3, mitochondrial (Mitechondrial phosphate transporter 33 QP
Mitochondrial import receptor subunit TOM40-1 (Translocase of outer membrane 40 kDa subunit hom
Probable mitechondrial-processing peptidase subunit alpha-2, chloroplastic/mitochondrial (EC 3.4.24.6.
Mitochondrial arginine transporter BACZ (Mitochondrial basic amino actd carrier 2) (AMBACD)
Probable mitochondrial -processing peptidase subunit beta, mitochondrial (EC 3.4.24.64) (Beta-MFPF)
Crter envelope pore protein 16-3, chloroplasticfmitochondrial (Chloroplastic outer envelope pore prote:
ABRC transporter B family member 25, mitochondral (ABC transporier ABCE.25) (AtABCE25) (ABC
ABC transporter B family member 23, mitochondrial (ABC transporter ABCE.23) (AtABCE23) (ABC
Glycine-rich RMA-binding protein 3, mitochondrial (AtGR-RBF3) (AtRBG3) (Mitochondrial RMA-bin
Probable mitochondrial-processing peptidase submnit alpha-1, mitochondrial (EC 3.4.24.64) (Alpha-MF
Glycine-rich RNA-binding protein 5, mitochondrial (AtGRE-RBFDS) (AtRBGD) (Mitochondrial RINA-bin
Glycine-rich RMA-binding protein 2, mitochondrial (AtGR-RBPZ) (AtRBGZ) (Glycine-rich protein 2)
MO-agsociated protein 1, chloroplastic/mitochondrial (AtNGA LY (Tmbions mitochondrial nitric oxide sy
Monodehydreascorbate reductase, chloroplastic/mitochendrial (EC 1.6.5.4) MMenodehydroascorbate rec
ATP -dependent Clp protease proteclytic subunit 2, mitochondrial (EC 3.4.21.92) (ATP -dependent Clp
Glycine-rich RMA -binding protein 4, mitochondrial (AtGR-RBP4) (AtRBG4) (Glycine-rich protemn 4)
Mitochendrial nnconpling protein 5 (AtPUMPS) (Mitochondrial dicarboxslate carrier 1)

ABC transporter B family member 24, mitochondrial (ABC transporier ABCE.24) (AtABCE24) (ABC
MNADPH:adrenodoxin exidorednctase, mitochondrial (Adrenedoxin reductase) (EC 1,18, 1.6) (Mitochon
Caleinm uptake protein, mitochondrial (Mitochondrial calcinm nniporter)

Pentatricopeptide repeat-containing protein At3g02330, mitechondrial (Mitochondrial editing factor 13
Antophagy-related protein 18¢ (AATG18)

ATP synthase subunit delta', mitochondrial (F-ATPase delta' subunit)

ATP synthase subunit 4, mitochondrial (ATPase snbunit )

Antophagy-related protein 18d (AtATG184)

Crsteine protease ATG4b (EC 3.4.22.-) (Antophagy-related protein 4 homelog b) (AtAPGAE) (Protein
ATF synthase subunit a-1 (F-ATFase protein 6) (FB-1)

ATP synthase subunit alpha, mitochondrial

Two-component response regulator ARR2 (Receiver-like protein 5%

Antophagy protein 5 (Protein antophagy 5) (AAPGS)

Antophagy-related protein @ (AtAPGS)

Annexin D1 (AnnAtl) (Annexin AL}

DINA topoisomerase 3 (EC 5.99,1.2) (DNA topoisomerase [1I)

tRINA (guanine(37)-M 1}-methyltransferase (EC 2.1.1.228) (M1G-methyltransferase) (RMNA [GM3IT] 1
Thiamine thiazole synthase (Thiazole biosynthetic enzyme)

Probable mitocheondrial outer membrane protein porin

Ut snENA phosphodiesterase (EC 3.1.4.-)

Cytochrome b-cl complex snbunit Rieske, mitochendrial (EC 1.10.2.2) (Complex I11 subunit 3) (Ries
Potative ATP-dependent RNA helicase nepl2 (EC 3.6.4.13)

Mitochondrial fusion and transpert protein ngel

Frotein nps! homolog

UV-damage endonnclease (UVDE)Y (EC 3.-.-.2)

Uracil-DINA glycosylase (UDG) (EC 3.2.2.27)

Dhhydroorotate dehydrogenase (quinone}, mitochondral {LHOD) (DHODase) (DHCdehase) (EC 1.3.!
Rik1-assoctated factor 2 (Cryptic loct regnlator 7) (De-localization of swif protetn 23
Methylenetatrahydrofolate reductase 1 (EC 1.5, 1.20%

Meiotically np-regnlated gene 43 protein

Mitochondrial zine maintenance protein 1, mitochondrial

mRNA-binding protein puf3 Pumilic homelogy domain family member 3)

Frobable peptidyl tRIMA hydrolase (FTH) (EC 3.1.1.29)

Frobable delta-1-pyrroline-5-carboxylate dehydrogenase (POC dehydrogenase) (EC 1.2.1.88) (L-gluta
Tyrosine-protein phosphatase 2 (EC 3.1.3.48) (Protein-tyrosine phosphatase 2) (PTPase 2)
Cytochrome b-cl complex subunit & (Complex 111 subunit &) (ditochondrial hinge protein) (Ubiquine
Cytochrome b-cl complex snbunit @ (Complex 11T subunit @) (Cytochrome o1 non-heme 7.3 kDa prote
Phosphatidvlserine decarboxvlase proenzyme 2, mitochondrial (EC 4.1.1.65) [Cleaved into: Phosphati:
Phosphatidylinesitol 3,4,5-trisphosphate 3-phosphatase ptal (EC 3.1.3.67)

Cytochrome b-cl complex snbunit 2, mitechondrial (Complex 111 subnmnit 2) (Core protein [1) (Ubiqui
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1. MSC (Minimum Spanning Clustering) & &AF2 =

function [ taxo cell sort, sorted min array 2] = MSC clustering( Dism, level,threshold value )
% ======= Usage ========
%[ taxo cell sort, sorted min array 3,core link ] = MSC clustering( Dism, level,threshold value )

o

o

o

o

oe

oe

oe

oe

oe

oe

@Input parameters

*Dism: The distance matrix

ex: 0 2 3 1

2 0 5 3
3 5 0 2
1 3 2 0
* level : the level-th minimum distance are consideed here.

* threshold value : A threshold value for sparification

@ output parameter

* taxo_cell sort : MSC taxonomy table, each cell contains a group of members.
* sorted min array 3 : the pairwise table for clustering
* core link : the core link of each clusters
* RNM : Renormalization matrix of core link
index th=1;

if (nargin < 2)
level=1;
end

if (nargin < 3)

threshold value=2*max (max (Dism)) ;

index th=0;
end
clear taxo cell

N=max (size (Dism)) ;

for i=1:N;Dism(i,i)=inf;end;

if level ==
sorted min array
else
sorted min array

end

find min_of matrix(Dism) ;

find mins_of matrix(Dism,level);

meta Dis=zeros (length (Dism)) ;

if index_th ==
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meta=size (sorted min_array);
index=1;
for i=l:meta (1)

if sorted min array(i,3) <threshold value

sorted min array 2(index,1)= sorted min array(i,1);
sorted min array 2 (index,2)= sorted min array(i,2);
sorted min array 2(index,3)= sorted min array(i,3);

sorted min array 3{index,l}= num2str(sorted min array(i,1));
sorted min array 3{index,2}= num2str(sorted min array(i,2));
sorted min array 3{index,3}= num2str(sorted min array(i,3));
meta Dis(sorted min array(i,1l),sorted min array(i,2))=1;
if sorted min array(i,3) ==
meta Dis(sorted min array(i,l),sorted min array(i,2))=1.5;
end
index=index+1;
end
end
else
sorted min array 2=sorted min array;
end
meta Dis=meta Dis+meta Dis';
for i=1:length (meta Dis)
meta list (i)=0;
if length(find(meta Dis(:,1)==2)) ~=0
meta list(i)=1;
end
if length(find(meta Dis(:,1)==3)) ~=0
meta list(i)=2;
end
end
[taxo _cell, taxo_single node]= pairclustering N(sorted min array 2,N);
clear ooxx
for i=l:length(taxo cell)
ooxx (i)=length (taxo cell{i});
end
[A,IXa]=sort (coxx);
for i=1l:length(IXa)
taxo cell sort{i}= taxo cell{IXa(length(IXa) -i +1)};
end

end
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function sorted min array = find min of matrix(dist matrix)
m=length (dist matrix);
min array=[];
for i=1:m
n=min (dist matrix(i,:));
minl=find(dist matrix(i,:)==n);
l=length (minl) ;
for j=1:1
min array=[min_array;i,minl(j),dist matrix(i,minl(j))];
end
end
mm=length (min_array);
[a,index]=sort (min_array(:,3), 'ascend');
for k=1:mm
sorted min array(k,:)=min_array(index(k),:);
end
end
function sorted min array out = find mins of matrix(dist matrix,level)
sorted min array out =[];
max_ v=max (max (dist matrix));
for ii=l:level
m=length (dist matrix);
min array=[];
for i=1:m
n=min (dist matrix(i,:));
minl=find(dist matrix(i,:)==n);
l=length (minl) ;
for j=1:1
min array=[min array;i,minl(j),dist matrix(i,minl(j))];
dist matrix(i,minl(j)) = inf;
end
end
mm=length (min_ array) ;
[a,index]=sort (min array(:,3), 'ascend");
for k=1:mm
sorted min_array(k,:)=min_array(index(k),:);
end

sorted min array out=[sorted min array out', sorted min array']';
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end

end

function [ taxo cell out,taxo single node ] = pairclustering( tablem )
SUNTITLED3 Summary of this function goes here
% Detailed explanation goes here

taxo_single node=[];

N=max (max (tablem(:,1:2)));

group_line=zeros(N,1);

cell num=0;

for i=1l:length(tablem)

if group line(tablem(i,1))~=0 & group line(tablem(i,2))==0
group_ line(tablem(i,2))= group line(tablem(i,1));

elseif group line(tablem(i,1))==0 & group line(tablem(i,2))~=0
group_line(tablem(i,1))= group line(tablem(i,2));

elseif group line(tablem(i,1))==0 & group line(tablem(i,2))==0

cell num = cell num+l;
group line(tablem(i,1))= cell num;
group_ line(tablem(i,2))= cell num;
elseif group line(tablem(i,1))~=group line (tablem(i,2))
meta=find(group line == max(group_ line(tablem(i,1)),group line(tablem(i,2))) );
group_line (meta)= min(group line(tablem(i,1l)),group line(tablem(i,2)));
end
end
GN=unique (group_ line);
if GN(1)==
taxo_single node= find(group line==0);
for i=2:1length (GN)

taxo cell out{i-l}=find(group line==GN(i));

end
else
for i=1:1length (GN)
taxo cell out{i}=find(group line==GN(i));
end
end

end
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function [ taxo cell out,taxo single node ] = pairclustering N( tablem,N )
SUNTITLED3 Summary of this function goes here
% Detailed explanation goes here

taxo_single node=[];

group_line=zeros(N,1);

cell num=0;

for i=1l:length(tablem)

if group line(tablem(i,1))~=0 & group_ line(tablem(i,2))==

group_line(tablem(i,2))= group_ line(tablem(i,1));

elseif group line(tablem(i,1))==0 & group line(tablem(i,2))~=0
group_line(tablem(i,1))= group line(tablem(i,2));

elseif group line(tablem(i,1))==0 & group line(tablem(i,2))==0

cell num = cell num+l;
group line(tablem(i,1))= cell num;
group_ line(tablem(i,2))= cell num;
elseif group line(tablem(i,1))~=group line (tablem(i,2))
meta=find(group line == max(group_ line(tablem(i,1)),group line(tablem(i,2))) );
group_ line(meta)= min(group line(tablem(i,1)),group line(tablem(i,2)));
end
end
GN=unique (group_ line);
if GN(1)==
taxo_single node= find(group line==0);
for i=2:1length (GN)

taxo cell out{i-l}=find(group line==GN(i));

end
else
for i=1:length (GN)
taxo cell out{i}=find(group line==GN(i));
end
end

end
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